
Supplementary sequences 
 
ABP1 
 
>ABP1_AT4G02980 
MIVLSVGSASSSPIVVVFSVALLLFYFSETSLGAPCPINGLPIVRNISDLPQDNYGRPGL 
SHMTVAGSVLHGMKEVEIWLQTFAPGSETPIHRHSCEEVFVVLKGSGTLYLAETHGNFPG 
KPIEFPIFANSTIHIPINDAHQVKNTGHEDLQVLVIISRPPIKIFIYEDWFMPHTAARLK 
FPYYWDEQCIQESQKDEL- 
 
>Volca1|35798|gw1.13.76.1 
AFVFDPTELGLSLSFGVEVFEPGHHTPLHIHKAAHELFFVLAGEGVAFCNGQRFPVRAGDCVVFPPRAVH 
GIDNTSTGSKLYCLQLMTPNESFVEHVKSG 
 
>Phypa1_1|151546|e_gw1.339.27.1 
MSVVRNLTELGQDSYGRPGLMHMTIAGAVHHGMKEMEVWMQTFAPNSGTPIHRHECEEVFITLKGHGTLY 
LSRSRELDAPGEPEEFQIYPNATFTIPVDSVRNTNQGEDLQVVVTISRPPMKSFIYKEWSTPHAEAVYEP 
REWDKEDKLSSASQQCKEPEAEDDVMADIAKLLGRSIEDIVVSDEIR* 
 
>Selmo1|133599|e_gw1.120.72.1 
SLCFVSGILVVRNLSDIPQDSYGRPGLSHMTVAGAVHHGMKELEVWLQTFAPGSGTPIHRHDCEEIFLVL 
KGKGTLFLAEPGLEYPGEVVQFHISGNSTMTIPVNSVHQIINTSNEDLQFYVIISRPPIRVFVYRSFLVP 
HTEAVTHFPYPWDLKTLTS* 
 
>Chlre3|190281|estExt_fgenesh2_pg.C_180050 
MRTSWLAILALALGALVAAEAKCVVKPRKAVVDIAGIKNYTGPGPSSITILHVDAWDGDDAFLSAYLTMP 
PGAVFPIHRHLDFSEHVLVTRGVGSWEYWPLDAPKPVADPIKAGSSVYMAPNVLHRIVNTSPTETLEIMI 
TAAPGRNTVQEAYEDWPDSPTAAGHPIELPWHTDCPPGQELKQEL* 
 
>ChlNC64A_1|17596|gw1.3.774.1 
PVKYHIDELYQSNHGRSGLAHITVAGAAHHGMRKIEMWLQTFAPGVQTPVHRHACEEVFVIQRGAGTAFF 
RAPDGGVQQVAFQQNDTLIILPDMVHQIVNTGQEDLQALVVIDSPPIRIFTYSDWSIADVQAQLQQPYYW 
DRAC 
 
>ChlNC64A_1|26559|e_gw1.21.185.1 
MRTFEVFQQTFAPGAATPIHEHACNEVFLVMRGEGTAFIRDKASGASAGSHQSTFNILPGARHQLVNTGA 
EDFQALVVTDNPPFRVGAA* 
 
>MicpuC2|54191|EuGene.0000170037 
MSRELMFENDHAICWKTTITPNAPLKMHRHDRARCIVGLKGGVLKKTEEDGRVSNLVFETGKAYWLPKDP 
PNELHADVNEGEDDVVVIVTELKEEADRDGTAEFGAKREPFAGLKMPKGWEPPTTKRDE* 
 
>MicpuN2|76900|gw2.08.745.1 
WTWERIPQEMYKQDGGSFKGCSRFELLGKRGESTVFHVRYFEVDPGGWTTLEHHRHEHAVIGLRGKGEIQ 
LGPHVYPVHVGDAAYTAPGDTHQLRNHGDEPFGFICVVAADRDRP 
 
>OrysaABP11al 
MVEVCLQTFGPGQRTPIHRHSCEEVFVVLKGKGTLFLGSSSMKYPGQPQEIPVFQNSTFT 
IPVNDPHQVWNSDEHEDLQVIVVISRPPIKVFFYDDWNMPHTAAKLQFPIFWDEECLIAP 
KDEL* 
 
>OrysaABP12al 
METRTGPTAAGGHGAHLAGAGRGALLLALVVVSAAAFLPVAESSCPRDNSLVKDVSKMYQ 
SNYGREGFSHITIAGALAHGMKEVEVWLQTFGPGQRTPIHRHSCEEVFVVLKGKGTLLLG 
SSSMKYPGQPQEIPVFQNSTFSVPVNDPHQVWNSDEHEDLQVLVIISRPPVKIFTYDDWS 
VPHTAAKLKFPYFWDEDCLPAPKDEL* 
 
>OrysaABP12.2al 
METRTGPTAAGGHGAHLAGAGRGALLLALVVVSAAAFLPVAESSCPRDNSLVKDVSKMYQ 
SNYGREGFSHITIAGALAHGMKEVEVWLQTFGPGQRTPIHRHSCEEVFVVLKGKGTLLLG 
SSSMKYPGQPQEIPVFQNSTFSVPVNDPHQVERMIVVILFTECETS* 
 
>Ostta4|37601|1800010005 
MSREFQFENEEAICWKTTVTPNLPLKMHRHDRARVIVALQGGVLKRVDEDGSTRDLVFETGKAYWYEADP 
PDNLHADVNEGSEDVVVIVTEFKTDEDRNGTRNARADCGCGEGGKCDCRSRIGFPFKMPLGWEPPTTKK* 
 
>PoptrABP11al 
GLPLVRNISELPQDNYGRGGLSHITLAGSAMHGLKEVEVWLQTFSPGSRTPIHRHSCEEIFVVLKGSGTL 
YLASSSHEKYPGKPQEYFVFANSTFHIPVNDVHQVWNTNEHEDLQMLVIISRPPVKVFIYEDWFMPHTAA 
KLKFPYYWDEQC 
 
>PoptrABP12al 
VEIWLQTCSPGAVTXIHRHSCEEVSVVMKESGSLCISSNSQEKYPGKPREFYFFFANSTFHILVDDAYQI 
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WNIDEHEAMQALAITSPHHSKFIYEDWLKPRTAAKLKLLIFWDDQCLQAPPKDEL 
 
>GLP1_AT1G72610 
MLRTIFLLSLLFALSNASVQDFCVANLKRAETPAGYPCIRPIHVKATDFVFSGLGTPGNTTNIINAAVTPAFAAQFPGLNG
LGLSTARLDLAPKGVIPMHTHPGASEVLFVLTGSITAGFVSSANAVYVQTLKPGQVMVFPQGLLHFQINAGKSSASAVV
TFNSANPGLQILDFALFANSLPTELVVGTTFLDATTVKKLKGVLGGTG 
 
>Ost9901_3|28211|eugene.1700010004 
MSREFMFENEFAICWKTTVLPNVPLKMHRHDRARTIVALQGGVLKRIDEDGSRKDLVFETGKAYWYDADP 
PDNLHADANEGAEPVVVVVTEFKTEEDRNGTRDARAECGCGVAGGACDCRSKIGPPFVIPGWEPPTKKKE 
TSA* 
 
AMI1 
 
>AMI1_AT1G08980 
MATNNDFGAFIEKVTISPTSTSSSPPSLQGLTFAIKDIFDVEGRVTGFGNPDWLRTHSAATSTAPVVSSL 
LEAGATALGITIMDEMAYSINGENAHYGTPRNPIAFDRVPGGSSSGSAVAVAARLVDFSIGTDTGGSVRV 
PASYCGIFGFRPSHGAVSTVGLTPMAQSFDTVGWFARDTATLKRVGCVLLQQHHLNPIEPSQLIIADDCF 
KLCSVPHDLLVQPLVGSVEKSFGGNTVVKKVNLGEYIGQNVPSLKHFMTSDDVTTQQEFCIPSLMALSSS 
MRLLQRHEFKINHGAWISSVKPEFGPGISERIEEAIRTSDEKIDHCRSVKSELITALSTLLGEKGVLVIP 
TVPGPPPHLQANVAALESFRSRAFSLLSIAGVSGFCQVSIPLGLHENLPVSVSLVAKYGSDGFLLSLVDS 
LAAFI- 
 
>TOC64-III_AT3G17970 
MASQAANLWVLLGLGLAGILMLTKKLKKTVREDFGAFIDKLMLLPPPQPAPPKAPHPLTG 
LTFAVSDVFDITGYVTGFGHPDWVRTHEAASSTSPVVSTLVEGGATCVGKTVVDEFAFSI 
SGENKHYDSPTNPAAPTRIPGGACSGAAVAVATNAVDFALGIDTVGGVRVPAGYCGVLGF 
KSSYGAISNTGIIPVSSSLDSVGWFARDPNTLRRVGHVLLQLPFATQRNPRQIILADDCF 
QLLKIPVDRITQVVTKSAEKLFGRQLLKHQNLETYFETKVPSLKEFARTKAIANTKVSTS 
RLLANVMQLLQRHEFLQNHGDWINTVKPAIDPVILSQVCENPELTNEETENLNAIRNETR 
VAIGSLLKDDGILVIPTLPAVPPKLGSKEITSEDYQNRASSLLSIASISGCCQVTVPLGH 
HEKCPISVSFIGRHGGDRFLLDTVQTMYPSLQEYSSIVTDPKSSKKAITKEESAEIAKEK 
GNQAFKEKLWQKAIGLYSEAIKLSDNNATYYSNRAAAYLELGGFLQAEEDCTKAITLDKK 
NVKAYLRRGTAREMLGDCKGAIEDFRYALVLEPNNKRASLSAERLRKFQ- 
 
>AT5G07360 
MARPSIATCDPSARPCLATRGSLPRSRTCAPLLFLCLLLGLTVFCADANPSDSKLLCSRL 
LPCEPSIEMVRNCKNLWKLLDRKVSVPCRKITTLTRTVTLTELPDKTMEAKCLQGMFELI 
DSAFFNETKLQEIAKGATEMNVPIYRANRKLVATKNGGLENPSPLVFNPSWNREVQRVQD 
KRFKYPSASGVKLPRDEEDIAFMSVLELGELIKTRQITSKELVRIYLKQLKRYNHVLEAV 
VTYTEELAYKQAKEADDLLSQGTYLGPLHGIPYGLKDIVAVPGYKTTWGSTSFKDQFLDI 
EAWVYKRLKASGAVLVAKLVTGSMAYDDIWFGGRTRNPWNIEEFSTGSSAGPAASTSAGM 
VPFAIGSETAGSMTYPAARCGITALRPTFGSVGRTGVMSISESLDKLGPFCRTAADCAVI 
LDAIKGKDPDDLSSREIAFEDPFSVDITKLTVGYTKDADMKVVEVLGSKGVNMVPFELNY 
TVESVQGILNFTMDVDMLAHFDEWQRTGQEDLYEAQDQWPVELRRARVVTAVDYIQAQRA 
RGKLIREVEKSFTVDAFIGNVTDWEKVCMGNLVGLPVLVIPTGFKNITDPPTNSCRRRTT 
INAGIYAPPERDHIALALGMAYQSVTDAHRKRPPIDDLGPDDSIPNPPRALIPPRRLHI- 
 
>TOC64-V_AT5G09420.1 
MSNTLSLIQSNASNPKVWVVIGVTVAGIVILAETRKRRIRALREEDFGAFLDRFELLPFP 
PPPPPAAKQSLSGLTFSISDAFDVKDYITGFGCPQWKKTHEAAEKTAVVVTTLLKNGATC 
VGKTIMDELGFGIIGENKHYGTPINPLMPDNVPGGCSSGSAVSVGAELVDFSLGIDTTGG 
VRVPAAFCGILGFRPSQGTVSSVGVLPNSQSLETVGWFASDPSVLCQVGHALLNLSAVTH 
RRQRSLIFADDLFELSDIPKQKSVQVVRKAIENLSGYKTPKHVNVGQYVASNVPSLAEFC 
EQSGKSQNSASTLRALSSVMLAIQRHEFKTNHEEWWQTCKSFLGPRFSNDVVTALKSKNE 
SIKSLYRVKNEMRATIQSLLKEDGILVIPTVADPPPRLNTKRNKSLNEFLDRTYALSCIA 
SMSGCCQVTIPLGEHGDRPISVSLLTYYGGDKFLLDTTLDVYASLQDQAKLASNLAPVSD 
TNGNMEASEVMKEKGNAAYKGKQWNKAVNFYTEAIKLNGANATYYCNRAAAFLELCCFQQ 
AEQDCTKAMLIDKKNVKAYLRRGTARESLVRYKEAAADFRHALVLEPQNKTAKVAEKRLR 
KHI- 
 
>ChlNC64A_1_35982_estExt_Genewise1Plus.C_130278 
MISQRLLVRGAKAVTGDRHPLPFLSAAHLAVRSSSSHPSGRGGVRGMATHAELHSQGCYIGEVHVVGAPS 
GPLTGLTAVVKDCFDVAGHRTSNGSPAWLETHPPAQRNAAAVQALLDAGATIIGTNVMDEMAYSLAGENA 
HYGTPANPAAPGRIPGGSSSGTAAAVAAGDADLGLGGDTGGSVRVPACHCGILGIRPTHGRVSLQGAVPL 
APSFDTGGWFARDAGVLRAVGGVLLDGGSRRPAQLRRLLVAADAFGLAEEATTKALYDALSPKIDQVAAL 
LSKPQEVEVGSSTGGLSQAWFNAFRVHQAHEIWQQHGAWVTEHRPNFGPGIRERFQMAEGVSRKQYEEAA 
QQRGAARQRLAELLGGDGVLMLPTAPAPAPLLNTPSDQLDAFRTSLISLTCIAGLSGFPQVNVPIADVEG 
LPVGLGLIGPPGSDEDLLELTEQLLAVLR* 
 
>ChlNC64A_1_9137_gw1.10.80.1 
GPLAGLAFAAKDSYNVAGYATGLGNPSWARDHPPAKTTAPARKSPRCLQALLDAGANLAGKAAMSELAYD 
FSGQNYHYGTPPNTAAPCHMPGGSSSGCAALVASGEVAFALGGDTAGSVRVPASFCGVFSCRPSHGRVSL 
EGSVPLAPSFDTAGWFARDAELLSAVGKTLLAGSAPGPAVDSWNLVTATTPARVACLLAGACGESELCLF 
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PHLLAAATYQCCWPLPLPLALQSKEVNEVLGPWVSGPTKPAVSAGIAQRLKAASLVSKQAAAAARQQADA 
ITTRLDSLLGTSSVLLLPTTPFPAPPLGSDLEAQPDNVGRLMALTSIASLAGLPQVSMPLATLEDGLPVG 
VSIIGPRGSDEALLALAERLAAA 
 
>Chlre3_106270_e_gwH.41.66.1 
DPNNAFIDKSLTVQGAAEGPLKGLTFAVKDLFDVAGHRTGFGNPVWLDTHPPATRTAPAVQALLDAGATL 
RGKTHMDELAYSLNGENVHYGTPRNPAAPGRIPGGSSSGSAVAAAAGDVPLALGSDTGGSVRVPAAYCGL 
FGIRPTWGRTNLEGARPLAPSFDTAGWFARDAATLRAAGSVLLDPASRAPGSPRLTRWLVARDAFGLADP 
PTEKAIYDAMSADFSKVGSAQRSSTDAPLPIGWRNTATNTLPGFEVWREHGAWVTEHNPAFGPGIKDRFI 
MASRITQEQVDAANVKRALIRSHLLTLLGSDGVLALPTTPGPAPLVNTPPAELDAWRTRLISLTSIAGLA 
GLPQVNLPIASVDGLPVGLGLIGPPGSDEALLELAEQL 
 
>Chlre3_110744_e_gwH.1311.2.1 
XNMTEFAFSGVGINPHFGTPVNPASADGIARIPGGSSSGAAVSVALGLAVAALGSDTGGSIRIPAALCGL 
TGFKPTTRRVPLTGAFPLSYTLDTACAMARTVNDCLLVDSVIADNALVPSAPAAAALRLAIPRQVLLDDL 
DPVVARAFDRALGRLSAAGVQLEHTDLPELAELPGLNAAGGFSAAEAFSIHRHTLATRRNMYDPRVALRI 
DRGAAMGAADYVDLARARIDWISRVEARLARFDAVICPTVPMVAPAIEPLRADDDLFLRTNALLLRNTSA 
FNFLDGGSISLPCHAPD 
 
>Chlvu1_29761_e_gw1.9.140.1 
MSRDSSNAFLPDGPEITGAAEGPLQGLTFAAKDLYDVENYVTGFGNPTWKETHEPATATAPAVQALLSAG 
ASLVGKTHMDELAYSLNGENFHYGTPVNPACPDRIPGGSSSGSVVAVANESVDIALGSDTGGSVRVPASY 
CGAWGIRPTHGRVSLEGACTLAASYDTGGFFARNAELLRRAGDVLLDPATRSDVQFKRWLVAKDAFDLAD 
DATSEAIFRVGLIDLVFLDSYHRFSLPVACTTKTASCSEGFELACCVFRVSQGAEVWEALGEWVQSAQPQ 
LGPGTKERFEMASQLTTEEVRCCSHLMTENLHLEQLLGEDGVLAVPSAPGPAPFLNTPQQDLDTFRKRLI 
SLTCIAGLSGLPQVSLPVAKVEGCPVGLGLIGPRGSDEALLRLTEQLEPVLVRP* 
 
>MicpuC2_45582_estExt_fgenesh1_pm.C_60007 
MACVARASFAAFASSSSSSSIPKTGKGGSFVDHCHGVEIKGGGASATDEGAGGVLSGLTFAVKDNLDLAG 
HRTGCGNPDWLRTRGGTPAATHAPCVAAMLDAGATCVGKTQMDELAWSLQGENAHYGTPSNPADPSRVPG 
GSSSGSACAVAAAHVDVALGTDTAGSVRVPASYVGVYGFRPSHGRVPVDGCVALARSFDCVGWFARDAAT 
LMACGAALLPPDRPSGTIHADGFKRLIVATDAFATCDAGTREALISAIERAAKAGGDLEPAWWDSFRTLQ 
TREVWLEHGAWIEETDPSFGPGVAERFAAAEAGGGAATDAIAAANAARDAITRRLNAMLEGGGVIVLPSA 
PSPALKTGASAEATEAFRARQLRLTTAAGMAGLPQARRFGRRIVSIPAATADGAPVGLSFIAARGRDEEL 
LALTVSLERALF* 
 
>MicpuN2_68791_gw2.03.307.1 
TDPDGPLAGLTFAVKDNLDVAGHRTGCGQPTWLDTHPEPARQHAPPVASLLAAGAACVGKTQMDELAWAL 
QGENHHYGTPINPAAPERVPGGSSSGSAVAVAAGYADVALGTDTAGSVRVPASYCGLCGFRPTHGRVDAT 
RGCVPLAPSFDVVGWFARDATTMLRCGSVLLPPWGAWDTAFDLRFDGAIARDAFELCDEETRATLREAVA 
RACGPGPLGEAGGGTVEVDVGGGGSTPPLTEWWNVFRVIQANEVWRAHGAWVSEHQPRFGPGVKERFEGA 
GGVTDAEAAEASKTRDAIAASMESTMVDEATGKDRFLFLPTSPGPPLASGADAQTVESFRNRQLRLTAAA 
GLARLPQATVPVPRRSGPPLGLSVVGPRGTDEALLRL 
 
>MicpuN2_52588_est_orfs.Chr_12_2459_3203322:1 
MVLKVLILASAASIGALVFSRRGKGGGKARGWRKRSDALNAFQELLRLKGNAKGPLRGIRFSIQDVFDVQ 
GRVTSLGSPAWAATHAPATRDAPAVASLRAAGADCIGVTRMDELGCSITGCDAVDGAPINPVARDKIPGG 
SSSGAAVSVAGAPKEVDMALAVDSSGGVRVSAAHCGLYAIRTTHGTVALDGASSTTGSLAAAGWMSRDPD 
VIAATATALIPLPKDQISVSRVMVLEDAIDLCDDIASCGVATACMLLKDAFKNGGISRLNLGKHLLMACP 
SLREMQNKDCATGLDVLRNCLRLIEGEEVWSQIGGWYSAEKPETGAKAKEYLLGASKIATDSLRVIKQAR 
EEVRAAVDLLLDGVTVFLLPTTPCAPPPMNAGAEATATWERKVLQLTCLSSLTGTPQLTIPLTYEQAEGP 
YGLSVVAGRKQDYMCIEFARMFGAQLREAFPDVVQAELTRLKDEENGGKDDSDAVPSMCEELKAQGNKEF 
KAGNFNEAIVKYTEALTALGPPPNMRPDPHRAWKSVVLSNRAMTNLKLGVYNDAEDDCTAALKLNEKNVK 
AYLRRGAARSVSGNYLEAIDDF 
 
>Ost9901_3_17396_fgenesh1_pg.C_Chr_11000198 
MEKTTEADELGAFVEAAEDLSERLTTTTTTTTTTTTHRPLKNVKFVVKDIFDIEGRRCGFGSPAFKRTGG 
KGGTAGAKRHARCVRTLLEAGASAVGMTTMDELAYAINGENAHYGTPINPRARALVPGGSSSGSAVACAA 
ALRGCEFALGTDTGGSVRVPASYCGVYGIRTSHGSVSMRGVQALAPSFDTVGWFARSIDVLQRVGDVLLP 
EPDKHAPTEPSRWLLLEDACAAVAAVTALHEIAPADFKRMNLTEHLLVGCPKFRSLVNGREDYGLDCLRE 
MVRVLMGAEIWENLGKWYTEEKPKLGAAVKARMEAASKLDADEVERLKEVREEVREEVDRILDGGAIFIL 
PTTPGKAPKRGQSDQATESWRRKCFELLCIASLCGLPQVSIPLEAPNIEGPQGLSLIAGYQMDKMLIGAA 
RQIVPALVEAYPDILEAELERLNPPEAPGESEKTKGNEALKQGKYQDAIEYYSVAIGKNPKSKIFVANRA 
MAHLKLGNYQLAEDDCTEAIKLDARYVKAYLRRAAARSVAGNYLEALMDYEEALRFEPNNSDAKREVYRM 
KKIIGMADPGMDVGDM* 
 
>Ostta4_12917_fgenesh1_pg.C_Chr_11.0001000182 
MDGRESGPLRGMKFAVKDIFDVRGRRCGFGSPAFEATAGETPKRNAECVDDVLNAGASAIGMTTMDELAY 
AVNGENPHYRTPINPRARNLIPGGSSSGSAVACAGALRGCDFALGTDTGGSVRIPASYCGVFGIRTSHGL 
VSMRGVQALAPSFDTVGWFARSIDVLRRVGDVLLPSADEHAPTKPSAWYLLEDSVSDKRSSPHAQCAAVA 
AVAALNEIDRGKFRRMNLTEHLLVGCPKFQALVGRREDCGLDCLREVLRVTMGAEIWENLGPWYKKEQPV 
LDPAVEGRLEAAAKLSPTQVELFKEIREEVRETMDRLLDNGVVLVLPTTPGKAPERGLGEKATEEWRKKC 
FELTCIASLCGLPQVSIPLIAPNVEGPQGLSLIGGYQTDRMLMDAARDLVVELVDAYPDILEAELLRLNP 
PREPGDAEKAKGNEALKKGKYQDAIEYYGVAIGKNPKNPVYVANRAMAHLKLGNYELCEDDCTTAIKLDR 
KYTKAYLRRATARSVGGNYLEALMDFEEALRLEPNNSDAKREVNRMKKIIGMADPGMDVGKL* 
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>Ostta4_33211_0600010058 
MRTTGRDDANCFVENPRAGETTNADVPGGAHGALRGMRVAVKDNVDVRGMRAGAGNPTYLETRGREPATA 
HAPCVDKVLAAGARFVGKTHMDELAWSLQGENFHYGTPTNARGKIPGRIPGGSSSGSASAVCCGHADVAI 
GTDTIGSVRLPASFCGVYGARPTHGRVDATGVVPLSHSFDTVGWFTKDAKTLRVMGEILLDPETRDAETS 
AKIGRGRLAACSDAFRLVDPAVKQAMNAVLSSEGVKRVFKDARGDAMPDAMGIVHLVLSDLALTDKSGER 
VLPPITEWSETFRVIQTREVWDAHGGWIKEHKPVFGPGIRDRFRAAEIGVDAATMDHHVALRERITNHLD 
ALLADGTILILPAARGPAPAATDYNSEASLKKLAEARSVALALGAPASLARLPCVVIPAVEIEGEPVGLM 
LMSRRGTDEALLAFAEKLAWVIGLKVP* 
 
>Volca1_87871_fgenesh4_pg.C_scaffold_7000027_AMI1 
MRSTQLYASGSDPSDPYNAYIDKSLTVKGAPDGPLKGLAFAVKDLFDALLDAGATLRGKTHMDELAYSLN 
GENIHYGTPINPAAPGRIPGGSSSGSASWSWSRACIWYGVDKTDLGKVAVAAGDVPVALGSDTGGSVRVP 
AAYCGLYGIRPTWARTSLAGARPLAPSFDTAGW* 
 
>Volca1_116484_fgenesh5_synt.7__13 
MPKFLAPSSKKPSPMSHVAVACGDVDIGLGTDTGGSIRVPASFCGLLGIRPTWGRVARCGTTALAPSFTT 
PGWFARDPAVLRAVGAVLLDPSSRGSSRLGRWLVAKDAFALADPPTGKAIYDTLSAQFPKVVQLLGQPLE 
VEVAAPLSGEGLGTFVDWMGVFRGFEVWQEHAAWVSAHNPEFGPGIKERFAMAAAVTKEQHEVGSAKRRR 
IRSHLLELLGSDGLLVVPTTPGPAPPVNTPPADLDAWRTRLISLTSIAGLAGLPQVSLPIARVDGLPVGL 
GLIGPPGSDEALLEITEHLMGVIAQPLQ* 
 
>Phypa1_1_197643_estExt_gwp_gw1.C_3010032 
MPNDNKIIARSFGILIGLGLAGFFVLRRALRLAVKRDNGAFIEYFELPPATSPSSAPQPLSGLTFAVKDI 
FDVEGFVTGFGNPDWAATHEPATRTALAVKYLVDSGATCVGKLHMDELAYSIIGDNKHYGTPVNPAAPTR 
VPGGSSSGSGVAVAADLVDFSLGTDTAGSVRVPAAFCGILGFRPSHGAVPVIGVIPMAQSFDTVGCFAKD 
PTILRQVGHILLQLSYTDVRKPQRFLIADDCFELSLIPNEASVGAVIRSIQKLFGRKALQHINLGDYVAS 
AVPSLKVLQKEIGSDMGAISLLRTAMQMIQRWEFKVNHEGWLTTANPNLGPATAARTKAALETTSHLLPL 
LQRIKDEARYAINDLLKDDMLLVLPTVPDIPPKLNTKPESLEEFRNRAMDLICIAGMSGCCQVTMPAGEH 
DDVPMAVSLLARQGSDRFLLDTLLALYATVQVEDKADANQRASLSNGHFDAAELAKEKGNAAFKRNDFKN 
AISHYTDAIRIRGNNPTYYNNRAMAYLQLRSYSEAEADCTKALILDKNSVKAYLRRGTARESMGYYNEAD 
EGHKRLPPATALPCAYFRQALVYEPSNKTASEALSRLKKLLYN* 
 
>Phypa1_1_140463_e_gw1.167.37.1_TOCs 
MGRFDVESAITGFGSQDWEQTHAPATQTAVAIGRILQSGAACTGKQTMDEFGLSMFGRNKRDGIAENPVV 
PKYFAGGAASGSGVAVASNTCDFALALDTIGGVRNPASFCGIFGYRASHEAISTVGVTPVSPSLDAVGVL 
SRDVHVLHQVVKLLLQQPDLERGLPSSVLVADDCFSQSSISTVRTADLIARAVSETLGRSLVHHVNLGAL 
IASSVPTLRNFLMEEERLLKQDTSRYTTFDGLRDAMLLILRYKFRDKHRKWFKDVDPELSSDVDVRVKFA 
MAPYIDGLHKMALKIKEETRAAMNEILLMDSLLVMPSTPSLPPLKEAKGKELEIFESRALSMLSLASMSG 
CCQVTVPLGSARGIPISVSVLARHGGDMFLLESLMELNARIQMEVDVRNLQV* 
 
>Phypa1_1_142465_e_gw1.192.61.1_TOC 
FDVEKKITGFGSPDWENSHEPAIKTAPVLVKLRKAGATCIGKTIMDEMGFCLLGANRWLGTPENPFSTSR 
ICGGSSSGAAVSVGSKVVDFAIGIDTVGDVRVPAACCGVLGFRSSHGAISLEGTIPVASSFDAVGWFARN 
AGLLRLVGRQLCPHVVMDGKGPKRFYMAHDVFKLSAVSHLRTADVLARSVQRTVGRHTLCNLNFIEYLED 
HAPAIQTFKKELERMGLDSSQYTALDVLRESMLLFQRHEFKGNHGEWIAKAKPYLTRTVESRVHKAVLLP 
DSEALRVIAIQVREEISSLMNNLLKA* 
 
>Phypa1_1_133073_e_gw1.100.1.1_TOCs 
MNSYDVESVVTGFGSYDWEQTHAPATQTAVAIDSVIKAGAVSTGKQTMDDFGLSMFGRNWRDGPAENPVA 
PKHFSGGAASGSGVAVASNAVDFALAIDSIGGVRIPAAFCGIFGYRASHGVISTAGVTAVAPSLDVVGVF 
SRDPYVLHQVVKVLLKQPELEWGSPAEVLIADDCFGLSTISSVRTADLLARAVSDTIGRSLIHHVNLGTH 
IASNVPTLRNFLMEEERLLQQDTSRYSTYDGLRDAMILILREEFKEKHRKWFEDVNPELAPDVDVRVKFA 
MAPHLDGLHRLALKVKDETRAAMNELLLTDTLLVIPSTPSLPPSKAARGKELEFFESRALSILSIASMSG 
CCQVTVPIGDVRGIPISVSLMARCGGDLFLLDSLIKLNPKLQLEVDVRVQHIHNMF* 
 
>Selmo1_42040_gw1.81.189.1_TOCs 
VLVGIGIAGLLIFSRRQRKGVRAGNGAFIQYLELNPPPAPPPPRAPPPLAGLTFAVKDIFDIEGFITGFG 
NPDWLKTHGPATQTAFVVQLLVRAGAACIGKTHMDELAYSINGENKHYGTPINPASPNRVPGGSSSGSAV 
AVAAGLVDFALGTDTGGSVRVPAAFCGIIGFRPSHGTISTSGVIPMAQSFDTVGWFAKEPNVLRQVGYAL 
LQQPFMEPRQPQRVIMADDCFSLSSAPPERTKAVVARCFERVLGKKTMSNMDIGPYLLSKSPSLQAFCDE 
TASSPLVGLSKALSLIQRYCFLATASFIACHLRFEFKTNHEAWLSGVNPDLGPGILERVRAALKTTAEEI 
VLAMSVKAEVALQDDVLLVLPTTPGPPPKLNTKGKALDDYREKAFALLAIAGMSGCCQVSMPVGTFDDAP 
LAFSVMARQGGDRFLLDAVLALHVMVKEDLKNSALPLVNAKTNAAEAAKEKGNLAFKNKDYHKAVSHYSE 
AIRLDPLNSTYYNNRAVAHLSMCSFLQVEEDCSKAIDLDKKNVKAYLRRGTAREALGSYHEAHDARRCSC 
FHLLWFFLIDFRQALVLEPTNRTALDAVKRLKK 
 
 

ARFs 
 
>Co_c9703_c_s_1 
MGHADDRNFDAAGAAVLGGPGLLISPVGGARGRGLRAAGFVKVHKEGSIGRSLDLSKFRG 
YNELRTEINLLFGLHGDEVDNWMYVFVDNDGDRLLLGDDPWDNFVVCXAQHPRAAEPQQQ 
NACRPSIEKQNDGGNSLVALRASIAPLDGL- 
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>Sp_Contig219_1 
YRHLMPSAAGRSGGAGGGGSPSDRKRSSPSSSLASIVESSITNLRTEGCVRHPVSSVQLS 
SSSDAIADSLSPHPLPPHAGASFPKYAWPIPLSSACQTVTASFSPGGTRSMSPTNTRSEE 
SLMLALSCQSEERTDGSGQSRRDATSDRVSEKVNGSSQSMMLFGRVIESNPNTGVFKRLH 
VAVPRTDSWQDTAMSPASLVSPFSPSFPFQNCYTPSNSYELNGLMEKNLILDWNALKKGE 
GNHNWEEKERERKEKERLLVEKDKDIANLEGEINGGLNFSSAYVCKVFVENESVGRSVDL 
ARCHSHDELACHLASFFRMNPRDVIDRLVFHDANSEWLLASSIPYEKLMLTAKRAMILSS 
PLSHK- 
 
>AtARF12_At1G34310 
MESGNVVNAQPELSGIIDGSKSYVYEQLWKLCAGPLCDIPKLGEKVYYFPQGHIELVETSTREELNELQPICDLPSKLQC 
VIAIHLKVENNSDETYAEITLMPDTTQVVIPTQNENQFRPLVNSFTKVLTASDTSAHGGFFVPKKHAIECLPSLDMSQPL 
AQELLAIDLHGNQWRFNHNYRGTPQRHLLTTGWNAFTTSKKLVAGDVIVFVRGETGELRVGIRRARHQQGNIPSSIVSI
D 
MRHGVVASAKHAFDNQCMFTVVYKPRSSKFIVSYDKFLDAVNNKFNVGSRFTMRLEGDDFSERRCFGTIIGVSDFSPH
WK 
SEWRSLEVQWDEFTSFPGPKKVSPWDIEHLMPAINVPRSFLLKNKRLREVNEIGSSSSHLLPPILTQGQENEQLSVASPM 
ISLRYRDATEDAMNPSKLLMSYPVQPMPKLNYNNQMVTEMEENITTKTGTNFRLFGVTLDTPPVIKDPIEEIGSEISKLT 
GKKFGLSQTLRSPTEIQNKQFSSSRTCTKVQMQGVTIGRAVDLSVLNGYDQLILELEKLFDIKGQLQTRNQWEIAFTDSD 
DKMLVGDDPWPEFCNMVKKIFIQKRR* 
 
>AtARF22_At1G34390 
MESGNIVNAQPELSGIIDGSKSYMYEQLWKLCAGPLCDIPKLGEKIYYFPQGNIELVEASTREELNELKPICDLPSKLQC 
VIAIQLKVENNSDETYAEITLMPDTTQVVIPTQNENQFRPLVNSFTKVLTASDTSGGFFVPKKHAIECLPPLDMSQPLPT 
ELLATDLHGNQWRFNHNYRGTPQRHLLTTGWNAFTTSKKLVAGDVIVFVRGETGELRVGIRRAGHQQGNIPSSIISIES
M 
HGVIASAKHAFDNQCMFIVVYKPRSSQFIVSYDKFLDAVNNKFNVGSRFTMRFEGDDFSERRYFGTIIGVSDFSPHWKC
S 
WRNLEVQWDEFASFSRPNKVSPWEIEHLMPALNVPRPSLLKNKRLREVNEIGSSSSHLLPPILTQGQEIGQLSVASPMNI 
LTYRDTTEDVMNPSRLLMSYPVQPMPKLNYNNQMVTQIEENITTKTGTNFRLFGVSLVTPSVIKDPIEEIGSEISKLTEG 
KFGQSQTLRSPTEIQSKQFSSTRTCTKVQMQGVTIERAVDLSVLNGYDQLILELEELFDLKGQLQTRNQWEIAFTDSDDD 
MLVGDDPWPEFCNMVKKILIFKRGGQKLEVQ* 
 
>AtARF19_At1G19220 
MKAPSNGFLPSSNEGEKKPINSQLWHACAGPLVSLPPVGSLVVYFPQGHSEQVAASMQKQTDFIPNYPNLPSKLICLLHS 
TLHADTETDEVYAQMTLQPVNKYDREALLASDMGLKLNRQPTEFFCKTLTASDTSTHGGFSVPRRAAEKIFPPLDFSM
QP 
AQEIVAKDLHDTTWTFRHIYRGQPKRHLLTTGWSVFVSTKRLFAGDSVLFVRDEKSQLMLGIRRANRQTPTLSSSVISSD 
MHIGILAAAAHANANSSPFTIFFNPRASPSEFVVPLAKYNKALYAQVSLGMRFRMMFETEDCGVRRYMGTVTGISDLDP
V 
WKGSQWRNLQVGWDESTAGDRPSRVSIWEIEPVITPFYICPPPFFRPKYPRQPGMPDDELDMENAFKRAMPWMGEDFG
MK 
AQSSMFPGLSLVQWMSMQQNNPLSGSATPQLPSALSSFNLPNNFASNDPSKLLNFQSPNLSSANSQFNKPNTVNHISQQ
M 
AQPAMVKSQQQQQQQQQQHQHQQQQLQQQQQLQMSQQQVQQQGIYNNGTIAVANQVSCQSPNQPTGFSQSQLQQQ
SMLPT 
AKMTHQNINSMGNKGLSQMTSFAQEMQFQQQLEMHNSSQLLRNQQEQSSLHSLQQNLSQNPQQLQMQQQSSKPSPSQ
QLQ 
QLLQKLQQQQQQQSIPPVSSSLQPQLSALQQTQSHQLQQLLSSQNQQPLAHGNNSFPASTFMQPPQIQVSPQQQGQMSN
K 
LVAAGRSHSGHTDGEAPSCSTSPSANNTGHDNVSPTNFLSRNQQQGQAASVSASDSVFERASNPVQELYTKTESRISQG
M 
NMKSAGEHFRFKSAVTDQIDVSTAGTTYCPDVVGPVQQQQTFPLPSFGFDGDCQSHHPRNNLAFPGNLEAVTSDPLYS
QK 
FQNLVPNYGNTPRDIETELSSAAISSQSFGIPSIPFKPGCSNEVGGINDSGIMNGGGLWPNQTQRMRTYTKVQKRGSVGR 
IDVTRYSGYDELRHDLARMFGIEGQLEDPLTSDWKLVYTDHENDILLVGDDPWEEFVNCVQNIKILSSVEVQQMSLDG
DL 
AIPTTNQACSETDSGNAWKVHYEDTSAAASFNR* 
 
>AtARF5_At1G19850 
MMASLSCVEDKMKTSCLVNGGGTITTTTSQSTLLEEMKLLKDQSGTRKPVINSELWHACAGPLVCLPQVGSLVYYFSQ
GH 
EQVAVSTRRSATTQVPNYPNLPSQLMCQVHNVTLHADKDSDEIYAQMSLQPVHSERDVFPVPDFGMLRGSKHPTEFFC
KT 
TASDTSTHGGFSVPRRAAEKLFPPLDYSAQPPTQELVVRDLHENTWTFRHIYRGQPKRHLLTTGWSLFVGSKRLRAGDS
V 
FIRDEKSQLMVGVRRANRQQTALPSSVLSADSMHIGVLAAAAHATANRTPFLIFYNPRACPAEFVIPLAKYRKAICGSQL 
VGMRFGMMFETEDSGKRRYMGTIVGISDLDPLRWPGSKWRNLQVEWDEPGCNDKPTRVSPWDIETPESLFIFPSLTSGL
K 
QLHPSYFAGETEWGSLIKRPLIRVPDSANGIMPYASFPSMASEQLMKMMMRPHNNQNVPSFMSEMQQNIVMGNGGLL
GDM 
MQQPLMMNQKSEMVQPQNKLTVNPSASNTSGQEQNLSQSMSAPAKPENSTLSGCSSGRVQHGLEQSMEQASQVTTST
VCN 
EKVNQLLQKPGASSPVQADQCLDITHQIYQPQSDPINGFSFLETDELTSQVSSFQSLAGSYKQPFILSSQDSSAVVLPDS 
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NSPLFHDVWDTQLNGLKFDQFSPLMQQDLYASQNICMSNSTTSNILDPPLSNTVLDDFCAIKDTDFQNHPSGCLVGNNN
T 
FAQDVQSQITSASFADSQAFSRQDFPDNSGGTGTSSSNVDFDDCSLRQNSKGSSWQKIATPRVRTYTKVQKTGSVGRSI
D 
TSFKDYEELKSAIECMFGLEGLLTHPQSSGWKLVYVDYESDVLLVGDDPWEEFVGCVRCIRILSPTEVQQMSEEGMKLL
N 
AGINDLKTSVS* 
 
>AtARF6_At1G30330 
MRLSSAGFNPQPHEGEKRVLNSELWHACAGPLVSLPPVGSRVVYFPQGHSEQVAASTNKEVDAHIPNYPSLHPQLICQL
H 
VTMHADVETDEVYAQMTLQPLNAQEQKDPYLPAELGVPSRQPTNYFCKTLTASDTSTHGGFSVPRRAAEKVFPPLDYS
QQ 
PAQELMARDLHDNEWKFRHIFRGQPKRHLLTTGWSVFVSAKRLVAGDSVLFIWNDKNQLLLGIRRANRPQTVMPSSVL
SS 
SMHLGLLAAAAHAAATNSRFTIFYNPRASPSEFVIPLAKYVKAVYHTRVSVGMRFRMLFETEESSVRRYMGTITGICDL
D 
TRWANSHWRSVKVGWDESTAGERQPRVSLWEIEPLTTFPMYPSPFPLRLKRPWPPGLPSFHGLKEDDMGMSMSSPLM
WDR 
LQSLNFQGMGVNPWMQPRLDTSGLLGMQNDVYQAMAAAALQDMRGIDPAKAAASLLQFQNSPGFSMQSPSLVQPQ
MLQQQ 
SQQQQQLSQQQQQQQQLSQQQQQQLSQQQQQQLSQQQQQQLSQQQQQQAYLGVPETHQPQSQAQSQSNNHLSQQQQ
QVVD 
HNPSASSAAVVSAMSQFGSASQPNTSPLQSMTSLCHQQSFSDTNGGNNPISPLHTLLSNFSQDESSQLLHLTRTNSAMTS 
GWPSKRPAVDSSFQHSGAGNNNTQSVLEQLGQSHTSNVPPNAVSLPPFPGGRECSIEQEGSASDPHSHLLFGVNIDSSSL 
MPNGMSNLRSIGIEGGDSTTLPFTSSNFNNDFSGNLAMTTPSSCIDESGFLQSSENLGSENPQSNTFVKVYKSGSFGRSL 
ISKFSSYHELRSELARMFGLEGQLEDPVRSGWQLVFVDRENDVLLLGDDPWPEFVSSVWCIKILSPQEVQQMGKRGLEL
L 
SAPSSNNVDKLPSNGNCDDFGNRSDPRNLGNGIASVGGSFNY* 
 
>AtARF13_At1G34170 
MENNGEMNAQPELSVDITKTYMYEKLWNICAGPLCVLPKPGEKVYYFPQGHIELIENSTRDELDHIRPIFDLPSKLRCRV 
AIDRKVDKNTDEVYAQISLMPDTTEVMTHNTTMDTRRPIVYFFSKILTASDVSLSGGLIIPKQYAIECFPPLDMSQPIST 
NLVAKDLYGQEWSFKHVFRGTPQRHMFTSGGGWSVFATTKRLIVGDIFVLLRGENGELRFGIRRAKHQQGHIPSSVISA
N 
MQHGVIASVVNAFKTKCMFNVVYKPSSSQFVISYDKFVDAMNNNYIVGSRFRMQFEGKDFSEKRYDGTIIGVNDMSPH
WK 
SEWRSLKVQWDELSPFLRPNQVSPWDIEHLIPSSDISQSSLKKKKHWLQLNEIGATLSNLWTCQEIGQRSMNSPISVPEF 
YPNAIEDSKFLSGLLLNHSLLAIPNENYNSDQMIQPRKEDITTEATTSCLLFGVDLTKVSKSKDSICPIESCKKSEISKL 
NQKATTSCLKIKSLTKPNL* 
 
>AtARF21_At1G34410 
MESGNIVNAQPKLSGIIDGSKSYMYEQLWKLCAGPLCDIPKLGENVYYFPQGNIELVQASTREELNELQPICDLPSKLQC 
VIAIHLKVENNSDEIYAEITLMPDTTQVVIPTQSENRFRPLVNSFTKVLTASDTSAYGGFSVPKKHAIECLPPLDMSQPL 
AQEILAIDLHDNQWRFRHNYRGTPQRHSLTTGWNEFITSKKLVKGDVIVFVRGETGELRVGIRRARHQQGNIPSSIVSID 
MRHGVIASAKHAFDNQCIFIVVYKPRSSQFIVSYDKFLDAVNNKFNVGSRFTMRFEGDDFSERRYFGTIIGVSDFSPHWK 
SEWRSLEVQWDEFASFSRPNKVSPWEIEHLVPALNVPRSSLLKNKRLREVNEFGSSSSHLLPPILTQGQEIGQLSVASPM 
ISLRYRDTTEAAMNPSRLLMSYPVQPMPKLNYNNQMVTQIEENITTKAGTNFRLFGVTLDTPPMIKDPIKQIGSDISKLT 
RKKFGQSQTLRSPIEIQSKQFSSSRTCTKVQMQGVTIGRAVDLSVLNGYDQLILELEKLFDIKGQLQTRNQWKIAFTDSD 
YEMLVGDDPWPEFCKMVKKILIYSKEEVKNLKSSKSLSS* 
 
>AtARF20_At1G35240 
METGNVVNAQPELSGIIDGSKSYMYEQLWKLCAGPLCDIPKLGENVYYFPQGNIELVDASTREELNELQPICDLPSKLQC 
VIAIHLKVENNSDETYAEITLMPDTTQVVIPTQSENQFRPLVNSFTKVLTASDTSAYGGFFVPKKHAIECLPPLPLPAQE 
LAKDLHGNQWRFRHSYRGTPQRHSLTTGWNEFTTSKKLVKGDVIVFVRGETGELRVGIRRARHQQGNIPSSIVSIDCMR
H 
VIASAKHALDNQCIFIVVYKPSIRSSQFIVSYDKFLDAMNNKFIVGSRFTMRFEGDDFSERRYFGTIIGVNDFSPHWKCS 
WRSLEVQWDEFASFSRPNKVSPWEIEHLMSALNVPRSSLLKNKRLREVNEFGQEIGQLSVASPMNTSLRYRDTTEDAM
NP 
RLLMSYPVQPMPKLNYNNQMVTQIEENITTKAVTNFRLFGVSLAIPLVIKDPIEEIGSDISKLTEGKKFGQSQTLRSPIE 
QSKQFGSTRTCTKVQMQGVTIGRAVDLSVLNGYDQLILELEKLFDLKGQLQTRNQWKIAFTDSDGYEMLVGDDPWPE
FCK 
VKKILIYSKEEVKNLKSSKSLSS* 
 
>AtARF15_At1G35520 
METGNVVNAQPELSGIIDRSKSYMYEQLWKLCAGPLCDIPKLGEKVYYFPQGNIELVEASTREELNELQPICDLPSKLQC 
VIAIHLKVENNSDETYAKITLMPDTTVSENLQVVIPTQNENQFRPLVNSFTKVLTASDISANGVFSVPKKHAIECLPPLD 
SQPLPAQELLAIDLHGNQWSFRHSYRGTPQRHLLTTGWNEFTTSKKLVKGDVIVFVRGETGELRVGIRRARHQQGNIPS
S 
VSIDCMRHGVIASAKHAFDNQCMFIVVYKPRSSQFIVSYDKFLDAVNNKFNVGSRFTMRFEGDDLSERRYFGTIIGVSNF 
PHWKCSDWRSLEVQWDEFASFLRPNKVSPWEIEHLMPALNVPRSSFLKNKRLREVNEFGSSSSHLLPPILTQGQEIGQLS 
ASPMNISLLYRETTEDAMNPSRLLMSYPVQPMPKRNYNNQMVTQIEENITTKAGTNFRLFGVSLATPPVIKDPIEQIGSD 
SKLTEGKKFGQSQTLRSPTKIQSKQFSSTRTCTKVQMQGVTIGRAVDLSVLNGYDQLILELEKLFDLKGQLQTRNQWKII 
TGSDEDEMLVGDDPWPEFCNMVKRIYIQKRR* 
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>AtARF14_At1G35540 
MESGNVVNTQPELSGIIDGSKSYMYEQLWKLCAGPLCDIPKLGEKVYYFPQGHIELVEASTREELNELQPICDFPSKLQC 
VIAIQLKVENNSDETYAEITLMPDTTQVVIPTQNQNQFRPLVNSFTKVLTASDTSVHGGFSVPKKHAIECLPPLDMSQPL 
TQEILAIDLHGNQWRFRHIYRGTAQRHLLTIGWNAFTTSKKLVEGDVIVFVRGETGELRVGIRRAGHQQGNIPSSIVSIE 
MRHGIIASAKHAFDNQCMFIVVYKPRSSQFIVSYDKFLDVVNNKFNVGSRFTMRFEGDDFSERRSFGTIIGVSDFSPHWK 
SEWRSLEVQWDEFASFPRPNQVSPWDIEHLTPWSNVSRSSFLKNKRSREVNEIGSSSSHLLPPTLTQGQEIGQQSMATPM 
ISLRYRDITEDAMTPSRLLMSYPVQPMAKLNYNNVVTPIEENITTNAVASFRLFGVSLATPSVIKDPVEQIGLEISRLTQ 
KKFGQSQILRSPTEIQSKQFSSTRTCTKVQMQGVTIGRAVDLSVLNGYDQLILELEKLFDLKGQLQARNQWEIAFTNNEE 
KMLVGEDPWPEFCNMVKKIFIYSKEEVKNLKSRKSLSS* 
 
>AtARF1_At1G59750 
MAASNHSSGKPGGVLSDALCRELWHACAGPLVTLPREGERVYYFPEGHMEQLEASMHQGLEQQMPSFNLPSKILCKVI
NI 
RRAEPETDEVYAQITLLPELDQSEPTSPDAPVQEPEKCTVHSFCKTLTASDTSTHGGFSVLRRHADDCLPPLDMSQQPPW 
ELVATDLHNSEWHFRHIFRGQPRRHLLTTGWSVFVSSKKLVAGDAFIFLRGENEELRVGVRRHMRQQTNIPSSVISSHS
M 
IGVLATAAHAITTGTIFSVFYKPRTSRSEFIVSVNRYLEAKTQKLSVGMRFKMRFEGEEAPEKRFSGTIVGVQENKSSVW 
DSEWRSLKVQWDEPSSVFRPERVSPWELEPLVANSTPSSQPQPPQRNKRPRPPGLPSPATGPSGPVTPDGVWKSPADTPS 
VPLFSPPAKAATFGHGGNKSFGVSIGSAFWPTNADSAAESFASAFNNESTEKKQTNGNVCRLFGFELVENVNVDECFSA
A 
VSGAVAVDQPVPSNEFDSGQQSEPLNINQSDIPSGSGDPEKSSLRSPQESQSRQIRSCTKVHMQGSAVGRAIDLTRSECY 
DLFKKLEEMFDIKGELLESTKKWQVVYTDDEDDMMMVGDDPWNEFCGMVRKIFIYTPEEVKKLSPKNKLAVNARMQ
LKAD 
EENGNTEGRSSSMAGSR* 
 
>AtARF17_At1G77850 
MSPPSATAGDINHREVDPTIWRACAGASVQIPVLHSRVYYFPQGHVEHCCPLLSTLPSSTSPVPCIITSIQLLADPVTDE 
FAHLILQPMTQQQFTPTNYSRFGRFDGDVDDNNKVTTFAKILTPSDANNGGGFSVPRFCADSVFPLLNFQIDPPVQKLYV 
DIHGAVWDFRHIYRGTPRRHLLTTGWSKFVNSKKLIAGDSVVFMRKSADEMFIGVRRTPISSSDGGSSYYGGDEYNGY
YS 
SSVAKEDDGSPKKTFRRSGNGKLTAEAVTDAINRASQGLPFEVVFYPAAGWSEFVVRAEDVESSMSMYWTPGTRVKM
AME 
EDSSRITWFQGIVSSTYQETGPWRGSPWKQLQITWDEPEILQNVKRVNPWQVEIAAHATQLHTPFPPAKRLKYPQPGGG
F 
SGDDGEILYPQSGLSSAAAPDPSPSMFSYSTFPAGMQGARQYDFGSFNPTGFIGGNPPQLFTNNFLSPLPDLGKVSTEMM 
FGSPPSDNLSPNSNTTNLSSGNDLVGNRGPLSKKVNSIQLFGKIITVEEHSESGPAESGLCEEDGSKESSDNETQLSLSH 
PPSVPKHSNSNAGSSSQG* 
 
>AtARF10_At2G28350 
MEQEKSLDPQLWHACAGSMVQIPSLNSTVFYFAQGHTEHAHAPPDFHAPRVPPLILCRVVSVKFLADAETDEVFAKITL
L 
LPGNDLDLENDAVLGLTPPSSDGNGNGKEKPASFAKTLTQSDANNGGGFSVPRYCAETIFPRLDYSAEPPVQTVIAKDIH 
ETWKFRHIYRGTPRRHLLTTGWSTFVNQKKLIAGDSIVFLRSESGDLCVGIRRAKRGGLGSNAGSDNPYPGFSGFLRDD
E 
TTTTSKLMMMKRNGNNDGNAAATGRVRVEAVAEAVARAACGQAFEVVYYPRASTPEFCVKAADVRSAMRIRWCSG
MRFKM 
FETEDSSRISWFMGTVSAVQVADPIRWPNSPWRLLQVAWDEPDLLQNVKRVSPWLVELVSNMPTIHLSPFSPRKKIRIPQ 
FEFPFHGTKFPIFSPGFANNGGGESMCYLSNDNNNAPAGIQGARQAQQLFGSPSPSLLSDLNLSSYTGNNKLHSPAMFLS 
FNPRHHHYQARDSENSNNISCSLTMGNPAMVQDKKKSVGSVKTHQFVLFGQPILTEQQVMNRKRFLEEEAEAEEEKGL
VA 
GLTWNYSLQGLETGHCKVFMESEDVGRTLDLSVIGSYQELYRKLAEMFHIEERSDLLTHVVYRDANGVIKRIGDEPFSD
F 
KATKRLTIKMDIGGDNVRKTWITGIRTGENGIDASTKTGPLSIFA* 
 
>AtARF3_At2G33860 
MGGLIDLNVMETEEDETQTQTPSSASGSVSPTSSSSASVSVVSSNSAGGGVCLELWHACAGPLISLPKRGSLVLYFPQGH 
EQAPDFSAAIYGLPPHVFCRILDVKLHAETTTDEVYAQVSLLPESEDIERKVREGIIDVDGGEEDYEVLKRSNTPHMFCK 
LTASDTSTHGGFSVPRRAAEDCFPPLDYSQPRPSQELLARDLHGLEWRFRHIYRGQPRRHLLTTGWSAFVNKKKLVSGD
A 
LFLRGDDGKLRLGVRRASQIEGTAALSAQYNQNMNHNNFSEVAHAISTHSVFSISYNPKASWSNFIIPAPKFLKVVDYPF 
IGMRFKARVESEDASERRSPGIISGISDLDPIRWPGSKWRCLLVRWDDIVANGHQQRVSPWEIEPSGSISNSGSFVTTGP 
RSRIGFSSGKPDIPVSEGIRATDFEESLRFQRVLQGQEIFPGFINTCSDGGAGARRGRFKGTEFGDSYGFHKVLQGQETV 
AYSITDHRQQHGLSQRNIWCGPFQNFSTRILPPSVSSSPSSVLLTNSNSPNGRLEDHHGGSGRCRLFGFPLTDETTAVAS 
TAVPCVEGNSMKGASAVQSNHHHSQGRDIYAMRDMLLDIAL* 
 
>AtARF11_At2G46530 
MANVEADFRTSGSNDDELYTELWKACAGPLVEVPRYGERVFYFPQGHMEQLVASTNQGVVDQEIPVFNLPPKILCRVL
SV 
LKAEHETDEVYAQITLQPEEDQSEPTSLDPPLVEPAKPTVDSFVKILTASDTSTHGGFSVLRKHATECLPSLDMTQPTPT 
ELVARDLHGYEWRFKHIFRGQPRRHLLTTGWSTFVTSKRLVAGDAFVFLRGETGDLRVGVRRLAKQQSTMPASVISSQ
SM 
LGVLATASHAVTTTTIFVVFYKPRISQFIISVNKYMMAMKNGFSLGMRYRMRFEGEESPERIFTGTIIGSGDLSSQWPAS 
WRSLQIQWDEPSSIQRPNKVSPWEIEPFSPSALTPTPTQQQSKSKRSRPISEITGSPVASSFLSSFSQSHESNPSVKLLF 
DPATERNSNKSVFSSGLQCKITEAPVTSSCRLFGFDLTSKPASATIPHDKQLISVDSNISDSTTKCQDPNSSNSPKEQKQ 
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TSTRSRIKVQMQGTAVGRAVDLTLLRSYDELIKELEKMFEIEGELSPKDKWAIVFTDDEGDRMLVGDDPWNEFCKMAK
KL 
IYPSDEVKKMRSKSLLGDKGTIVNLESDQRTVHV* 
 
>AtARF18_At3G61830 
MASVEGDDDFGSSSSRSYQDQLYTELWKVCAGPLVEVPRAQERVFYFPQGHMEQLVASTNQGINSEEIPVFDLPPKILC
R 
LDVTLKAEHETDEVYAQITLQPEEDQSEPTSLDPPIVGPTKQEFHSFVKILTASDTSTHGGFSVLRKHATECLPSLDMTQ 
TPTQELVTRDLHGFEWRFKHIFRGQPRRHLLTTGWSTFVSSKRLVAGDAFVFLRGENGDLRVGVRRLARHQSTMPTSVI
S 
QSMHLGVLATASHAVRTTTIFVVFYKPRISQFIVGVNKYMEAIKHGFSLGTRFRMRFEGEESPERIFTGTIVGSGDLSSQ 
PASKWRSLQVQWDEPTTVQRPDKVSPWEIEPFLATSPISTPAQQPQSKCKRSRPIEPSVKTPAPPSFLYSLPQSQDSINA 
LKLFQDPSLERISGGYSSNNSFKPETPPPPTNCSYRLFGFDLTSNSPAPIPQDKQPMDTCGAAKCQEPITPTSMSEQKKQ 
TSRSRTKVQMQGIAVGRAVDLTLLKSYDELIDELEEMFEIQGQLLARDKWIVVFTDDEGDMMLAGDDPWNEFCKMAK
KIF 
YSSDEVKKMTTKLKISSSLENEEYGNESFENRSRG* 
 
>AtARF9_At4G23980 
MANRGGEYLYDELWKLCAGPLVDVPQAQERVYYFPQGHMEQLEASTQQVDLNTMKPLFVLPPKILCNVMNVSLQAE
KDTD 
VYAQITLIPVGTEVDEPMSPDPSPPELQRPKVHSFSKVLTASDTSTHGGFSVLRKHATECLPPLDMTQQTPTQELVAEDV 
GYQWKFKHIFRGQPRRHLLTTGWSTFVTSKRLVAGDTFVFLRGENGELRVGVRRANLQQSSMPSSVISSHSMHLGVLA
TA 
HATQTKTMFIVYYKPRTSQFIISLNKYLEAMSNKFSVGMRFKMRFEGEDSPERRYSGTVIGVKDCSPHWKDSKWRCLE
VH 
DEPASISRPNKVSPWEIEPFVNSENVPKSVMLKNKRPRQVSEVSALDVGITASNLWSSVLTQPHEFAQSCITSQWSSPQQ 
HRDANEDAKKSDWLNNSYSVSNVAKDSTLNDQMVSPVEQKKPETTANYRLFGIDLMSSSLAVPEEKTAPMRPINISKP
TM 
SHSDPKSEISKVSEEKKQEPAEGSPKEVQSKQSSSTRSRTKVQMQGVPVGRAVDLNALKGYNELIDDIEKLFDIKGELRS 
NQWEIVFTDDEGDMMLVGDDPWPEFCNMVKRIFIWSKEEVKKMTPGNQLRMLLREVETTLTTTSKTDNHSN* 
 
>AtARF16_At4G30080 
MINVMNPMKGGTEKGLDPQLWHACAGGMVRMPPMNSKVFYFPQGHAENAYDCVDFGNLPIPPMVLCRVLAIKYMA
DAESD 
VFAKLRLIPLKDDEYVDHEYGDGEDSNGFESNSEKTPSFAKTLTQSDANNGGGFSVPRYCAETIFPRLDYNAEPPVQTIL 
KDVHGDVWKFRHIYRGTPRRHLLTTGWSNFVNQKKLVAGDSIVFMRAENGDLCVGIRRAKRGGIGNGPEYSAGWNPI
GGS 
GYSSLLREDESNSLRRSNCSLADRKGKVTAESVIEAATLAISGRPFEVVYYPRASTSEFCVKALDARAAMRIPWCSGMR
F 
MAFETEDSSRISWFMGTVSAVNVSDPIRWPNSPWRLLQVAWDEPDLLQNVKRVNPWLVELVSNVHPIPLTSFSPPRKK
MR 
PQHPDYNNLINSIPVPSFPSNPLIRSSPLSSVLDNVPVGLQGARHNAHQYYGLSSSDLHHYYLNRPPPPPPPSSLQLSPS 
GLRNIDTKNEKGFCFLTMGTTPCNDTKSKKSHIVLFGKLILPEEQLSEKGSTDTANIEKTQISSGGSNQNGVAGREFSSS 
EGSPCSKKVHDASGLETGHCKVFMESDDVGRTLDLSVLGSYEELSRKLSDMFGIKKSEMLSSVLYRDASGAIKYAGNE
PF 
EFLKTARRLTILTEQGSESVVV* 
 
>AtARF7_At5G20730 
MKAPSSNGVSPNPVEGERRNINSELWHACAGPLISLPPAGSLVVYFPQGHSEQVAASMQKQTDFIPSYPNLPSKLICMLH 
VTLNADPETDEVYAQMTLQPVNKYDRDALLASDMGLKLNRQPNEFFCKTLTASDTSTHGGFSVPRRAAEKIFPALDFS
MQ 
PCQELVAKDIHDNTWTFRHIYRGQPKRHLLTTGWSVFVSTKRLFAGDSVLFIRDGKAQLLLGIRRANRQQPALSSSVISS 
SMHIGVLAAAAHANANNSPFTIFYNPRWAAPAEFVVPLAKYTKAMYAQVSLGMRFRMIFETEECGVRRYMGTVTGIS
DLD 
VRWKNSQWRNLQIGWDESAAGDRPSRVSVWDIEPVLTPFYICPPPFFRPRFSGQPGMPDDETDMESALKRAMPWLDNS
LE 
KDPSSTIFPGLSLVQWMNMQQQNGQLPSAAAQPGFFPSMLSPTAALHNNLGGTDDPSKLLSFQTPHGGISSSNLQFNKQ
N 
QAPMSQLPQPPTTLSQQQQLQQLLHSSLNHQQQQSQSQQQQQQQQLLQQQQQLQSQQHSNNNQSQSQQQQQLLQQQ
QQQQ 
QQQHQQPLQQQTQQQQLRTQPLQSHSHPQPQQLQQHKLQQLQVPQNQLYNGQQAAQQHQSQQASTHHLQPQLVSGS
MASS 
ITPPSSSLNQSFQQQQQQSKQLQQAHHHLGASTSQSSVIETSKSSSNLMSAPPQETQFSRQVEQQQPPGLNGQNQQTLLQ 
KAHQAQAQQIFQQSLLEQPHIQFQLLQRLQQQQQQQFLSPQSQLPHHQLQSQQLQQLPTLSQGHQFPSSCTNNGLSTLQ
P 
QMLVSRPQEKQNPPVGGGVKAYSGITDGGDAPSSSTSPSTNNCQISSSGFLNRSQSGPAILIPDAAIDMSGNLVQDLYSK 
DMRLKQELVGQQKSKASLTDHQLEASASGTSYGLDGGENNRQQNFLAPTFGLDGDSRNSLLGGANVDNGFVPDTLLS
RGY 
SQKDLQNMLSNYGGVTNDIGTEMSTSAVRTQSFGVPNVPAISNDLAVNDAGVLGGGLWPAQTQRMRTYTKVQKRGS
VGRS 
DVNRYRGYDELRHDLARMFGIEGQLEDPQTSDWKLVYVDHENDILLVGDDPWEEFVNCVQSIKILSSAEVQQMSLDG
NFA 
VPVTNQACSGGDSGNAWRGHYDDNSATSFNR* 
 
>AtARF8_At5G37020 
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MKLSTSGLGQQGHEGEKCLNSELWHACAGPLVSLPSSGSRVVYFPQGHSEQVAATTNKEVDGHIPNYPSLPPQLICQLH
N 
TMHADVETDEVYAQMTLQPLTPEEQKETFVPIELGIPSKQPSNYFCKTLTASDTSTHGGFSVPRRAAEKVFPPLDYTLQP 
AQELIARDLHDVEWKFRHIFRGQPKRHLLTTGWSVFVSAKRLVAGDSVIFIRNEKNQLFLGIRHATRPQTIVPSSVLSSD 
MHIGLLAAAAHASATNSCFTVFFHPRASQSEFVIQLSKYIKAVFHTRISVGMRFRMLFETEESSVRRYMGTITGISDLDS 
RWPNSHWRSVKVGWDESTAGERQPRVSLWEIEPLTTFPMYPSLFPLRLKRPWHAGTSSLPDGRGDLGSGLTWLRGGG
GEQ 
GLLPLNYPSVGLFPWMQQRLDLSQMGTDNNQQYQAMLAAGLQNIGGGDPLRQQFVQLQEPHHQYLQQSASHNSDLM
LQQQ 
QQQASRHLMHAQTQIMSENLPQQNMRQEVSNQPAGQQQQLQQPDQNAYLNAFKMQNGHLQQWQQQSEMPSPSFMK
SDFTD 
SNKFATTASPASGDGNLLNFSITGQSVLPEQLTTEGWSPKASNTFSEPLSLPQAYPGKSLALEPGNPQNPSLFGVDPDSG 
FLPSTVPRFASSSGDAEASPMSLTDSGFQNSLYSCMQDTTHELLHGAGQINSSNQTKNFVKVYKSGSVGRSLDISRFSSY 
ELREELGKMFAIEGLLEDPLRSGWQLVFVDKENDILLLGDDPWESFVNNVWYIKILSPEDVHQMGDHGEGSGGLFPQN
PT 
L* 
 
>AtARF4_At5G60450 
MEFDLNTEIAEVEEEENDDVGVGVGGGTRIDKGRLGISPSSSSSCSSGSSSSSSSTGSASSIYSELWHACAGPLTCLPKK 
NVVVYFPQGHLEQDAMVSYSSPLEIPKFDLNPQIVCRVVNVQLLANKDTDEVYTQVTLLPLQEFSMLNGEGKEVKELG
GE 
ERNGSSSVKRTPHMFCKTLTASDTSTHGGFSVPRRAAEDCFAPLDYKQQRPSQELIAKDLHGVEWKFRHIYRGQPRRHL
L 
TGWSIFVSQKNLVSGDAVLFLRDEGGELRLGIRRAARPRNGLPDSIIEKNSCSNILSLVANAVSTKSMFHVFYSPRATHA 
FVIPYEKYITSIRSPVCIGTRFRMRFEMDDSPERRCAGVVTGVCDLDPYRWPNSKWRCLLVRWDESFVSDHQERVSPWE
I 
PSVSLPHLSIQSSPRPKRPWAGLLDTTPPGNPITKRGGFLDFEESVRPSKVLQGQENIGSASPSQGFDVMNRRILDFAMQ 
HANPVLVSSRVKDRFGEFVDATGVNPACSGVMDLDRFPRVLQGQEICSLKSFPQFAGFSPAAAPNPFAYQANKSSYYPL
A 
HGIRSTHVPYQNPYNAGNQSSGPPSRAINFGEETRKFDAQNEGGLPNNVTADLPFKIDMMGKQKGSELNMNASSGCKL
FG 
SLPVETPASKPQSSSKRICTKVHKQGSQVGRAIDLSRLNGYDDLLMELERLFNMEGLLRDPEKGWRILYTDSENDMMV
VG 
DPWHDFCNVVWKIHLYTKEEVENANDDNKSCLEQAALMMEASKSSSVSQPDSSPTITRV* 
 
>AtARF2_At5G62000 
MASSEVSMKGNRGGDNFSSSGFSDPKETRNVSVAGEGQKSNSTRSAAAERALDPEAALYRELWHACAGPLVTVPRQD
DRV 
YFPQGHIEQVEASTNQAAEQQMPLYDLPSKLLCRVINVDLKAEADTDEVYAQITLLPEANQDENAIEKEAPLPPPPRFQV 
SFCKTLTASDTSTHGGFSVLRRHADECLPPLDMSRQPPTQELVAKDLHANEWRFRHIFRGQPRRHLLQSGWSVFVSSKR
L 
AGDAFIFLRGENGELRVGVRRAMRQQGNVPSSVISSHSMHLGVLATAWHAISTGTMFTVYYKPRTSPSEFIVPFDQYME
S 
KNNYSIGMRFKMRFEGEEAPEQRFTGTIVGIEESDPTRWPKSKWRSLKVRWDETSSIPRPDRVSPWKVEPALAPPALSPV 
MPRPKRPRSNIAPSSPDSSMLTREGTTKANMDPLPASGLSRVLQGQEYSTLRTKHTESVECDAPENSVVWQSSADDDKV
D 
VSGSRRYGSENWMSSARHEPTYTDLLSGFGTNIDPSHGQRIPFYDHSSSPSMPAKRILSDSEGKFDYLANQWQMIHSGLS 
KLHESPKVPAATDASLQGRCNVKYSEYPVLNGLSTENAGGNWPIRPRALNYYEEVVNAQAQAQAREQVTKQPFTIQEE
TA 
SREGNCRLFGIPLTNNMNGTDSTMSQRNNLNDAAGLTQIASPKVQDLSDQSKGSKSTNDHREQGRPFQTNNPHPKDAQ
TK 
NSSRSCTKVHKQGIALGRSVDLSKFQNYEELVAELDRLFEFNGELMAPKKDWLIVYTDEENDMMLVGDDPWQEFCCM
VRK 
FIYTKEEVRKMNPGTLSCRSEEEAVVGEGSDAKDAKSASNPSLSSAGNS* 
 
>Pp_127416 
LAVERRSLNSELWHACAGPLVSLPPVGSRVVYFPQGHTEQVVAASTQKEADAHIPNYPNLPSRLVCLLDN 
VTLHADLETDEVYAQMTLIPVLPANEKEALISPDIGMRSRQPTEYFCKTLTASDTSTHGGFSIPRRAAEK 
VFPPLDYTQTPPAQELKARDLHDQEWHFRHIYRGQPRRHLLTTGWSVFVSAKRLQAGDAVLFIRDDKGQL 
QLGIRRQNRQQTVMPSSVLSSDSMHIGVLAAANHAAATSSRFTIFYNPRQSPSEFVIPVAKYQKAICSLQ 
VSVGMRFRMVFETEESSVRRYMGTITGMGDLDPIRWPNSHWRSLKVGWDESTAGERQRRVSLWEIEPLTT 
PFLLCPPPVAFRTKRPRGGRDSTSKKSSFWSGDEDTGVLGGLNFRNLSMDSWMRPQQPGLPTQQNEYYRA 
LAAAALQEFRTPDCSKHPTSRSQPSISPQMQFRSQPQMQSGHHGVQHVSEACGPLLQLSSSRPQSPLEVG 
MNMPQCSGYSEEDIQMASSPSASGSYPLHSMLGRTHLGCETGQVGLMMRPTQNAQQSQSGPILHGGKTSP 
YFFFRTIPISLRINCANVLQVSSSWYPSNRDPNQHDVSARMNQLDTSPTSRVSGSFSLSQQSEGNGQSGL 
TGMPVPASSFMFRESGQEQDSVQSDRHLLFGVSIEQQPLGASNPVASIHSQSYPKNKDVHNRFSGNNMLQ 
GSYCSSTMPDISTMNGVGLDENGMCQRGAPWATMSPAPVRTFTKVHKLGSVGRSIDVQKFQNYSELRAEL 
ARLFNLDNLLDDPQRTGWQLVFVDNENDTLLVGDDPWEEFVNYVRSIKILSPNEIQQMRQEQLEILNTVP 
MQQRPTCSNSEDARTQTSPPNTSTLSLEHGHSGPG* 
 
>Pp_136986 
GERRSLNSELWHACAGPLVSLPPVGSRVVYFPQGHIEQVAASTQKDADAHIPNYPSLPSKIICLLDNVTL 
HADPETDEVYAQMILLPIQISEKEALLSPDLEVVNKQPTEYFCKTLTASDTSTHGGFSIPRRAAEKVFPP 
LDFTRVPPAQELVARDLHDQEWHFRHIYRGQPRRHLLTTGWSVFVSAKRLQAGDSVLFIRDDKGNLLLGI 
RRANRQQTVMPSSVLSSDSMHFGVLAAASHAAATSSRFKIFYNPRQSPSEFVIPLTKYHKALYNTQFTVG 
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MRFRMVFETEESSVRRYVGTITGLGDLDPIRWPKSHWRSLKVGWDESTAGERQHRVSLWEIEPLTTPFLL 
CPPPLALRSKRPRGMPGKGVQL* 
 
>Pp_168019 
MKWTPVSNDNFYVKEGWTVIRGQSFVSFIPFSSLAQQESPGSAWTVWLKLISNMEMEVLLEVSALRLQVE 
RRSPTSELWHACAGPLVSLPPIGSRVVYFPQGHTEQVAASTQREAETHIPNYPSLPSRLVCLLDNVTLHV 
SDRYSMSLIDVVIQADLETDEVYAQMTLIPVPPANEKEALMSPDIGIRSRQPTDYFCKTLTASDTSTHGG 
FSIPRRAAEKVFPPLDYSQTPPAQELKARDLHDQEWHFRHIYRGQPRRHLLTTGWSVFVSAKRLQAGDAV 
LFIRDDKGQLQLGIRRQNRQQTVMPSSVLSSDSMHIGVLAAANHAAATSSRFTIFYNPRQSPSEFVIPVA 
KYQKAICNLQVSVGMRFRMVFETEESSVRRYMGTITGMGDLDPIRWPNSHWRSLKVGWDESTAGERQRRV 
SLWEIEPLTTPFLLCPPPLTFRAKRPWGGRVDEEMDSMLKKASFWSGDSGSHMDALGALNLRNFGMSSWM 
RTPQQRVEPGLPAQQNEYYRAFAAAALQEIRCSDASKHAMSHAQPSLSTSQIEFRSQSPQSNQHTAQHIP 
NTAGPVLQLSSSRPESPLDVGMNMAQCSGYSESDTHMTSSAYTPGSYPLHSMLGRTHLGCENGQMTYMMR 
PTQSAQQSQPESIIHGGSVREPQFSSSWYPSNRDTSEHDVSARMNQLDTSPTSRVSSCFPFPQESQVNGQ 
SGLTGLPVPTSSFVYRENGQEQDSVQSDRHLLFGVSIEQPLVGSNSVTSLQPHAFAKSKDPQSRFSGNTV 
LQGSYYPSGNADIPTMNGVGLDENGIFMRNASWSAMAPTSRTFTKVHKLGSVGRSIDVQKFQNYSELRVE 
LARLFNLEGLLDDPQRSGWQLVFVDNENDTLLVGDDPWEEFVNCVRSIKILSPNEILQMSQEQLEILNSV 
PMQQRPTCSNSEDARTQTSPVLACGLLLKHVIRENEIEKLLLKLACPILFCKATPLSQVLIAADSVARRS 
FGLAANLKRSLHESWAMVISLKPGVHIGSLPKYYVWESYSISELVHRVVDLHPFWSVAERLSGTRSSDYE 
TVVPMSTGLVKLTVQIAPGACAQSVVVQELAAPKRHTQYLTAGLLFQTQRVVV* 
 
>Pp_50215 
RRSLNSELWHACAGSLVSLPPVGSRVVYFPQGHIEQVAASTQKEADVPIPNYPSLPSRLFCLLDNVSLHA 
DHETDEVYAQMTLLPIQNSEKEALLAPDSVIPNKQPSEYFCKTLTASDTSTHGGFSIPRRAAEKVFPPLD 
FTKSPPAQELVARDLHDQDWHFRHIYRGQPRRHLLTTGWSVFVSIKRLQAGDSVLFIRDDKDHLLLGIRR 
ANRQQSVMPSSVLSSDSMHFGVLAAASHAAATSSRFKIFYNPRQSPSEFVIPLAKYQKALYNTQVTLGMR 
FRMAFETEESNVRKYMGTITCIGDLDPARWPKSDWRSLKVGWDESIAGDRQLRVSLWEIEPTPTPFLLCP 
PPVALRSKRPQEDALEMLMKKSHMWPHGSDPSVSLKVGGLRLDPLWMRLPQPRLGPMVSSPQSGYYRALA 
AAALQEIRSVDPPTQLLPQSASSSQLFFGQPQSQSQPQQLMQHINDIPGPLLQLTTSQTQTVDLANPVGP 
SSSYRESDMHMTSPTTMSNSLALQGMMRRASTSATLSFSEGNQITSLMRKSHNGLQPYGTVQGASTSWFS 
NQSDSQALISSQQSRVEASSGGVPESYALPQNNESSLHQGLGHQLPFGFRSNDQDSDQLQADRSHLLFGM 
SIDQPLGGSSVVSPQSYRKSKDDTGNNMLVVYGITFFIYRTCFQVHKLGSVGRSLDVRNFSNYTELRQEL 
ARRFQLDCLMEDPSSSGWQIVFVDNEDDTLLLGDDPWEEFAKFVKTIKILSPSEVAQM 
 
>Sm_117217 
MLAELGVYQSSKPQCFTPGVKRGPNPELWHACAGPLVSLPSVGTRVVYFPQGHSEQVAASTQKEADADIP 
SYPNLPPHLVCQLHNITLHADTETDEVYAQMTLQPMNAQEKDSFMVSDLGRQNRQPSEYFCKTLTASDTS 
THGGFSIPRRAAEKVFPPLDFSQQPPAQEIVARDLHDTEWRFRHIYRGQPRRHLLTTGWSVFVSAKRLQT 
GDAVLFIRDEKGQLLLGIRRANRQQASMPLSLLSTDSMYIGILAAAAHANSTSSRFTIFYNPRASPSEFV 
IPLSKYYNAVYNNMQVSPGMRFRMQFETEESGIRRHTGTIVGSGDLDPVRWPNSHWRSLKVEWDEPAAGE 
KQQRISLWEIEPASTPYLVCSPSFTFRSKRPWSQALGPNPIASKPRDTRGF* 
 
>Sm_1_181406 
MNCLLAGEKKAMNTALWLECAGPLVTLPTVGSHVVYFPQGHSEQVVASTTQKDGVEAEIPNYPSLPAHLI 
CHLHNITLHADPDTDEVYAQMTLQPVQNDKEPFLTPDLGIQPKQQTLSFCKTLTASDTSTHGGFSIPRRA 
AEKVFPPLDFTKQPPAQELVAKDLHNQQWTFRHIYRGQPRRHLLTTGWSVFVSAKRLQAGDTVLFIRDEN 
NHLLLGIRRANRQQANVPSSLLSSDSMLIGVLAAAAHAATTNSRFTIFYNPRASFSEFVVPFCRFSKATY 
HPRVTVGMRFRMELETEDSSTRRYMGTITGIGDLDSVRWPNSLWRTLKVGWDESTAGQRQRRVSLWEIEP 
LTAPYFPCTSSLFLRKRTRLDGMLSFCAGELDELDAIRSQVWARAEDGKMDIRALNAAGLSLEHWLRFQH 
KPEAAIATASQPDYYRAMAAQALQEFRSVDSAKQQHQQQQQQQQQQQFVTPVIHMPPQQQPQQQQIQYRS 
QLPQQQVLQSHPPQQPIFQPQQLQQQQQQLHHQQQQQQSSHHQQQQQHHHHHQQHRQQQQQQQQQQQQQQ 
QQQLQLQQQQQQQQQQQSYQLQVPASLQQTVPLASRLTPGFSEDSGASFGSMPANNMSLQSLLNRSNPDA 
LLQESQYSSQPVAAALKQNQLPLQQQQQQQIPAPGLLSQEPQLSDVQSDLRSNSHLLFGVNIDSPLMLSS 
AAAAVAQGFAPADKAKDVSFSMIGSPSGSDMHMSGGTAVALDDSPTSWQQQQHQQQQQQQQQQQVQPSPM 
RTFTKVVYKTGSVGRSIDVTRLKNYEELRRDIARMFNLEGQLLMDSCRSSWQLVFVDYEGDVLLVGDDPW 
EEFVGCVRFIKILSPSEVQQLNRENLESIAAVPNQRQTSSSSDDCANPTNNFAQDPRLSYHHRPDFC* 
 
>Sm_424114 
MNTEMEGGDKKAINQALWLECAGPLITLPAIGSQVVYFPQGHSEQVIASTHKEADFEVPSYPNLPPQLFC 
ILHNITLHADQENDEVFAQMTLQPFSQTALLKDPFLLPDFGIQTKQTIVSFSKTLTASDTSTHGGFSIPR 
RAAEKVFPPLDFTKTPPAQELVARDLHNNEWHFRHIYRGQPRRHLLTTGWSVFVSAKRLQAGDTVLFLRD 
EQGQHMLGIRRANRQQTNLPTSLLSSDSMLIGVLAAAAHAASTNSRFTIFYNPRASPSEFVIPLAKYQKA 
LHPPQLTVGMRFRMEMETEDSSTRRYMGTITGIGDLDPVRWPNSHWRSLKVGWDESTAGQKQRRVSAWEI 
EPLTVPFLLCNSSFLLRSKRPRGTEEELQMKAPSIWARGEEGKFSMQNMNFPGLSGMDHWLQLQQKAGGS 
AALHPPRNADH* 
 
>Sm_437944 
MLSSSQTYGQLGTMMHRPTPQRPQPNHGNTNALDSEVWHACAGPLVCLPRVGDRVVYFPQGHIEQVAAST 
NQSADMQMPHYNLPSQIYCRLLNLTLGADRETDEVFAQMTLVPENEQGDQSIDTEDELSPCPKRKLSMFC 
KNLTSSDTSTHGGFSVPRRAAEECLPPLDYQQSPPAQELVAKDLHGVEWKFRHIYRGQPRRHLLTTGWSV 
FVSQKKLVAGDAVLFLRGDNGELRIGVRRAVRQQNSVTSSSLLSSHSMHLGVLAAAAHAVSTKTMFTIFY 
NPRASPAEFVVPYHKYVKAFTHNLSVGMRFKMRFETEESSERRYMGTITGVGDIDSDRWINSKWRCLQVG 
WDEQTANERQERVSPWEIEPFIAPNVANPPTTQRVKKFRPNTPANEFPTGKNNSDSAQAMHMRALQGSHA 
LGMPSKEEEGLRGSSPFAVWPYNRDDLKGESWIQLRTADAPVMDMFGNIIAPAGRHMDSSNVEMHQQLRH 
CLQQLRDQKSCHFDASNSQVQLSPRLSSFSPYQQGDAADLHLSTPRPTNHGVVRDSSWLSPLGPTQTDAQ 
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AYVAADTTLSMQFSKSEMTTERMHIDSNPDHEPREHSCKIFGFSLIEKSPPAASRNPEEARLNPSRGGEQ 
MTRCSGRAGPSAGNGSLEHERCASRPASAWSLRTCTKVHLQGAAVGRAVDLSKFSCYSELLLELQQLFGL 
DNALDDPDSGWQVVYTDNEGDMLLVGDDPWQEFCNMVRNIRILSPAEVEKLTQGALGKSAVVEEEPSTRD 
ASKLSDHQDSSSPPAISTKGAASDL* 
 
>Pt_179307 
EDALYKELWHACAGPLVTVPRQGELVYYFPQGHIEQVEASTNQVADDQQMPAYNLPPKILCRVVNVQLKAELDTDEV
FAQ 
ILLPVAEQDVDLVEKEDLPPPPARPRVHSFCKMLTASDTSTHGGFSVLRRHADECLPPLDMSLQPPAQELVAKDLHGNE
W 
FRHIFRGQPRRHLLQSGWSLFVSAKKLVAGDAFIFLRGETEELRVGVRRALSQPSNVPSSVMSSHSMHIGILATVWHAV
S 
GSMFTVYYKPRTSPAEFIIPIDKYRESVKINYAIGMRFKMKFEAEEAPEQRFSGTVIGVEEADPKKWPRSKWRCLKVRW
D 
TSPVHRPDRVSPWKIERALAPSLDPVPGCQSKRHRSNMATSSADSSAPTKKG 
 
>Pt_179921 
DDLYTELWKACAGPLVDVPKRGERVFYFPQGHMEQLEASTNQELNQRVPLFNLPSKILCRVIHTQLLAEQDTDEVYAQ
IT 
IPESDQIEPTSPDSSSSEPPRPTVHSFCKVLTASDTSTHGGFSVLRKHATECLPPLDMTQPTPTQELVAKDLHGYEWRFK 
IFRGQPRRHLLTTGWSTFVTSKRLVAGDSFVFLRGENGELRVGVRRVACQQSSMPSSVISSQSMHLGVLATASHAVSTL
T 
FVVYYKPRTSQFIISLNKYLEAVSNKFVVGMRFKMRFEGEDSPDRRFSGTIVGVEDFSPHWNDSKWRSLKVQWDEPAPI
P 
PDRVSPWEIEPCVASVPTNLSQPVTQKNKRPRPPFEIPALGYSTPLSSKSKNDAILDPSDKGRKSEVPTSYRLFGIDLVN 
SSSSTPIEVPAQLMSICSVSKEQKPEQLQKSPKEIQSKQSSTSTRSRTKVQMQGIAVGRAVDLTMLKGYSQLIDELEQLF 
IKGQLHPRDKWEIVYTDDEGDMMLVGDDPWPEFCNMVRRIYICSSQDVKRM 
 
>Pt_198791 
EKKCLNSELWHACAGPLVSLPTAGSRVVYFPQGHSEQVAATTNKEVDAHIPNYPSLPPQLICQLHNVTMHADVETDEV
YA 
MTLQPLTPQEQKETFLPMDLGMPSKQPTNYFCKTLTASDTSTHGGFSVPRRAAEKVFPPLDFTQQPPAQELIARDLHDV
E 
KFRHIFRGQPKRHLLTTGWSVFVSAKRLVAGDSVLFIWNEKNQLLLGIRRATRPQTVMPSSVLSSDSMHIGLLAAAAHA
A 
TNSCFTVFYNPRASPSEFVIPLSKYVKAVFHTRISVGMRFRMLFETEESSVRRYMGTITGISDLDPVRWPNSHWRSVKVG 
DESTAGERQPRVSLWEIEPLTTFPMYPSLFPLRLKRPWHPGSPSLLDEASNGLMWLRGGSGEPGLPSLNFQANMLPWM
QQ 
LDPTMLGNDHNQRYQAMLAAGMQNLGSGDPLRQQFMQLQQPFQYLQQSSGHNPLLQLQQQQQQQAIQQSIPHNILQA
QNQ 
STESLPRHLLQQQLNNQPGDQAHQHQHIYHDGLQIQTDQLQRQQSNLPSPSFSKTEYMDSSSKFSATNTPMQNMLGSLC
S 
GSVNLLDFSRAGQSTLTEQLPQQSWVPKYAHQEVNAFANSISLPRTYPEKDPSMEAENCSSDAQNPTLFGANIDSSGLLL 
TTVPRYSTSSIDADVSSMPLGDSGFQNSLYGCVQDSSELLSNAGQMDPPTPSGTFVKVYKSGSVGRSLDISRFSSYHELR 
ELAQMFGIEGKLENPHRSGWQLVFVDRENDVLLLGDDPWELFVNNVWYIKILSPEDVLKLGEQGVEP 
 
>Pt_205407 
DKKCLNSELWHACAGPLVSLPHVGSRVVYFPQGHSEQVAASTNKEVDAHIPNYPSLPPQLICQLHNVTMHADVETDEV
YA 
MTLQPLSQDDQKDAYLLPAELGTASKQPTNYFCKTLTASDTSTHGGFSVPRRAAEKVFPTLDYSQTPPAQELIARDLHD
N 
WKFRHIFRGQPKRHLLTTGWSVFVSAKRLVAGDSVLFIWNEKNQLLLGIRRANRPQTFMPSSVLSSDSMHIGLLAAAAH
A 
ATNSRFTIFYNPRASPSEFVIPLVKYIKAVYHTRVSVGMRFRMLFETEESSVRRYMGTITGISDLDPVRWPNSHWRSVKV 
WDESTAGERQPRVSLWEIEPLTTFPMYPSAFPMRLKRPWPSGLPSFHG 
 
>Pt_243681 
LYTELWYACAGPLVYVPRVGDKVFYFPQGHLEQVAAFLNEDSKTAMPIYDLPYKILCKVVHVQLKAEAKTDEVFAHIT
LL 
VAEGDELSSNKDGESLLLHRKTRVLSFTKKLTPSDTSTQGGFSVPKRHAEESLPPLDKSQQPPAQELLAKDLHGSEWRF
R 
IYRGQPKRHLLTGGWSTFISSKRVVAGDSFIFLRGESGELRVGVRRAMKLENNLSANVVTAHSMQLGILSSASHAISTGS 
FTIFFHPWTSPAEFIIPFDQYMKSAEIEYSIGTRFIMQFEGEECTEQR 
 
>Pt_245007 
DDLYSELWKACAGPLVDVPKAGERVFYFPQGHMEQLEASTNQELNQQIPRFNLPPKILCRVVNIQLLAEQDTDEVYAQI
T 
HPEVDQTRPTSPDPCPPEPAKQTVHSFCKILTASDTSTHGGFSVLRKHATECLPPLDMSQATPTQELAARDLHGYEWRF
K 
IFRGQPRRHLLTTGWSTFVTSKRLVAGDSFVFLRXGDNGELRVGLRRVARQQCSIPSSVISSQSMHLGVLATASHAVLT
H 
LFVVYYKPRTNQYIIGLNKYLEAVKNGFSVGMRFKMRFEGEDTPERRFTGTIVGVGDISPEWSGSIWRSLKIQWDEPATI 
RPERVSPWDIEPFAAPASPNLTQQVVKSKRPRSVDIPTSEITTNPAASAFWYHGPTQSRELVQRGSITEVQSSESHVWSM 
QKEIDSNLNNNGCRLFGIDLTSNSGIAAVPEKEPAYPIVDYNGTQGLVPASSEAEKAQTMDVSMSSKEQKQQGSTTSTR
T 
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TKKVQMQGVAVGRALDLTVLKGYKDLINELEKMFETGGELSTREKWAVVFTDNEGDMMLVGDDPWPEFCKMVKKI
FIYSS 
EVKKMSTRCKLPASSFEGEGTVVSMESEHKS 
 
>Zm_GRMZM2G005284_P01 
MSPEACELTLAPRMPASQAGAGAGAEPETKGSVHPQLWYACAGPTCTVPPVGTAVYYFPQGHAEHAGAAADANLHA
PPFV 
CRVAGVRFMAELDTDEIFVKIRLDPLRSGEPLTDVGEAQVVNDEAGQRQPTRPVISSAKTLTKSDSYSGGSLSVRRTCAE 
IFPKLDKSIKRPQQLVSARDVHGVEWTFRHVYRGTPERNLLTTGWSDFVNSKKIVIGDSVVFLREEDGTIHIGLRRAERA 
RRNAYGRQLVRGNASGTGAAADGVLRAEDVVAAAVTLAAAGNPFEVVHYPRATAPAFCVRVATVIEALQVSWCPGL
RFKM 
FEAKDLSRISWFMGTVAGVGPADPARWPLSPWRFLQVTWDEPELVRNMNRLSPWQVELVATMPNLPHFAAPPTPTPP
RKK 
RMPTYKEYQSQGRQLFDPVFPLNNPLPLPHPHHHPAPTHDWNCHGFVHCSSFPFPDSIAPAAAAGIQGARHANFAQFLF
S 
HLLSNLRRSLVLGGIRQYPGDHHAAPAPRIPIPTDDVKTGSETPRSPSHATKKRDGVKPPGIRLFGQEILTEEQMKGSHD 
KATNNTSGRSGAPEFGLEPGQ 
 
>Zm_GRMZM2G006042_P01  
MVAAAAAAGGGADAGCGGGGGGGGKDALFVELWKACAGPLSSVPLLGEKVYYFPQGHIEQVEASTNHLAEHQGTPL
YNLP 
KIPCKLMNMELKAEPDTDEVYAQLTLLPDKKQDENTSARVENEEAEEEVVPHVPPATSEGLRIHSFCKTLTASDTSTHG
G 
SVLRRHADECLPPLDMSQHPPNQELVAKDLHGVEWRFRHIFRGQPRRHLLQSGWSVFVSAKRLVAGDAFIFLRGENGE
LR 
GVRRALRHQTTIPSSVISSHSMHLGVLATAWHAVNTGSMFTVYYKPRTSPAEFVVSRARYCESLKRNYSIGMRFRMRFE
G 
EAAEQRFTGTIVGICVSDPSGWADSKWRSLKVRWDEASSVPRPERVSPWQIEPAVSPSPVNPLPVRFKRSRSSVNASPSD 
STVNREVASKVMVESQQNNLPRALHNQGRTQLTGRYRDSTDVKTAQDLTMWSSGTEQQRNNIAAQTKRCLEGWTQS
RTPE 
YNQLFSAFQPLKDAHNPLRPFPNKISGTRSSTWVTADARYPAQQANHNMLHGTLSFMPHSSGFRMIQQNNLVTPEAAN
FT 
KSAFTSLQGHVTDQCSTGWFGSIESNSHTDHASSSLIRSQPLVIGNDVQKTKGTSFKLFGIPLGSPEKSEPLVSPPSVAY 
GKLQTSPTDNNEPCSEATQNIQNKVQSSSTRSCKKVHKQGSALGRSIDLTKFACYDELIAELDQMFDFDGELKSPCRNW
L 
VYTDNEGDMMLVGDDPWNEFCDMVHKIFIYTREEVERMNPGALNARLEDCLSDSLGRGLASKEPRSGPSTSAVDSEN
RAN 
SSQ 
 
>Zm_GRMZM2G014864_P01  
MTLLPVTSYGKEALQLSELALKQPRPQTEFFCKTLTASDTSTHGGFSVPRRAAEKIFPPLDFSMQPPAQEIQARDLHDNV 
TFRHIYRGQPKRHLLTTGWSLFVSGKRLLAGDSVIFVRDEKQQLLLGTRRANRQPTNISSSVLSSDSMHIGILAAAAHAA 
NNSPFTIFYNPRASPTEFVVPFAKYQKALYGNQISLGMRFRMMFETEELGTRRYMGTITGISDLDPVRWKNSQWRNIQV
G 
DESAAGERRNRVSIWEIEPVAAPFFICPPPFFGSKRPRQLDDESSEMENLLKRAMPWLGEEICIKDPQTQNTIMPGLSLV 
WMNMNMQQNSFANSAMQSEYLRSLSNPNMQNLGVADLSRQLNLQNQILQQNSIQFSSPKLPQQMQLANELSKASLPL
NQI 
VGTKPQEQTQDPNNLQRQQQSMNQLLPLSQSQTNLVQAQVLIQNQMQQQKQPTSMAQNQQPAASQSLILPQQQQQQQ
QHQ 
QKLVHQQQQILLQQQQLQQQQQLQQQQQNQQQLNKMAAQMPNLASHQPQLSDQQLQLQLLQKLQQQQQSLLSQPA
VTLAQ 
PLIQEQQKLIIDMQQQLSNSQPLSQQQTMPQQSIQVPSRATPPPTTTVQQESQQKLPQKHVGFTDTSHTTIPPTTSVNTI 
VVGSPLMATGATHSVVTDEIPSCSTSPSTANGNHIVQPVLGRNQLCSMINYEKVPQSTPMSIPSSLEAVTATPRSIKELP 
LNSNVKQSVMASKLPNAGHVAQNLTNNAPPTDYPETASSATSVWLSQADGLLHHSFPMSNFNQQQQMFKAAAPETDI
QGA 
PSNNTLFGINGDGQLGFPMGADDFLSNGIDASKYQGHISTDIDGNYRISKDGQQEISSSMVSQSFGASDMAFNSIDSGMN 
GGFVNRTSWPPAPPLKRMRTFTKVYKRGAVGRSIDISQFSGYDELKHALARMFSMEGQLEERQRIGWKLVYKDHEDDI
LL 
GDDPWEEFVNCVKCIRILSPQEVQQISLDGDLGNNILPNQACSSSDGGNAWRARCDQNSGNPSTGSYDQFE 
 
>Zm_GRMZM2G017187_P02 
MAAAMDAPNPGAAAGPGMPSDALYQELWHACAGPLVTVPRQGERVYYFPQGHMEQLEASAHHQQLDQYLPMFDLP
PKILC 
VVNVELRAEADSDEVYAQIMLQPEADQNELTSLDAEPQEREKCTAHSFCKTLTASDTSTHGGFSVLRRHAEECLPQLD
MS 
NPPCQELVAKDLHGTEWHFRHIFRGQPKRHLLTTGWSVFVSSKRLVSGDAFIFMRGENGELRVGVRRLMRQVNSMPSS
VI 
SHSMHLGVLATASHAISTGTLFSVFYKPRTSRSDFIVSVNKYLEAKKQKISVGMRFKMRFEGDDAPERRFSGTIIGIGSL 
AMSKSLWADSDWRSLKVQWDEPSSILRPDRISPWEVEPLDAANPQSPQPPLRAKRPRPPASPCMVSELPSGFGLWKSPIE 
SCTLSFSEPQRARELFPSIPTSTLSSSSNVSFNSKNEPSMLTSQFYWSARHTRADSCAASTNTVVIEKKQEPSSGGCRLF 
INICSAEEEVLPEVTAPGVGYEQTAASVELNSDKLSQPSDVNNSDALAASSERSPLESQSRQVRSCTKVIMQGMAVGRA
V 
LTKLSGYSDLCQKLEEMFDIQGELGSTLKKWRVIFTDDEDDMMLVGDDPWE 
 
>Sm_405821 

146



MVRASFRGLEFLSRSRLANSAMGRAAKVLRQLQAGRRIHADLFSSDLLVSTGSVRYMGTI 
TGIGDIDPARWPGSKWRFPKCSWFSFWIAKPQKRGATISSSWGAPGNANDSDRECTLFGF 
WLKAKTALASTAKDDVHKDLESLARTGTSSSKQDVHQMGRALDLRKFRGYRELLEELQHL 
FGIDKNLNGSEWQAVYVDNEGDMLLVGDDPWGVFTFQGVLHDGAMHSAAEIQKLTVQARN 
SSTEEPSSRLSDQQDSSSPRRPTGCLGVGVATLPLCPLIGAPGASLSLPASCLQRAKRSV 
RGDQKIVLKLSTFEDTRFAIATQKGASDTTNNSNK- 
 
>Sm_431298 
MTWLIMRGTSRQAGDRASLQLQLSPVKGSRAPFFCMFSTSDGVGSTTLDSIFFVSKFLEN 
PTFPDFVHTFNVGPTRVRTRLKGASNKSIPASSQTLRWDAQQRFCASSRPAEESTRTSSR 
PTCWFPPVVSDIWELLLELAISIRLDGLALNGASQSVPGFPSGLPSPRNEGLPSHRKVDM 
HQQQLRLCIQQFREKKIPPQFGNRSSFSNQQHEVAQSTCRQQTKLHMFPRSNRLPELGSP 
SFGQHRQRRRPQGSRVGSFRLQEVFYWPELEPAAASRTCTKVHKHGAVGRALDLPKFRGY 
RELLEELQHLFGIDENLNVASRGVLHDGAMHSAAEIQKLTVRARNSSTEEPSSRLSDQQD 
SSSPPASSDE- 
 
>Sm_431277 
MFWNLQTLNLFYFSKVHKHNAVGRALDLSKFRGYTQLLEEPQHLFGIDENLNESEWQAMY 
VDNEGDMLFVGEGVGRFAAFASLHPRKRLKIATQKGASETSKVQNNGPRNSQSEGKLTDV 
DNAV- 
 
>Sm_446535 
MNTEMEGGDKKAINQALWLECAGPLITLPAIGSQVVYFPQGHSEQVIASTHKEADFEVPS 
YPNLPPQLFCILHNITLHADQENDEVFAQMTLQPFSQTALLKDPFLLPDFGIQTKQTIVS 
FSKTLTASDTSTHGGFSIPRRAAEKVFPPLDFTKTPPAQELVARDLHNNEWHFRHIYRGQ 
PRRHLLTTGWSVFVSAKRLQAGDTVLFLRDEQGQHMLGIRRANRQQTNLPTSLLSSDSML 
IGVLAAAAHAASTNSRFTIFYNPRASPSEFVIPLAKYQKALHPPQLTVGMRFRMEMETED 
SSTRRYMGTITGIGDLDPVRWPNSHWRSLKVGWDESTAGQKQRRVSAWEIEPLTVPFLLC 
NSSFLLRSKRPRGTEEELQMKAPSIWARGEEGKFSMQNMNFPGLSGMDHWLQLQQKAGGS 
AAVTPPPPVIQPGYYSSILQEMRTIDATPKQLMQSPQAFQPMQFNQSIPPLLQQQQQQAQ 
QMMHLPPNVPEAASMHAPYIPAALKTPPDQEVNRNSNSYPPLIIEDGVSYTSMLQGSAPA 
SLPKQQHHQQQAGMLTCSSLDHQTNWMPSLREGDASIPVDASLLPPSSSQQALDQDNDPR 
SHVLFGVNIDGQVPPSYAPPPFSKPKDFSGAQPDIALLHAAEENGVPQPSWPQQVYPPPV 
RTFTKVHKVGSVGRSLDITRFKNYHELRNELTRMFGLEHDHKSGWQLVFIDNENDMLLLG 
DDPWDEFIGCVKSIRILSSSEILQMNQEHMEWLNSIPLHQQQKQASSSSDDHRPCGDVPA 
ITTATPTAATTTTATTATTTAQAGNVPRAMSSYNSDPSCVSDGI- 
 
>Sm_422125 
MEGVKRGPNPELWHACAGPLVSLPSVGTRVVYFPQGHSEQVAASTQKEADADIPSYPNLP 
PHLVCQLHNITLHADTETDEVYAQMTLQPMNAQEKDSFMVSDLGRQNRQPSEYFCKTLTA 
SDTSTHGGFSIPRRAAEKVFPPLDFSQQPPAQEIVARDLHDTEWRFRHIYRGQPRRHLLT 
TGWSVFVSAKRLQTGDAVLFIRDEKGQLLLGIRRANRQQASMPLSLLSTDSMYIGILAAA 
AHANSTSSRFTIFYNPRASPSEFVIPLSKYYNAVYNNMQVSPGMRFRMQFETEESGIRRH 
TGTIVGSGDLDPVRWPNSHWRSLKVEWDEPAAGEKQQRISLWEIEPASTPYLVCSPSFTF 
RSKRPWSQALGPNPIAREVEAVDAGKWIKSEGLEKNLSWNMYSEQLMQLHQRPDSAASGA 
RSDFFRPDDCSRVQDATHSQTPKGLPMQQIHMKGQQQQHTQLLSALPQQQQAHEYNCHQH 
QQQQQQQQQVVQLSQQSSESALHLSSGPQSLKQRGDSSDIALSSYGRSYQSSMLEQQYAR 
NIGGEQEAIQIKDTHGWYVGEKDFPTEQPLQFGHLDGYSGSGAVFSINDIEQGVTAGLTF 
KDAQQQQEQDTLPLDSRSHLLFGVSIEPECITPSSQGPKSKDGQQRVLSSTASDLHLSSD 
NGTLEEPAYLQRSSSAQHMLPRTFTKVYKTGSVGRSLDLTRLNCYDGLRSELARMFGLEG 
QLEDPHRSGWQLVFVDNENDVLLVGDDPWEEFVSCVRCIKIMSPAELSHMNQEQLNAIQA 
RTNEEFTEQDANPGVEVEEF- 
 
>Sm_61688 
KKGLDSQLWHACAGGMVQLPPVGAKVIYFPQGHGEQAAAIPDFPRSGGTILCRVISVDFL 
ADAETDEVYAKMKLQPEVAPAPLFGTRMGDDEELVSSPTVVEKPASFAKTLTQSDANNGG 
GFSVPRYCAETIFPRLDYSIDPPVQTVLAKDVHGEIWKFRHIYRGTPRRHLLTTGWSTFV 
NQKKLVAGDAIVFLRSASGELCVGVRRSMRGPGNGDSGISWHSSPGQSGYSELLSGNGSG 
TSGASFARNRARVTSKSVLEAASLAAAGQAFEVVYYPRASTAEFCVRASVVKASLEHSWY 
PGMRFKMAFETEDSSRISWFMGTISAVQPADPIRWPSSPWRILQVSWDEPDLLQGVNRVS 
PWQVELVSTLPMQLPPFSLPRKKIRPLDLQFGESQGGFMGLPMAALANNVLGQMNPWQSL 
SEEVPAGMQGARQERFYGLTLSDPPHHLRLHRSPGRNELQRFFSLGSRLIRTTIRKSSSC 
SSNRTRVSGNVTNNTTDMTHKLFTNVTSTSLRLCQGESPDSGVTNESGSSKWMKEHSGAD 
PDDDGVIHCKIFFEKEEVGRTLDLSLFGNYEELYDRLASMFTMDKSKLSGRVVYRDLEGS 
TIYIGGEPYGNFVKSVRRLTIL 
 
>Sm_51695 
GGEEKHLDQQLWQACAGSMVQLPTVGSKIIYFPQGHAEQAASSPDFPRALGPAGTVPCRV 
LSVKFLADKETDEVFASLRLHPESGSDEDNDRAAALSPSPEKPASFAKTLTQSDANNGGG 
FSVPRYCAETIFPRLDYSVDPPVQTVLAKDVHGEVWKFRHIYRGTPRRHLLTTGWSTFVN 
HKKLVAGDAIVFLRSNSGELCVGVRRSMRGGGSGNADALLWHSASSRSSSRWELRPPMDT 
GLSDGTLMGENGSSRSAGGGGGNGGGSFTRNRAKVTAKSVLDAATLAASGKAFEVVYYPR 
ASTAEFCVRAQTVRAALSHGWYAGMRFKMAFETEDSSRISWFMGTISAVQAADPILWPSS 
PWRVLQVAWDEPDLLQGVSRVSPWQVELVSTLPMQLPPFSLPRKKFRQTPAPEGQSFSGL 
PTTTFANGVLGQANPWHGLSDDVPAGMQGARHERLYGLTFSECQPTRIHSGLLENRYQAQ 
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DIPVAATLGYGATDLRLGNVFPQGGSGGGEQRTLVTTVLCNGSQNDSGVSCTESSCNKQG 
TFLLFGKKIETARVQEQQNSAGSSSEATVLSWEKKDRLEGSSSDEESSQCRVFMESGDVK 
RTLDLSSFGSYDELYKQLATVFCVDMAKISGRVVYKDSEGSTIHTGGEPYANFVKSVRRL 
TILAD 
 
>Pp_218828 
MTLIPVPPANEKEALMSPDIGIRSRQPTDYFCKTLTASDTSTHGGFSIPRRAAEKVFPPL 
DYSQTPPAQELKARDLHDQEWHFRHIYRGQPRRHLLTTGWSVFVSAKRLQAGDAVLFIRD 
DKGQLQLGIRRQNRQQTVMPSSVLSSDSMHIGVLAAANHAAATSSRFTIFYNPRQSPSEF 
VIPVAKYQKAICNLQVSVGMRFRMVFETEESSVRRYMGTITGMGDLDPIRWPNSHWRSLK 
VGWDESTAGERQRRVSLWEIEPLTTPFLLCPPPLTFRAKRPWGGRVDEEMDSMLKKASFW 
SGDSGSHMDALGALNLRNFGMSSWMRTPQQRVEPGLPAQQNEYYRAFAAAALQEIRCSDA 
SKHAMSHAQPSLSTSQIEFRSQSPQSNQHTAQHIPNTAGPVLQLSSSRPESPLDVGMNMA 
QCSGYSESDTHMTSSAYTPGSYPLHSMLGRTHLGCENGQMTYMMRPTQSAQQSQPESIIH 
GGSVREPQFSSSWYPSNRDTSEHDVSARMNQLDTSPTSRVSSCFPFPQESQVNGQSGLTG 
LPVPTSSFVYRENGQEQDSVQSDRHLLFGVSIEQPLVGSNSVTSLQPHAFAKSKDPQSRF 
SGNTVLQGSYYPSGNADIPTMNGVGLDENGIFMRNASWSAMAPTSRTFTKVHKLGSVGRS 
IDVQKFQNYSELRVELARLFNLEGLLDDPQRSGWQLVFVDNENDTLLVGDDPWEEFVNCV 
RSIKILSPNEILQMSQEQLEILNSVPMQQRPTCSNSEDARTQTSPVNTSNLSMEHGHSGG 
R- 
 
>Pp_167026 
MTTDVVKKKKKKTRGRKGGRERREREERRGERWILELHVRVSKGFDISVASASYSGRFDL 
RDLWLGRVRVYEGADLEESDRIVATKLQLLPAVSIAWPVTLGRKRDGALNEALVDMLVLS 
KRRRQNPATRIFSYACVPGERRSLNSELWHACAGPLVSLPPVGSRVVYFPQGHIEQVAAS 
TQKDADAHIPNYPSLPSKIICLLDNVTLHADPETDEVYAQMILLPIQISEKEALLSPDLE 
VVNKQPTEYFCKTLTASDTSTHGGFSIPRRAAEKVFPPLDFTRVPPAQELVARDLHDQEW 
HFRHIYRGETTTFLVHNYAYVIPPRGIFHRYNFAIKEWRGKCFLLVLAIVNQSHPFSSRL 
CDRQPRRHLLTTGWSVFVSAKRLQAGDSVLFIRDDKGNLLLGIRRANRQQTVMPSSVLSS 
DSMHFGVLAAASHAAATSSRFKIFYNPRQSPSEFVIPLTKYHKALYNTQFTVGMRFRMVF 
ETEESSVRRYVGTITGLGDLDPIRWPKSHWRSLKVGWDESTAGERQHRVSLWEIEPLTTP 
FLLCPPPLALRSKRPRGMPGEDDLEMLMKKSHMWPNDSDPLGLQKFGGLAMNTSWMRLPQ 
QNVGSMVPSSQNEQYRALAAAALQEIRTADSSKQLLAQSPLLSQLHFRQHQSHPQPQQLM 
QHINDVPGPQLQMSTCQTQTTDLGNPARSSSYRESDVQLGPPATTSNSFSYQEMMGRAPS 
SNPLTSNGGHQLTSMMRTSQNGLQPCGTMQEFIQVLAIAIVVHAELVRGFSVTMILLSHV 
FLFLWKYSAECLFQLHGSTPWFPNQPDSQSLILSQHTRVEAPSGGVPGSFALPQNNESAL 
QGKNVLLSAYGPPATPDSMGNGMMSGEVLDENGLFQRNTGWPPASSQRTFTKVHKLGSVG 
RSLDVRIFNTYAELRKELAKMFHLDCLMEDPPTSGWQIVFVDNENDTLLLGDDPWEDFLN 
CVRSIKILSPSEVTQISQDQLKMLETVPVQHLQPQRLISSDSGEVYPQSSLPDPSSGL- 
 
>Pp_188433 
MPSIFDVPSFCILKLSRRKCAKIKSLIHPVGEKRINSELWHACAGPLVSLPPVGSQVVYF 
PQGHSEQVAVSTQKEADIHIPNYPNLRPHLICTLENVTLHADLETDDVYAQMVLIPTQDP 
EKETMLLPDVVVQNKQPTEYFCKTLTASDTSTHGGFSIPRRAAEKVFPTLDYTQQPPAQE 
LVARDLHDQDWHFRHIYRGQPRRHLLTTGWSIFISAKRLQAGDAVLFIRDDKGQLLLGIR 
RANRLQTIMPSSVLSSDSMHIGILAAASHAAQTSSRFTIFYNPRQSPSEFVIPSAKYQKA 
VYSTQITVGMRFRMMFETEESTVRRYMGTVTGIGDLDPVRWPNSHWRSLKVGWDESTAGE 
RQRRVSLWEIEPLTTPFLICPPPIVLRSKRARGIHGEDEDLETLMKKSPMWPSLGFGTDS 
PWMGILPQRPGHGVTSSLNEYNRTLAVAASQEFREPSKQVVTESMSNPQNLYRQQQLQTQ 
QHSHRNPQSIAQINDVPGPLLQLSTSQASIDLGSSVRPISSYSDSEIYVSSPSPRPFSTQ 
AMMSRIPGNVPVSSADGNQFPSLMRTNQNGLPLYGSVTGNHQVSSSWLPTLQNQSQAEPQ 
SASPRFHRAEASIGGGVPGLYGPIQHGEAGDAGILPNEALDENIMLQRNVGWPAVATAPP 
VRSFTKVHKLGSVGRSLDINKFSNYVELRKELAHMFHLECLMEDSQQSSWKIVFVDNEND 
TLLLGDEPWEEFVSCVRSIKILSPAEVAQMNQHVLAAVSGQHLRPSNSNSEDTPSSQAGV 
GVVDH- 
 
>Pp_165321 
MYSHASMRGSGYGPPAMDQGERRINSELWHACAGPLVSLPPVGSQVVYFPQGHSEQVAVS 
TQKEADTHIPNYPNLRPHLVCTLDNITLHADLETDEVYAQMVLIPSQDPDKETMLLPDAV 
VQNKQPTEYFCKTLTASDTSTHGGFSIPRRAAEKVFPTLDYNQQPPAQELVARDLHDQDW 
HFRHIYRGQPRRHLLTTGWSVFVSAKRLQAGDAVLFIRDDKGQLLLGIRRANRLQTMMPS 
SVLSSDSMHIGILAAASHAAQTSSRFTIFYNPRQSPSEFVIPLAKYQKAVYSTQVTVGMR 
FRMVFETEESTVRRYMGTVTGIGDLDPVRWPNSHWRSLKVGWDESTAGERQRRVSLWEIE 
PLTTPFLSCPPPLASRSKRARGIHGEDEDLEALMKKSQLWPNSCDTLGPLSFGMEQPWMR 
MSQQRAGNEYYRTFAAATALQEFRDPSKQVVTDSMPNSQILYRQPQPQLQNQHNQQLMPQ 
MNDVPGPLLQLSTTQASMDLGSSVRPSSSYSDSEIHLPSPSSRSFSIQGMMGRTLGNVPT 
NSGDGNQFPSLMRPNQTGLSPCGLIAGNHQVSPSWFPTLQNPSQAESQSTASPRLHRVEV 
PNGGGVPGSYGFTQHGEPDVQPSLEHLPTYGFRSNGAESDQLQTDRSHLLFGVPIDQPLG 
TSSGLPSPNFGKAKDLSGNTMLPGSFCSPATPGDSGIMPSERIDDNVMLPRGVGWPTVQP 
APPVRSFTKVHKLGSVGRSLDINKFSNYAELRKELAHMFHLECLMEDPQQSDWLIVYVDN 
ENDTLLLGDGPWEAFVSCVRSIKILSPVEVAQMSQEMPAAVLGQQLRPSNSNSEDAPNSQ 
AGGGALDH- 
 
>Pp_170581 
MDSGVPNLVATVSPLPALIFDVVALLTITESASSLLVEVVVKYVYFSDASRDDPRAPPPH 
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ANFNGFLASQSQRREGHPIDEDLKEVKETRQWYGSQRADDDVTEGFQNNVHYPGISMESL 
MRMQQIQQHQQQQQNSEAAVMSPVVPHLNMQQRVEAAAALQDLRGNVAFQQPQLQQHMKY 
GIQQQQQSISQMQKQGTKPDVCSLGDSNYQPHSPLSLPPPPYIRTPPLHSEADVHNGSPT 
SSSSGPYPNLPNLTAPPRSSQQCSAPIQLLEPESDSSYSSLMHISQSNLLAQSKAKSVQN 
GPLQTQQSLQSSLSGMSTQQLRGHSPQSGMAQQVDGVSGLHSTGHDLEVEISRQQAGQAV 
PNSGLQASGSHGVSTCTQGSLQNGNVHHQNGHGSPGLRQSGMQNGVAFQHNGHALSANGL 
HIGVQNTSIQQPGGHLLPNQLPQLGGASLPPQGRHSMPSSLHHQQGVNSAQNGMPNGSHN 
GMVHQQAVHSAPNGLPNASYSGMMHQQGGHRIQDGMLHSTGHISSMGPQNPGQNSAVIHQ 
SVQGCSSGMQQQQQMVYPSLHRDIQQTPNNWYPSIRDSTTMSETQPSVSTSRLQTKVEAV 
AYSMNSPIHSFANQLGSQRGLPTALPQVNQVQNGYRDIMLDQDLKQEVCGSPSNMVGKVL 
PAHTDLQGRRFLQGNNFSAPSSSGGDINLSSTVMNGAFDDPRLLQRAFLCPQPKITRSYI 
KVYKLGSITRAVDVNRFKDYTELRCELARMFNLDGQLDPTVGWQLVFTDNEDDLLLVGDD 
PWDEFVRNVRGIRILTPAEVYFYTNEEKCTAAAYNSTGGSAPKPM- 
 
>Pp_171888 
MWVVVAEYGCGSVLRRFPRVLERFSDQEFASVLSVGVQLELGILGDLAVLPFSQFKTVCS 
LSLRGLSRSLAVQEVRSSSFRIPGIYHVLRVAFKGRGHGYQYGRRSNFFTATLTIGRKKT 
SYKYGQWRTKSCCYSESSTKTESRYDYTVEPAHTTWVGGKRRREGFPIDEDVKGVKSSRQ 
VYGLQNAVDDSNEGFQNNVHFSGLSVKNLMRMQQQQQQLTSDAAAMAPVVTHLNMQQRVE 
AAAALQDLRGNITFQQPQLQQPMKYGVQQQQQPLPQMQQQVMKLDTSSLGDPNCQPPQSP 
LPVPPPPYIRTPPLHSEADVHNGSPTSSSSGPYPNLPNMSGPPRTSQQCNAPIQLPELES 
DSSYSSLMHPSQSNILPHSKAKNVQNGLLQTQQSLQSSPSGMSAQQLRGHSPQSRMAQQA 
DRSSTMHPTGHGLEGEMPRQPADLAVLNPGLQAPGSLDVSTSNQGSLQNGNLHNQNGHGS 
PGLPQNGMLNSVAFHHGGRSLPACGLQNGTRNGNIQQPGGQVFSSRGDPARAGATILHQK 
GGLSMPSSAHLQQGVQSVQNAMSNVGHNGMMHQQGGLRMQDGIVIPAGHMSSVGPQKRGH 
SGAIIHQPVQGFSSSMQQQQQTGFPPLLRDMQVMQQVPNSWYPSIRDTTTISETQPSVST 
SRLQHSKVEPVAYSVNSPMYSCVTELGSQRGISTAMSQINQVQNGYRDVLPDQDLRQQVC 
GSSSNMMGKVLPVQTDPQGRKFLQGNNFSATSSSGGDMSSNSTMINGAFDDPTLLQRAFT 
GPQPKITRSYIKVYKLGSITRAVDVNRFKDYTELRCELARMFNLDGQLDPKVGWQLVFTD 
NEDDLLLVGDDPWEEFVRNVRGIRILTPAEVYYYTNEDKCTAAAYNPAGGSAPKPM- 
 
>Pp_77324 
MEDDLQPTLVTNHGYALNVLRPPDNHQWSCSGLLDPAIRQASRGRLFHWLDLGVLCQVQE 
CLLVCGVVVGVGLSARGCSDMNFKLVKEEAYAIDIELQVKSQVGSCDGRGMKWAMLQRRI 
TVNDAARDVAEGVCWWFLEPKIAASLVIVIHVHVQSNISEHFLWWMYGGPLSVAIDWNES 
VMYEKVVIVSTGGSSVVGCVEAVSGLDRSFPLVRRICKRIMFCQWEPIRTFTALIGSSSL 
YTMREIMDIEFLMVCFADRIRELPGSALKQEIMHYGGMHGGMRSFDEGATKMDELNCELW 
HACAGPLTQLPPVDSLVMYWPQGHIEQGLASSGILDITSFVLGGGIRNTDNGAADVYQAS 
KQFSNLPAHLLCRISKIELQADPQTDEVFAQMDLTPQYETELSKETKDAPSPIQQSNVRS 
FCKTLTASDTSTHGGFSVPRRAAEECLPLLDHNMVPPCQELVAKDLHGKDWSFRHIYRGH 
PRRHLLTTGWSVFVSQKRLVAGDTVIFLRGENGQLRVGVRRASKQQPQARSTHFSSANLH 
LGVLAAASHAATERLRFSVIYNPRTSPSEFVIPYHKYLRSEDNNLTVGSRFKMKFETEES 
TERRYSGTIVEISDVDPLKWPSSAWRSMKVEWDESASERHERVSPWEIEPLVPISTLPTP 
PVGPRPKRRPPTFVTDSATLGPSQSVLDPFQSNKLARVLHSHDPRNEPSIGDDDDGDAES 
SRTSSLVVKQEPPPRNGHQIWLQRSDVASYGIPPSPYVNRRLSSVPPFAAPLPENTTELQ 
LSVNSGSLDQAPSNEDSSVSWASYMGTGAYQFRDPSCNKILPSWLTNSKSANLTSPPVPA 
RSQLPITSLNNDPKVLHAHNLSFELWETVEQEQLNASPALEQQCKLFGFNLADKVVPTPV 
SSAPSLCEDSEGSGPWSSSDHTSSTSADTRVGMIVTGTYQPLVAPVRSGTKVYYSGKVGR 
TIDLKKCESYAALRRMLASLFGLEGQLDDVTKGWQLVYTDHENDVLLVGDDPWEEFCNCV 
RSLKVLSPQDAAGQSVGKYPMTNCDEDDDWQSAVQSSG- 
 
>Pp_159688 
MNFKLVKEEAYGKDIELQVTSQSLRGCKEACPSFVEFIFSRWFLKLQRLVLFFAREWGRG 
CSEEGDVVVVVYEKEVCVSTAGGSVVGYVESAVHWITAASRASQQQAQVVLSVRANLQVY 
RPHRIGELSESALRQERMQYYGGMRGFDEGSTKMDELDCELWHACAGPLTQLPPVDSHVM 
YWPQGHIEQVVACTPDSAGAADVYQASKQFSNLPAHLLCKISKIELQADPHTDEVFAQMD 
LTPQYETEFTKEMKDAPPPTMQKNVRSFCKTLTASDTSTHGGFSVPRRAAEDCLPLLDHS 
MNPPCQELVAKDLHGKEWNFRHIYRGHPRRHLLTTGWSVFVSQKRLVAGDTVIFLRGENG 
QLRVGVRRASKQLPQTRSTHFSNANLHLGVLAAASHAATERLRFSVIYNPRTSPSEFVIP 
YHKYLKTKENNLTVGSRFKMKFESDESTERRYSGTIVEVSDADPLKWPNSAWRSMKVEWD 
ESASERHERVSPWEIEPFVPISTLPTPSVGPRPKRRPPTFVTDSSPQEFTISLHLSRRHS 
SIPRRANVFRTFRFLYGSFIDLARLPPSTRLYPNAVVTVMCRNQSKLSIGDDDDGDIESS 
RTSSLAVKQEQPPRTGQQIWLQRPDVSSCGMSASPYSSPRLPSMAPFAPLPADKTDLQLS 
VKSGSLDQTLSNDVSSVSCAPYVGPGNHSTAAHHFREPSCNKILPSWLTYPKSTDGTGVT 
SLPGSGRTQLPITSLNNDPKLTPAQNLSFGSWDKVEQEKVHTSPALEQQCKLFGFNLVDK 
AVLAPVSSAPSHCEDSEGSGPWSSTDLTSPTSVDTHVSKLANGAYQPPTVPVRSGTKVNY 
YGKFGRTVDLKKCDSYAALRRMLATLFGLEGQLDDVTKGWQLVYTDHENDVLLVGDDPWE 
EFCNCVRSLKILSPQDAAGQNVGKLPMNNCDEDDDWLSAVQSSG- 
 
>Pp_225990 
MDELDYELWHACAGPLTSVPPVDSLVMYWPQGHIEQVCAADVREASSHFKLPSHLLCKIG 
QLELQADPHTDEVFAQMDLLPQDEGSLTKEMKDATHVAKQNNVKMFCKTLTASDTSTHGG 
FSVPRRSAEDCLPSLDYTANPPCQELVAKDLHGHEWKFRHIYRGHPRRHLLTTGWSAFVS 
AKKLVAGDTVIFLRGENGQLRVGVRRASKQQPQARSTNFSSTNLHLGVLAAASHASREGM 
RFSVIYNPRTSPSEFVIPYNKFLKAMDNKLAVGSRFRMKFESEESSERRFAGTITEVSDA 
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DPVRWPNSLWRSMKVEWDEVISASERHERVSPWEIEPFVQISTLPPPQLGPRQKRRLPTL 
VKESPLGTYFVTGLIKDYSSAPWSDFSGICPSNRTGASFPVRESPCPSINPSWLYSASTS 
RAVFERSILTNSLHSESAPEMLPPQAVPAFEVRDKAQLEKVDTTPGLVQPCKLFGFNLAD 
KIVPTLAPLPPSQGDVSEGLVDSIRTDSTSPTSGGPFGSKVAAESSQVSQAHAAPMRSGI 
KVYQQGKVGRTIDLRKCESYDGLRRVLANLFNLQGQLDDVTKGWQLVYTDHENDVLLVGD 
DPWEEFCGCVRSLKILSPQDAAGQTVGRIPASSCEEDDEWH- 
 
>Pp_171197 
MDEREIRENGSKTLKMGRQGLPGRRSRHKKEAATTTTTRGTMASFSPPYASPSSSSSASA 
SLLSGYFRASALRRRLAVWQSRLFYLSLPRFSTFSDRRSISHPGSPLSLFLTRALCVSLN 
WLCLSLASSGPTGDDNHAPESEEVEEDKEEEKKRGPVLAAPWLLIELVHRLGYTHITTTW 
QGCTVPGTPGSGQTQMTETAPPVAPPSRRGGGKNRVGSKGPGMGGVGDGDGNVAGSAAGR 
HASRQRHQWGWNQGGGGPLSRKARFRGAQMRDADRIPFVGLLRELSSEVARKEGKKDIVV 
WITLQLQAPKQASQFVWPLVMLGLRVGIKSIIFAAVQFLWRWGCEAFRLLASFICPERGR 
ARVEVLKSARERLRIRSRLEAGVVTTASNDVWGLSKIDDLDYELWHACAGPLTSLPPVDS 
LVIYWPQGHIEQVIACTPDSAGAADVREASSHFKLPSHLLCRIGQLELQADPNTDEVFAQ 
MDLLPQDEGSVTKEMKEAPSAIKQSSVKMFCKTLTASDTSTHGGFSVPRRSAEDCLPLLD 
YNMNPPCQELVAKDLHGQEWKFRHIYRGYPRRHLLTTGWSTFVSAKKLVAGDTVIFLRGE 
NGQLRVGVRRASKQQPQAHSTYFSSTNLHLGVLAAASHASREGMRFSVIYNPRTSPSEFV 
IPYHKFLKAMDYNLAVGSRFRMKFESEESSGRRYAGTITEVNDADPLRWPNSLWRSMKVE 
WDEVISASDRHERVSPWEIEPFVPISTLPPPLGGARQKRRSPTLVKDPLLGTSQSVLDSY 
QSNKLFKVLQGFDSRNEFSMEDEEDEDVVCSRNTSWNVKPEPPPKTVPQAMPAQQSWFPR 
ADMPSFGVPVAPHQPLISPRVPSENMNLQLSVNPASSEQAPGNDHSSASWSDFSGGCLNF 
NWLYNASTPRPVFERSNLPTTSLNNESASKMLPPQVIPPFEARDKVELVKLRTTPALVQP 
CKLFGFDLADKKVPSSVTLAPSHGEVSEVTVELLRTDLTSGGHLGNKLTAESCQATQAHV 
TPMRSGIKVYQPGKVGRTIDLKKCESYTGLRRVLANLFNLQGQLDDVTKGWQLVYTDHEN 
DVLLVGDDPWEEFCGCVRSLKILSPQDVAGQSVGKFPTSSCENDDGRQ- 
 
>Pp_108888 
MASGVGESVDRLDAQLWHACAGGMVQLPQVGAKVIYFPQGHGEQAATTPDFSASMGPSGT 
IPCRVVSVNFLADTETDEVFARMRLQPEGLHGLNDMTEEAPSSPPPEKPASFAKTLTQSD 
ANNGGGFSVPRYCAETIFPPLDYSSDPPVQTVLAKDVHGDVWKFRHIYRGTPRRHLLTTG 
WSTFVNQKKLVAGDAIVFLRSASGELCVGVRRSMRGAMGDNGHGGSSNGVSRSGSQGAST 
TSSFARNRARVTAKSVLDAAALAVAGKPFEVVYYPRASTAEFCVKAGLVKQALDHTWYAG 
MRFKMAFETEDSSRISWFMGTIAAVKPADPLLWPNSPWRVTWDEPDLLQGVSRVSPWQVE 
LVATLPMQLPPFSYPKKKLRAVQPQELHFAGQLPTPWGGPALLENASAGMQGARHDRFNG 
PPSMDFRGRLLPPVAHGCGLTMGLMPGGSPTRDDGGSNSKSKLKSSPAPTTFLLFGQSID 
PSSNSKAAQEQCVASASSSVEGYRQNEGGPWPELSIGTEHCKVFREGDEVGRTLDLANFK 
SYEEVYDRLAGMFSVPAASFKNRVVYQDGEGCTLPVGAEPYGNFVAAVRRLTILP- 
 
>Pp_61245 
MQGARHDRFNGPPSMDFRYSNYKRAREHPSENQYAEQGQTSPAGSARVVLSDPLCGDSHH 
QFSFLSSGQAHNGGQQQQQQQQSSQMSGSGLTMGLMPGGSPTRDDGGSNSKSKLKSSPAP 
TTFLLFGQSIDPSSNSKAAQEQCVASASSSVEGSSLFQEGLRVSPTSYSSSDNTLEHKDR 
MRRFNADLNGASGGTGDGAMSRYRQNEGGPWPELSIGTEVGSLKWFKEQRLEKEKGSNEA 
LQHCKVFREGDEVGRTLDLANFKSYEEVYDRLAGMFSVPAASFKNRVVYQDGEGCTLPVG 
AEPYGNFVAAVRRLTILP- 
 
>At_B3_Family_Protein_At1G16640 
MADTGEVQFMKPFISEKSSKSLEIPLGFNEYFPAPFPITVDLLDYSGRSWTVRMKKRGEKVFLTVGWENFVKDNNLEDG
KLQFIYDRDRTFYVIIYGHNMCSEYRDFPQVAVEVDDYENGEEEEDGDDQDKHQ* 
 

ASA1,2 
 
>ASA1_AT5G05730 
MSSSMNVATMQALTFSRRLLPSVASRYLSSSSVTVTGYSGRSSAYAPSFRSIKCVSVSPE 
ASIVSDTKKLADASKSTNLIPIYRCIFSDQLTPVLAYRCLVKEDDREAPSFLFESVEPGS 
QMSSVGRYSVVGAQPAMEIVAKENKVIVMDHNNETMTEEFVEDPMEIPRKISEKWNPDPQ 
LVQDLPDAFCGGWVGFFSYDTVRYVEKRKLPFSKAPEDDRNLPDMHLGLYDDVVVFDHVE 
KKAYVIHWIRLDGSLPYEKAYSNGMQHLENLVAKLHDIEPPKLAAGNVNLQTRQFGPSLD 
NSNVTCEEYKEAVVKAKEHILAGDIFQIVLSQRFERRTFADPFEVYRALRVVNPSPYMGY 
LQARGCILVASSPEILTKVKQNKIVNRPLAGTSKRGKNEVEDKRLEKELLENEKQCAEHI 
MLVDLGRNDVGKVTKYGSVKVEKLMNIERYSHVMHISSTVTGELQDGLTCWDVLRAALPV 
GTVSGAPKVKAMELIDELEPTRRGPYSGGFGGVSFTGDMDIALSLRTIVFPTACQYNTMY 
SYKDANKRREWVAYLQAGAGVVADSDPQDEHCECQNKAAGLARAIDLAESAFVKK- 
 
>ASA2_AT2G29690 
MSAVSISAVKSDFFTVEAIAVTHHRTPHPPHFPSLRFPLSLKSPPATSLNLVAGSKLLHF 
SRRLPSIKCSYTPSLDLSEEQFTKFKKASEKGNLVPLFRCVFSDHLTPILAYRCLVKEDD 
RDAPSFLFESVEPGSQSSNIGRYSVVGAQPTIEIVAKGNVVTVMDHGASLRTEEEVDDPM 
MVPQKIMEEWNPQGIDELPEAFCGGWVGYFSYDTVRYVEKKKLPFSNAPEDDRSLPDVNL 
GLYDDVIVFDHVEKKAYVIHWVRIDKDRSVEENFREGMNRLESLTSRIQDQKPPKMPTGF 
IKLRTQLFGPKLEKSTMTSEAYKEAVVEAKEHILAGDIFQIVLSQRFERRTFADPFEIYR 
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ALRIVNPSPYMAYLQVRGCILVASSPEILLRSKNRKITNRPLAGTVRRGKTPKEDLMLEK 
ELLSDEKQCAEHIMLVDLGRNDVGKVSKPGSVEVKKLKDIEWFSHVMHISSTVVGELLDH 
LTSWDALRAVLPVGTVSGAPKVKAMELIDELEVTRRGPYSGGFGGISFNGDMDIALALRT 
MVFPTNTRYDTLYSYKHPQRRREWIAHIQAGAGIVADSNPDDEHRECENKAAALARAIDL 
AESSFLEAPEFTTITPHINNI- 
 
>AT3G55870 
MIKRLQVSFSNLLSQDITLPLFVVGAHPKMEIVAKENKVTVMDHVKGTKTTEEVEDPMMI 
PRRISETWKPQLIDDLPDVFCGGWVGYFSYDTVPYAEKRKLPLSKAPVDDRNLPDMHLGL 
YDDVVVFDHVEKKIHIIHWVRLSENSSFDDVYANAVKHLEELVSRIKCMNPPKLPYGSVD 
LHTNQFGTPLEKSSMTSDAYKNAVLQAKEHILAGDIFQIVLSQRFERHTFAHPFEVYRAL 
RIVNPSPSMCYLQARGCILVASSPEILTRVKKNKIVNRPLAGTARRGKSFEEDQMLEEAL 
LKDEKQCAEHIMLVDLGRNDVGKVSKNGSVKVERLMNIERYSHVMHISSTVIGELQENLT 
CWDTLRAALPVGTVSGAPKVKAMELIDELEVTRRGPYSGGFGSVSFTGDMDIALALRTIV 
FPTQARYDTMYSYKDKDTPRREWIAYLQAGAGIVADSDPEDEHRECQNKAAGLARAIDLA 
ESAFVDKSDTTI- 
 
>ASB1_AT1G25220 
MAASTLYKSCLLQPKSGSTTRRLNPSLVNPLTNPTRVSVLGKSRRDVFAKASIEMAESNS 
IPSVVVNSSKQHGPIIVIDNYDSFTYNLCQYMGELGCHFEVYRNDELTVEELKKKNPRGV 
LISPGPGTPQDSGISLQTVLELGPLVPLFGVCMGLQCIGEAFGGKIVRSPFGVMHGKSSM 
VHYDEKGEEGLFSGLSNPFIVGRYHSLVIEKDTFPSDELEVTAWTEDGLVMAARHRKYKH 
IQGVQFHPESIITTEGKTIVRNFIKIVEKKESEKLT- 
 
>Volca1|103239|estExt_fgenesh4_pg.C_40325 
MEDPMQLPESLSRNWRPARVDGIPDVFTGGWVGYAGYDTVRYVYGNKLPFESAPTDDRQLPDMHLALYYD 
VVVFDQATKILYPISWVPVSEQDAASPEALRAAYDAGLARLGRLAARLSSAPPAASLTPGAISLDLNKRP 
ALPSNSNMTKQARAEGPPWGEEGLVAPEFMDAVAATKEHIQAGDIFQLVLSQRFERRTFASPFEIYRALR 
VVNPSPYMVYMQARGCHIVSSSPEILCRVDNGRVVTNRPLAGTRPRGKDPEADKALEADLLADAKEIAEH 
VMLVDLGRNDVGKVSVSGSVVVRKLMEVERYSHVMHISSTVTGQLLPQLDAWDALRAALPAGTVRAMQII 
DELEANKRGPYGGGIGHVSFTGAMDMALGLRTMIIPDSAADTLYKYDAPAAPGCPPRREWSVHIQAGAGI 
VADSRPESEYEETVNKAAALGRAIDLAEQAFVEDGKVAAA* 
 
>Chlre3|115047|e_gwW.12.12.1 
SASGASADAGFQKFLDAVKSGANLVPLSQRIFSDHLTPVSAYRCLVPEGDSQLPSFLLESVVNGDQQGRY 
SFLGSSPALEVVATQDRVVLLDHDKGSRTVTSMADPMQLPEEISRNWRPAAVDGIPNVFTGGWVGYAGYD 
TVRYVYGSKLPFDGAPEGDRGVGRVCLAVLSVLAVRGGSEGTTYPTMTASDPAALRSAYEAGQSRLAALT 
AKLAAGPVAGAAFRLPALSGLLPGAISLDLNRRPEAPGNSNMTKQEFMDAVGATKEHIQAGDIFQLVLSQ 
RFERRTFATPFEIYRALRVVNPSPYMVYMQARGCHIVQPGPDPHAPGSTFPAPTRRLHTHRHTHTNTQTH 
KHTHAYTADLLADQKEIAEHVMLVDLGRNDVGKVAVSGSVVVQKLMEVERYSHVMHISSTVTGELLPQLD 
SWDALRAALPAGTVSGAPKVRAMQIIDELEVNKRGPYGGGVGHVSFTGAMDMALGLRTMIIPDAAADTLY 
KYTSTPAAPGAPPRREWSVHIQAGAGIVADSKPEAEYEETVNKAAALGRAVDLAEQAFVADGRTSA* 
 
>MicpuC2|16051|e_gw1.4.149.1 
MACIIGATQAAHAAASASSRGSRGPSAATAATTRVAAANGEKILRKNRPSLAASVPSHGSSSARRVATAR 
AIADGPAPAAAPAAASAASAASAAKRAAPRSTQADEFRALVGAGHNLVPLYRRIFDDQLTPILAYRCLVK 
EDERDAPSFLLESVVGGTQTGRFSFLGSRPYLEVIAKESSCVVLDHHAGTKTRSTESDPMAVAQQIATKW 
HPTRTEGLPECFTGGWVGYTGYDTVRYQYLNKLPFGDAPTDDRALPDLCLGLYRDVVVFDHATKQVYAVH 
WVDTTVFGGDVEASLEDGERCLHDLVKALQPSSAPTLPFGEVSMSLTAPPTPPKDSTMTKEAFLNAVAET 
KEHIVAGDIFQLVLSHRFQRSTFADPFEVYRALRVVNPSPYMIYLQARGSIIVASSPEILCRTDKHRTVV 
NRPLAGTRMRGKTKEEDDALELDLLADEKEKAEHVMLVDLGRNDVGRVSKAGTVKVEKLMEIERYSHVMH 
ISSTVTGSLLEDLGPWDVLKAALPVGTVSGAPKVRAMQIIDELETTRRGPYGGGVGYVGFMGEMDMALAL 
RTMVIPTEHKENLYEFRNGIEGKSRREWTIHLQAGAGIVADSNPESEYQETVNKAAALGRAIDLAEEAFE 
DV* 
 
>MicpuN2|79310|e_gw2.02.162.1 
MKLAAEGHNLIPLYRRLFNDQLTPILAYRCLVKEDERDAPSFLLESVVGGTQTGRFSFLGSRPYMEVMAK 
ENHVSILDHLKGERTRSDETDPITVAGKISERWNPCRTNGLPECFTGGWVGYMGYDTVRYQYLNKLPFEE 
APGDDRALPDLCLGLYRDVVVFDHATKQLYAVHWVDTTLHDGDAAAALTEGEESLDALVRALQPDSVPTL 
PFGEVSMSLTQPPTPPADSTMSKEEFLAAVADTKEHIKAGDIFQLVLSHRFQRSTYADPFDVYRALRVVN 
PSPYMIYLQARGSILVASSPEILCRTDKERTVVNRPLAGTRMRGKTEEEDVALEVDLLADKKEKAEHVML 
VDLGRNDVGRVSKAGTVKVEKLMEIERYSHVMHISSTVTGSLLDELGPWDVLRAALPAGTVSGAPKVRAM 
QIIDDLEVTRRGPYGGGIGYVGFTGEMDMALALRTMVVPTAHTDNIYKFSKEASEPPRAKREWVIHLQAG 
AGIVADSNPESEYQETVNKAAALGRAIDLAEEAFDV* 
 
>Ostta4|8553|fgenesh1_pm.C_Chr_07.0001000017 
MAARETLRDACGDAVRGGHNVVPVYRRIFDDQLTPILAYRLLVKEDDREAPSFLLESVVGGSQVGRFSFL 
GRRPVMEVTAKDYEVTTTHHGTGRSETTTETDPMEVMKRISAEWRACTMSGLPECFSGGWVGFTGYDTVR 
YQYKSKLDFGEAAPKDDRSLPDIHLGLYRDVVVFDNATKQLYAVHWVMTDEYANVDEAYHKGMDAVDALI 
DDLQPSKSPTLKQGFVNLQLDQRPSVPKDSTMTKDEFLGAVAQTKEHIKAGDIFQLVLSHRFQRQTHADP 
FEVYRALRVVNPSPYMIYYQGRDCILVASSPEILCRVNKERTVVNRPLAGTRMRGKTQEEDEALEADLLA 
DQKECAEHVMLVDLGRNDVGRVSKAGTVKVEKLMEIERYSHVMHISSTVTGSLVDNLGPWDVLRAALPAG 
TVSGAPKVRAMQIIDDLEVTRRGPYGGGIGYVGFTGEMDMALALRTMVVPTRQAKDVNGSREWMIHLQAG 
AGIVADSNPESEYQETVNKAAALGRAIDLAESAFSAD* 
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>Ost9901_3|87709|ost_07_005_085 
VARETQRAAFDRALSLGNNVVPLYRRIFDDQLTPILAYRLLVKEDEREAPSFLLESVVGGTQIGRYSFLG 
RRPVMEVTAKDYEVTVTRHEGGGAASETTTERDPMEVMKRIGESWRACKTPGLPDCFAGGWVGFTGYDTV 
RYQYQSKLGFEGAPKDDRSLPDIHLGLYKDVVVFDNATKQLYAVHWVMVDEYSSADEAYTTGMDALDAMI 
DDLQPSKSPPMKQGYVNLELNQRPSEPKDSTMTKDEFLGAVAATKEHIKAGDIFQLVLSHRFQRKTSVDP 
FEVYRALRVVNPSPYMIYYQGRDCILVASSPEILCRVDKARTVVNRPLAGTRMRGKTPEEDEALEVDLLA 
DEKERAEHVMLVDLGRNDVGRVSKAGTVKVEKLMEIERYSHVMHISSTVTGNLVDDLGPWDVLRAALPAG 
TVSGAPKVRAMQIIDNLEVTRRGPYGGGIGYVGFTGEMDMALALRTMVVPTRQAKETNGSREWMIHLQAG 
AGIVADSNPESEYQETVNKAAALGRAIDLAESAFTD* 
 
>Chlvu1|32616|e_gw1.16.28.1 
SDSEFARFKEAAERGNLVPLFERIFADQLTPVTAYRCLVAEDDREAPSFLFESVVNGTQTGRYSFVGAQP 
AMEVVARGHSVTVIDHASQQRSTRIEDDPMEVAVRLSADWRPVPTDGLPAVFTGGWVGYCGYDTVRYVYS 
GKLPFESAPKDEDGLLDLHLALYNNIIVFDHATKLAYCVAWVHMGAHAGVPEAYLAGKRALAAMTDRISP 
LRTPNLPLGKACSCSSYLPAPYIEILCMGAKDWIREQYIACVDEVKEHIQAGDIFQLVLSHRFKRRTFAD 
PFEVYRALRVVNPSPYMIYLQARGCILVASSPEILCHVSEDRVVTNRPLAGTRRRGKTPDEDEALEGELL 
SDEKECAEHVMLVDLGRNDVSEAGSVRVEKLMEVERYSHVMHISSTVTGHLQPQLNAWDALRAALPAGTV 
SGAPKACPTITSQSLCSALHVRAMQIIDELECAKRGPYGGGIGHVSFTGGMDMALALRTMVIPTAATDTL 
YDYGVDKSRREWVIHVQAGAGLVADSVPAAEYEETVNKAAGLGRAIDLAEQAFLQAPAEGR* 
 
>ChlNC64A_1|25481|e_gw1.16.21.1 
MQGNLVPLYERVMADQLTPVLAYRCLVKEDDREAPSFLFESVTNGSQQGRYSFVGATPALEVVARGQQVH 
VMDHRRGTRDSQTVADPMQVAIDLSSHWRPVRSDGLPFVFTGGWVGYTGYDTVRYVYSGKLPFEEAPEDD 
RGLADIHLALYNDVVVFDHATKLAYVISWVHLGDYGSVEEAYLAGKRRLAATAAKIANQNAPQLLNGKVS 
LSLSQRPRTATSNMSKEEFLGAVEATKEYIQAGDIFQLVLSQRFERRTFADPFEIYRRGWAGSLRVVNPS 
PYMAYLQARGCIVVASSPEILCRVGEDGTVTNRPLAGTRRRGKTPQQDAELEADLLADEKECAEHVMLVD 
LGRNDVGKVSQAGSVKVEKLMEVERYSHVMHISSTVTGSLSPGLTSWDALRAALPAGTVSGAPKVRAMQI 
IDELEVNRRGPYGGGIGHVSFTGGMDMALALRTMVIPTAHHDTLYSYGGSKPRREWVVHLQAGAGLVADS 
VPESEWEETVNKSAALGRAIDLAEQAFVAADAGGGQ* 
 
>Selmo1|414586|fgenesh2_pg.C_scaffold_24000106 
MAACGAFEFQAIVDLPRRRIHRQRQLTKWRSGSAVRASSQAQAQFHEACKRGNLVPLFQRIFSDHLTPVL 
AYRCLVKEDDREAPSFLFESVEHTNGVSNVGRYSMVGAQPAMEIVAKENMLTIISHEDGYENERIVDDPM 
KEPEEITSDWSPVPVDGLPNVFCGGWVGYFSYDTVRYSEKKKIPFASAPLDDRGLPDMHLGLYKDVIVFD 
HVTKIAYAVHWVDIRRYEDPNTAFQDGKKRLQELIDRVQNTEVPRLSHGNVNLSVGHYGNRVNKSNMSLD 
QFKGAVLAAKEHILAGDIFQIVLSQRFERRTAADPFEVYRALRIVNPSPYMIYLQARGSILVASSPEILT 
RIKHGKVINRPLAGTRRRGVSDEEDKKLEESLLKDEKECAEHVMLVDLGRNDVGKVSKAGSVQVEKFMEV 
ERYSHVMHISSTVTGELQEGLSSWDALRAALPVGTVSGAPKVRAMQLIDELELTRRGPYSGGIGSISFNG 
DMDVALALRTMVFPTRSQDKNGSWLAHLQAGAGVVADSIPDEEYNETVNKAAGLGRAIDLAETAFPAEKL 
MEDNVLEKKSNLGSESRKPSDYFWKVPS* 
 
>Phypa1_1|129600|e_gw1.77.21.1 
MIHLSLRIISGRSQFLEAAQRGNVVPVYRRIFSDHLTPVLAYRCLIKEDDRDAPSFLFESVENGKSINMG 
RYSIVGVQPSLEIIAKEDRIIILNHEKGTREEKQSDDPLNEPQEIASKWNPVKIDSIPDIFCGGWVGYFS 
YDTVRYVEKKKLAFSSAPKDDRGLPDIHLGLYNDVLVFDHVTKLLYVLHWVHVDQFDSLESAFEDGCKKL 
DHLVARLQAPEGVELPSASVEMSVEKYGQSATKSNFTPEQFKDSILQVKEHILAGDIFQLVLSQRFERRT 
FAYPFEVYRALRIVNPSPYMIYLQARGAIMVASSPEILTRISKGTVVNRPLAGTRKRGKTPEEDMAMERD 
LLGDEKECAEHVMLVDLGRNDVGKVSKAGTVKVEKFMEIERYSHVMHISSTVTGELLDELSSWDALRAAL 
PVGTVSGAPKVRAMELIDELEPTRRGPYSGGIGGVSFTGQMDIALALRTMVFPTQRNDAMYSYKDANSRR 
EWVVHLQAGAGIVADSDAESEYLETINKAAGLARAIDLAEAAFCKTIT* 
 
>Phypa1_1|190951|estExt_gwp_gw1.C_1540078 
MIYLPFKIITGRSQFLEAAQRGNLVPVYRRIFADHLTPVLAYRCLVKEDDREAPSFLFESVENGKSINMG 
RFSMVGAQPSMEIIGKEDRIIILNHEEGTRIEKQSDNPLNEPQEIASKWNPVKIDSLPDVFCGGWVGYFS 
YDTVRYVEKKKLPFSSAPNDDRGLPDIHLGLYNDVLVFDHVTKLVYVLHWVHVDRFDSPESAYEDGCKRL 
ELLVARLQTPGGVKLSSGSVELSIGQCGQRTAKSNYTPEQFKDSILQVKEHILAGDIFQLVLSQRFERRT 
FADPFEVYRALRIVNPSPYMIYLQARGAIMVASSPEILTRIAERTVVNRPLAGTRRRGKTPDEDMAMEKD 
LLADEKECAEHVMLVDLGRNDVGKVSKAGTVKVEKLMEVERYSHVMHISSTVTGELLDELSSWDALRAAL 
PVGTVSGAPKVRAMELIDKLEPTRRGPYSGGIGGVSFTGQMDIALALRTMVFPTQRNDTMYSYKQANSRR 
EWVVHLQAGAGIVADSDPESEYQETVNKAAGLARAIDLAESAFVKIDT* 
 
>Phypa1_1|139162|e_gw1.154.7.1 
MIYLPFKRILGRSQFLEAAQRGNLVPVYRRIFADHLTPVLAYRCLVKEDDREAPSFLFESVENGKSINMG 
RYSMVGAQPSMEIIAKEDRITILNHEEGTRVEKQSDNPLNEPQEIASKWNPVKFDSLPDVFCGGWVGYFS 
YDTVRYVEKKKLPFSSAPIDDRGLPDIHLGLYNDVLVFDHVTKLVYVLHWVHVDRFDNPESAYEDGCKRL 
DLLVARLQTPGRVKLSSGSVELSIEQYGQRTAKSNYTPEQFKNSISLVKEHILAGDIFQLVLSQRFERRT 
FADPFEVYRALRIVNPSPYMIYLQARGAIMVASSPEILTRIAEGTVVNRPLAGTRRRGKTPEEDMALERD 
LLADEKECAEHVMLVDLGRNDVGKVSKAGTVKVEKLMEVERYSHVMHISSTVTGELLDELSSWDALRAAL 
PVGTVSGAPKVRAMELIDELEPTRRGPYSGGIGGVSFTGQMDIALALRTMVFPTQRNDAMYSYKQANSRR 
EWVVHLQAGAGIVADSDPESEYQETVNKAAGLARAIDLAESAFVKTDT* 
 

ASB1 
 
>ASA1_AT5G05730 
MSSSMNVATMQALTFSRRLLPSVASRYLSSSSVTVTGYSGRSSAYAPSFRSIKCVSVSPEASIVSDTKKL 
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ADASKSTNLIPIYRCIFSDQLTPVLAYRCLVKEDDREAPSFLFESVEPGSQMSSVGRYSVVGAQPAMEIV 
AKENKVIVMDHNNETMTEEFVEDPMEIPRKISEKWNPDPQLVQDLPDAFCGGWVGFFSYDTVRYVEKRKL 
PFSKAPEDDRNLPDMHLGLYDDVVVFDHVEKKAYVIHWIRLDGSLPYEKAYSNGMQHLENLVAKLHDIEP 
PKLAAGNVNLQTRQFGPSLDNSNVTCEEYKEAVVKAKEHILAGDIFQIVLSQRFERRTFADPFEVYRALR 
VVNPSPYMGYLQARGCILVASSPEILTKVKQNKIVNRPLAGTSKRGKNEVEDKRLEKELLENEKQCAEHI 
MLVDLGRNDVGKVTKYGSVKVEKLMNIERYSHVMHISSTVTGELQDGLTCWDVLRAALPVGTVSGAPKVK 
AMELIDELEPTRRGPYSGGFGGVSFTGDMDIALSLRTIVFPTACQYNTMYSYKDANKRREWVAYLQAGAG 
VVADSDPQDEHCECQNKAAGLARAIDLAESAFVKK- 
 
>ASA2_AT2G29690 
MSAVSISAVKSDFFTVEAIAVTHHRTPHPPHFPSLRFPLSLKSPPATSLNLVAGSKLLHFSRRLPSIKCS 
YTPSLDLSEEQFTKFKKASEKGNLVPLFRCVFSDHLTPILAYRCLVKEDDRDAPSFLFESVEPGSQSSNI 
GRYSVVGAQPTIEIVAKGNVVTVMDHGASLRTEEEVDDPMMVPQKIMEEWNPQGIDELPEAFCGGWVGYF 
SYDTVRYVEKKKLPFSNAPEDDRSLPDVNLGLYDDVIVFDHVEKKAYVIHWVRIDKDRSVEENFREGMNR 
LESLTSRIQDQKPPKMPTGFIKLRTQLFGPKLEKSTMTSEAYKEAVVEAKEHILAGDIFQIVLSQRFERR 
TFADPFEIYRALRIVNPSPYMAYLQVRGCILVASSPEILLRSKNRKITNRPLAGTVRRGKTPKEDLMLEK 
ELLSDEKQCAEHIMLVDLGRNDVGKVSKPGSVEVKKLKDIEWFSHVMHISSTVVGELLDHLTSWDALRAV 
LPVGTVSGAPKVKAMELIDELEVTRRGPYSGGFGGISFNGDMDIALALRTMVFPTNTRYDTLYSYKHPQR 
RREWIAHIQAGAGIVADSNPDDEHRECENKAAALARAIDLAESSFLEAPEFTTITPHINNI- 
 
>ASB1_AT1G25220 
MAASTLYKSCLLQPKSGSTTRRLNPSLVNPLTNPTRVSVLGKSRRDVFAKASIEMAESNSIPSVVVNSSK 
QHGPIIVIDNYDSFTYNLCQYMGELGCHFEVYRNDELTVEELKKKNPRGVLISPGPGTPQDSGISLQTVL 
ELGPLVPLFGVCMGLQCIGEAFGGKIVRSPFGVMHGKSSMVHYDEKGEEGLFSGLSNPFIVGRYHSLVIE 
KDTFPSDELEVTAWTEDGLVMAARHRKYKHIQGVQFHPESIITTEGKTIVRNFIKIVEKKESEKLT- 
 
>ASB1-like__AT5G57890 
MAATTLYNSCLLQPKYGFTTRRLNQSLVNSLTNPTRVSVLWKSRRDVIAKASIEMAESNSISSVVVNSSG 
PIIVIDNYDSFTYNLCQYMGELGCHFEVYRNDELTVEELKRKKPRGLLISPGPGTPQDSGISLQTVLELG 
PLVPLFGVCMGLQCIGEAFGGKIVRSPFGVMHGKSSMVHYDEKGEEGLFSGLSNPFLVGRYHSLVIEKDS 
FPSDELEVTAWTEDGLVMAARHRKYKHIQGVQFHPESIITTEGKTIVRNFIKLVEKKESEKLA- 
 
>ASB1-like_AT1G24807 
MAESNSIPSVVINSSKQNGPIIVIDNYDSFTYNLCQYKQNFENCYLFLQYMGELQCHFEVYRNDELTVEE 
LKRKNPRGVLISPGPGTPQDSGISLQTVLELGPLVPLFGVCMGLQCIGEAFGGKIVRSPFGVMHGKSSMV 
HYDEKGEEGLFSGLSNPFIVGRYHSLVIEKDTFPSDELEVTAWTEDGLVMAARHRKYKHIQGVQFHPESI 
ITTEGKTIVRNFIKIVEKKDSEKLT- 
 
>ASB1-like_AT1G24909 
MAESNSIPSVVINSSKQNGPIIVIDNYDSFTYNLCQYMGELQCHFEVYRNDELTVEELKRKNPRGVLISP 
GPGTPQDSGISLQTVLELGPLVPLFGVCMGLQCIGEAFGGKIVRSPFGVMHGKSSMVHYDEKGEEGLFSG 
LSNPFIVGRYHSLVIEKDTFPSDELEVTAWTEDGLVMAARHRKYKHIQGVQFHPESIITTEGKTIVRNFI 
KIVEKKDSEKLT- 
 
>ASB1-like_AT1G25083 
MAESNSIPSVVINSSKQNGPIIVIDNYDSFTYNLCQYMGELQCHFEVYRNDELTVEELKRKNPRGVLISP 
GPGTPQDSGISLQTVLELGPLVPLFGVCMGLQCIGEAFGGKIVRSPFGVMHGKSSMVHYDEKGEEGLFSG 
LSNPFIVGRYHSLVIEKDTFPSDELEVTAWTEDGLVMAARHRKYKHIQGVQFHPESIITTEGKTIVRNFI 
KIVEKKDSEKLT- 
 
>ASB1-like_AT1G25155 
MAESNSIPSVVINSSKQNGPIIVIDNYDSFTYNLCQYMGELQCHFEVYRNDELTVEELKRKNPRGVLISP 
GPGTPQDSGISLQTVLELGPLVPLFGVCMGLQCIGEAFGGKIVRSPFGVMHGKSSMVHYDEKGEEGLFSG 
LSNPFIVGRYHSLVIEKDTFPSDELEVTAWTEDGLVMAARHRKYKHIQGVQFHPESIITTEGKTIVRNFI 
KIVEKKDSEKLT- 
 
>ChlNC64A_1_11586_gw1.8.205.1 
AVCAAAAAEKGPVVVVDNYDSFTYNLCQYLGDLGCEYVVFPNDAKTVEEIRAMNPRGILVSPGPGRPEDS 
GISLEIVEKLGPLGFPVFGVCMGHQCIGQVFGGNVVRAPSGVMHGKTSPVFHTSVGLLEGLDNPFKAARY 
HSLVIDKESCPEELEVTAWCEDGTIMGVRHRAYPHIQGVQFHPESIITDNGMRIVRNFVE 
 
>Chlre3_79042_estExt_GenewiseW_1.C_10279 
MQASLRARARPFTSGAQPSLRRAPARVCRPVASAAAAKGPVVVVDNYDSFTYNLCQYLGDFGVDYVVYKN 
DEKTVDEIRAMNPRGILVSPGPGRPIDSGISLQTVRELGPDFPLFGVCMGHQCIGEAFGGDVVRAPCGVM 
HGKTSPVFHTNVGLLEGLPNPFEACRYHSLVIKRDTIPEDLEVTAWTEDGTIMGVRHKKYPHIQGVQFHP 
ESIITQSGKKIVENFVKTL* 
 
>Chlvu1_75013_fgeneshCV_pg.C_scaffold_12000218 
MLACIAASNGKASGPVIVVDNYDSFTYNLCQYLGDLGCEHIVLKNDEKTVEEIREMQPRGILVSPGPGRP 
EDSGISLQIVQELGPELPVFGVCMGHQCIGQVFGGNVVRAPGGAMHGKTSLVYHNNTSLLKGLQNPFQAA 
RYHSLVIDKDSCPDDLEVTAWTEDGVIMGVQHKQFPHIQGVQFHPESVITFEGKTIVQNFIDCL* 
 
>MicpuN2_84762_e_gw2.09.414.1 
MGGGVAAKGRRAAVFCCAASLVKDDGRPVIIIDNYDSFTYNLSQYLGDLGQDHVVFKNDEKTVEEIRAMN 
PKGIMVSPGPGRPEDSGISLEACEKLGPEFGVFGVCMGHQCIGQVFGGTIVRAPCGLMHGKSSPVWHTED 
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AATMLAGLPSPFQAARYHSLVISRDDFPDDELEVTAWTEDETIMAVRHRRYPKIQGVQFHPESIITENGL 
TIIRNWVALINA* 
 
>MicpuC2_23759_e_gw1.18.140.1 
MSVAATTTTTIAKASPARGLAARSTAATTTTGGLGLGRRRRSSDAARRRRRGVARRVGVVVLAAASKGDD 
RPVVIIDNYDSFTYNLSQYLGDLGCEHVVYKNDEKTVAEIAAMNPKGVMVSPGPGRPEDSGISLEACEKL 
GPEFGVFGVCMGHQCIGQVFGGTVVRAPCGLMHGKSSPVWHTEEEGQLLHGLPRRVPISRRPFEAARYHS 
LVISREGFPEDELEVTAWTKDQTIMAVKHRKYPKIQGVQFHPESIITENGLHIIRNWVNLIDA* 
 
>Ost9901_3_38312_e_gwEuk.10.378.1 
MATVRAATPTTRGATTATRTTTTTTTTRWTGRRRRAGAAARATREDAARPVVIIDNYDSFTYNLSQYLGD 
CGCAHAVYKNDEVTVEEVRAMRPRGVMVSPGPGRPEDSGISLDVVRELGPEFGVFGVCMGHQCIGQVFGG 
DIVRAPTGLMHGKSSPVTHRTDLDTVLSGLPSPFQAARYHSLVISRDNFPEDALEVTAWTEDGTVMAVKH 
KAYPWIQGVQFHPESIITENGLLIVKNWVKMINDRAAESELARA* 
 
>Ostta4_19644_e_gw1.10.00.307.1 
MRARASASASARRAVRAPRWCAPGRRAQATATATRRDPRFAASARPVVIVDNYDSFTYNLSQYLGDCGCD 
HVVVKNDEITVEALRAMNPRGVMVSPGPGRPEDSGISLDVVRELGPEFGVFGVCMGHQCIGQVFGGDIVR 
APTGLMHGKSSPVWHRVEVDTLLSGLPSPFQAARYHSLVISRENFPDSELEITAWTEDETIMAVKHKKYP 
WIQGVQFHPESIITENGLTIVRNWVNLINARAENAAG* 
 
>Phypa1_1_17808_gw1.198.53.1 
KRGSVIVIDNYDSFTYNLCQYLGDLGCKIEVYRNDEITVEELKAKKPRGVLISPGPGTPQDSGISLQIVR 
ELGPTIPLFGVCMGLQCMGEAFGGKIVRAPNGVMHGKTSPVFHDEKGEPGLLDGLPSPFTACRYHSLVIE 
EATFPADQLEVTAWTEDGLVMGVRHKVYKHIQGVQFHPESIRTQNGMQIVGNFLKILDRKEA 
 
>Phypa1_1_152946_e_gw1.381.28.1 
MTRRSHGQFALRVQAAVGVKERVLERNDKEKGSVVVIDNYDSFTYNLCQYLGDLGCKIEVYRNDEITVEE 
IRKKKPRGILISPGPGTPQDSGISLEIVRKLGPTIPLFGVCMGLQCMGEAFGGKIVRAPNGVMHGKTSPV 
FYDEGGEPGVLDGLPSPFTACRYHSLVIEEATFPADQLQATAWTEDGLVMAVRHRVYKHIQGVQFHPESI 
RTQNGMQIVSNFLKILDWKEALEAEAKVLETD* 
 
>Selmo1_404845_fgenesh2_pg.C_scaffold_3000068 
MSKWSKVADSSSAPLRRAWVQIPLLTSILFTFIRNKGEASCKAVPRLGVHRPTVCGILDASERNQRTLLE 
FGKHMDQINVTTFVGLTVSCNCTNAFIALVNLKARSDELEITAWTEDGLIMGMRHSKYKHVQFHPEGIIS 
QNGKQILENYIRFVNLQESRGPFLAGTRGGGGGA* 
 
>Selmo1_421049_fgenesh2_pg.C_scaffold_49000070 
MAKWSKVADSSSAPLKRAWVQIPLLTSILFTFIRNKGEASCKAVPRLGVHRPTVCGILNASERNQRTLLE 
FGKHMDQINVTTFVGLTARSDELEITAWTEDGLIMGMRHSKYKHVQFHPEGIISQNGKQILENYICFMNL 
QESRGPFLAGRRGGGGGA* 
 
>Selmo1_79368_e_gw1.3.1454.1 
KSRSPVVVIDNYDSFTYNICQYLGDLGCEFVVYRNDEISVQALKSKRPRGILISPGPGTPQDSGISLQTV 
KELGPSIPLFGVCMGLQCIGEAFGGKIVRAPNGVMHGKVSSVYYDEKGEPGIFSGLPNPFTACRYHSLVI 
ERETFPGDELEITAWTDDGLIMGVRHRKYKHIQAVQFHPESIITQNGKQILENYTRLMNLQESRVEDEEP 
FLAGRRGGTGA* 
 
>Volca1_81469_estExt_Genewise1Plus.C_230122 
MRSLAPREARAPFACPGSSRVARPLLRRTPCCRPVQASAAAKGPVVVVDNYDSFTYNLCQYLGDLGCEYV 
VYKNDEKTVEEIKAMNPRGILVSPGPGRPVDSGISLQAVRELGPLFPLFGVCMGHQCIGEAFGGDVVRAP 
CGVMHGKTSPVFHTNVGIMEGLPNPFQACRYHSLVIKRDTIPEDLEITAWTEDGTIMGVRHKRYPHIQGV 
QFHPESIITQSGMKIVENFVKSL* 
 
 

AUX1/LAXs 
 
>AtAAP1_At1G58360 
MKSFNTEGHNHSTAESGDAYTVSDPTKNVDEDGREKRTGTWLTASAHIITAVIGSGVLSLAWAIAQLGWI 
AGTSILLIFSFITYFTSTMLADCYRAPDPVTGKRNYTYMDVVRSYLGGRKVQLCGVAQYGNLIGVTVGYT 
ITASISLVAVGKSNCFHDKGHTADCTISNYPYMAVFGIIQVILSQIPNFHKLSFLSIMAAVMSFTYATIG 
IGLAIATVAGGKVGKTSMTGTAVGVDVTAAQKIWRSFQAVGDIAFAYAYATVLIEIQDTLRSSPAENKAM 
KRASLVGVSTTTFFYILCGCIGYAAFGNNAPGDFLTDFGFFEPFWLIDFANACIAVHLIGAYQVFAQPIF 
QFVEKKCNRNYPDNKFITSEYSVNVPFLGKFNISLFRLVWRTAYVVITTVVAMIFPFFNAILGLIGAASF 
WPLTVYFPVEMHIAQTKIKKYSARWIALKTMCYVCLIVSLLAAAGSIAGLISSVKTYKPFRTMHE 
 
>AtLAX3_At1G77690.1 
MAAEKIETVVAGNYLEMEREEENISGNKKSSTKTKLSNFFWHGGSVYDAWFSCASNQVAQVLLTLPYSFS 
QLGMMSGILFQLFYGLMGSWTAYLISVLYVEYRTRKEREKFDFRNHVIQWFEVLDGLLGKHWRNLGLIFN 
CTFLLFGSVIQLIACASNIYYINDKLDKRTWTYIFGACCATTVFIPSFHNYRIWSFLGLAMTTYTSWYLT 
IASLLHGQAEDVKHSGPTTMVLYFTGATNILYTFGGHAVTVEIMHAMWKPQKFKAIYLLATIYVLTLTLP 
SASAVYWAFGDKLLTHSNALSLLPKTGFRDTAVILMLIHQFITFGFASTPLYFVWEKLIGVHETKSMFKR 
AMARLPVVVPIWFLAIIFPFFGPINSAVGSLLVSFTVYIIPALAHMLTFAPAPSRENAVERPPRVVGGWM 
GTYCINIFVVVWVFVVGFGFGGWASMVNFVRQIDTFGLFTKCYQCPPHKP- 
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>AtLAX2_At2G21050 
MENGEKAAETVVVGNYVEMEKDGKALDIKSKLSDMFWHGGSAYDAWFSCASNQVAQVLLTLPYSFSQLGM 
LSGILFQLFYGILGSWTAYLISILYVEYRTRKEREKVNFRNHVIQWFEVLDGLLGKHWRNVGLAFNCTFL 
LFGSVIQLIACASNIYYINDNLDKRTWTYIFGACCATTVFIPSFHNYRIWSFLGLLMTTYTAWYLTIASI 
LHGQVEGVKHSGPSKLVLYFTGATNILYTFGGHAVTVEIMHAMWKPQKFKSIYLFATLYVLTLTLPSASA 
VYWAFGDLLLNHSNAFALLPKNLYRDFAVVLMLIHQFITFGFACTPLYFVWEKLIGMHECRSMCKRAAAR 
LPVVIPIWFLAIIFPFFGPINSTVGSLLVSFTVYIIPALAHIFTFRSSAARENAVEQPPRFLGRWTGAFT 
INAFIVVWVFIVGFGFGGWASMINFVHQIDTFGLFTKCYQCPPPVMVSPPPISHPHFNHTHGL- 
 
>AtAUX1_At2G38120.1 
MSEGVEAIVANDNGTDQVNGNRTGKDNEEHDGSTGSNLSNFLWHGGSVWDAWFSCASNQVAQVLLTLPYS 
FSQLGMLSGIVLQIFYGLLGSWTAYLISVLYVEYRARKEKEGKSFKNHVIQWFEVLDGLLGSYWKALGLA 
FNCTFLLFGSVIQLIACASNIYYINDHLDKRTWTYIFGACCATTVFIPSFHNYRIWSFLGLGMTTYTAWY 
LAIASIIHGQAEGVKHSGPTKLVLYFTGATNILYTFGGHAVTVEIMHAMWKPQKFKYIYLMATLYVFTLT 
IPSAAAVYWAFGDALLDHSNAFSLMPKNAWRDAAVILMLIHQFITFGFACTPLYFVWEKVIGMHDTKSIC 
LRALARLPVVIPIWFLAIIFPFFGPINSAVGALLVSFTVYIIPSLAHMLTYRSASARQNAAEKPPFFMPS 
WTAMYVLNAFVVVWVLIVGFGFGGWASVTNFVRQVDTFGLFAKCYQCKPAAAAAHAPVSALHHRL- 
 
>AtLAX1_At5G01240 
MSGEKQAEESIVVSGEDEVAGRKVEDSAAEEDIDGNGGNGFSMKSFLWHGGSAWDAWFSCASNQVAQVLL 
TLPYSFSQLGMLSGILLQIFYGLMGSWTAYLISVLYVEYRARMEKQEAKSFKNHVIQWFEVLDGLLGPYW 
KAAGLAFNCTFLLFGSVIQLIACASNIYYINDRLDKRTWTYIFGACCATTVFIPSFHNYRIWSFLGLGMT 
TYTAWYLTIASFLHGQAEGVTHSGPTKLVLYFTGATNILYTFGGHAVTVEIMHAMWKPRKFKSIYLMATL 
YVFTLTLPSASAVYWAFGDQLLNHSNAFSLLPKTRFRDTAVILMLIHQFITFGFACTPLYFVWEKAIGMH 
HTKSLCLRALVRLPVVVPIWFLAIIFPFFGPINSAVGALLVTFTVYIIPALAHMLTYRTASARRNAAEKP 
PFFIPSWAGVYVINAFIVVWVLVLGFGFGGWASMTNFIRQIDTFGLFAKCYQCKPPPAPIAAGAHHRR- 
 
>CgAUX1 
MLPQKQAEEAIVSNFSETEHEGKDQEQPEDHSIFSVKTFLWHGGSVWDAWFSCASNQVAQVLLTLPYSFS 
QLGMLSGILLQIFYGLLGSWTAYLISVLYVEYRSRKEKENVSFKNHVIQWFEVLDGLLGPYWKAVGLAFN 
CTFLLFGSVIQLIACASNIYYINDNLDKRTWTYIFGACCATTVFIPSFHNYRIWSFLGLGMTTYTAWYMA 
IAALLHGQVENVQHTAPSKLVLYFTGATNILYTFGGHAVTVEIMHAMWKPQKFKYIYLMATLYVFTLTIP 
SAASVYWAFGDELLNHSNAFSLLPRNGFRDAAVILMLIHQFITFGFACTPLYFVWEKVIGMHDTRSICLR 
ALARLPVVIPIWFLAIIFPFFGPINSAVGALLVSFTVYIIPSLAHMLTYRKASARQNAAEKPPFFLPSWT 
AMFVINAFVVVWVLVVGFGFGGWASMTNFVRQVDTFGLFAKCYQCKPPPPPAAAAAPSHH 
 
>CgLAX3 
MASEKVETVVAGNCVEMEREEGDPKTAKSKLSRLFWHGGSVYDAWFSCASNQVAQVLLTLPYSFSQLGMV 
SGIVFQLFYGLLGSWTAYLISVLYVEYRTRKEREKVDFRNHVIQWFEVLDGLLGKHWRNAGLFFNCTFLL 
FGSVIQLIACASNIYYINDNLDKRTWTYIFGACCATTVFIPSFHNYRIWSFLGLVMTTYTAWYLAIASLI 
HGQVEGVKHSGPTTMVLYFTGATNILYTFGGHAVTVEIMHAMWKPQKFKMIYLIATLYVLTLTLPSASAV 
YWAFGDMLLTHSNALSLLPRSGFRDTAVVLMLIHQFITFGFACTPLYFVWEKFIRIHDTKSVFKRALARL 
PVVIPIWFLAIIFPFFGPINSTVGSLLVSFTVYIIPALAHMLTFASASARENAVERPPSFLGGWTGSYSV 
NSFVVVWVLIVGFGFGGWASMLNFIRQVDTFGLFTKCYQCPPHKA 
 
>Cva_133952 
MSDDGSGKASKLDGKPSVSSELAEVGRKASPSADFRGPDGTIATEVARAELELVDKHGVAK 
GVYSEERVPTPQSLGGKLSGWLKFLAWEGGSTFDAFFTCASAQARQRCAPDRPLSACLPPLLPAVLFRSR 
TPTRPLPFPQTGMVAGIIILLLFASLAMWTVYLMVVLYLDNKNRKIKAGTWYDNGNKRKIATQYHEAAHA 
PASPCTHCAACQVMENATYCWVGIFSRIVVIIALGGLAVAQIIASSSNFHRMIPALSKRSWALVFGGVAM 
LMSLIPSFRNFRIFSFIALVATTFTAWYMVAMGIIGYNDEGLQSVAWTDQTPPSLDGFFAGASNIIFTFG 
GHAMLLEVMDSMFRPFKFHKVFYWSYNYVYTLVMPNSVFIYWGQVWPAQAEQYGNVYGYMPPSVARDFSI 
VLMVIHQVIVFGLFAFPIYYMVEKLFKVHTGAYWKRLACRVPVGLLLWLIALAFPFFGVINDLLGAFTTT 
FEARCTFIIPCLAYNIHYQLKKNAAQNRLESTKPPSRRGGGMGMGGPTGWTGWLLPRPWVIIVFTAIFGF 
GLGGYASIKVRLCRQRQ 
 
>Cva_52339 
MSDDGSGKASKLDGKPSVSSELAEVGRKASPSADFRGPDGTIATEVARAELELVDKHGVAK 
GVYSEERVPTPQSLGGKLSGWLKFLAWEGGSTFDAFFTCASAQARQRCAPDRPLSACLPPLLPAVLFRSR 
TPTRPLPFPQTGMVAGIIILLLFASLAMWTVYLMVVLYLDNKNRKIKAGTWYDNGNKRKIATQYHEAAHA 
PASPCTHCAACQVMENATYCWVGIFSRIVVIIALGGLAVAQIIASSSNFHRMIPALSKRSWALVFGGVAM 
LMSLIPSFRNFRIFSFIALVATTFTAWYMVAMGIIGYNDEGLQSVAWTDQTPPSLDGFFAGASNIIFTFG 
GHAMLLEVMDSMFRPFKFHKVFYWSYNYVYTLVMPNSVFIYWGQVWPAQAEQYGNVYGYMPPSVARDFSI 
VLMVIHQVIVFGLFAFPIYYMVEKLFKVHTGAYWKRLACRVPVGLLLWLIALAFPFFGVINDLLGAFTTT 
FEARCTFIIPCLAYNIHYQLKKNAAQNRLESTKPPSRRGGGMGMGGPTGWTGWLLPRPWVIIVFTAIFGF 
GLGGYASIKVRLCRQRQ* 
 
>Cvu_102119 
MTGAAQGSNEKSVNGATRTTNFGVSNGNGKVIDSIDGKAGFNPSLERNSKQLASPTEAFLTVAAAQIGQI 
MLTLPNAISKTGLSAGIVVSMVTAFLSLWTMYMLSALYQERKRDLVIACAGDMYYIDKSYSKRTYELIFG 
SVLMLFAFVPTFRHFRVLNVIALFGTSFTALFILVEAGKKGIQPGAALTKPVSAQAFFLGTSVQMQAMGA 
HGIALEMHDAMQDSSRYVAAYFGGWIWTILLTMPHSIAVNLAWPKLITTNDNVYGVLPLSNAMRLSVWLM 
IIHQFVAFALYVTPLLYMIEKVPLVIFFLGVAFPFYGTINSLMGAISVPTTSFVLPAVAFNWYYRTEARR 
NSSALPPYSPFNKFGWKVAFALNYFIMVVYAAFTVGGIFFSIQRIVQQSYTFGVFAECYQCPKLANGGNH 
YG* 
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>Cvu_33242 
QIGQVMLAMPHAVSLCGMRVAIPMMVLYSLGSIWTIHLLTTLYLELKQRKKRATQYFNVVGELTGSSIVK 
VFVTVITIISLLCTGIAQIVAIATGSYYLNTSIDKRTWTLIWGGILSVTMSLVPNFRHFRLLNIISLVGT 
AYTAVYLIATAASTGLPQASYALTAGPLKAQNVFLGANVFMSGFGGHSMSFEVIDALFNPGCYDTVYPYS 
YLFTWFVTIPHSLLAQLAFPADNAKYSNIYGAVPNNAARNASIVLMIIHQAVAYALYVTPVFFMWEKLVG 
THDKPLWIRLPSRLPVALLVWFFALIFPFFDTINAVQGAVGYSFTAFVFPTAAYLWVYKSAKARNNAPKV 
PRFIGGWTAAMLLNTVMLLWFTIFGVGFGTWAAIKNLVDQVNNLGVFASCYQCSSILATNVIKG* 
 
>Cvu_44422 
MLTLPHAVSLTGVRAGIPLIICYTLISMWTVHLLNALYLEYKVKRWFADDGKTKRKSSQYFEVMGGTCGK 
WLQWFTLALTVLNLMGNGTAQIVAGAANTYFINPVLTKRGWTLVWGALSLLMTLIPTFRDFRLLNVIAIA 
GTGFTAVYIWIECHYHGFTPGAANLAPYNIQSFFTGANVFLWAYGGHGVSFEIIDAMWAPSKYDLVYPLS 
YLFTFTIAAPHSMLVQLAFPTENLAQDNVYGVLPKNGWLVASVIIMLIHQIVAYALYVTPIFFMWEKLIG 
THEKPNWIRLPSRLPVALVLWFIAIAFPFYGLINSIIGALTGSMVSFILPCFAYNLYYMTSKQRRLAAPK 
QPPRWTGGWGPVLVVNSLFVIYYFVFGFCIGGWASIKTLVDKIHVLGIFVDCYQCKK* 
 
>Cvu1_72534 
MGSSTAQAGAEPDRKPASNTVEPKLLIEKPATLSGKISGPPRNQWLHHAKALFTEGHTAWDCLLSVACAQ 
IGQVMLTMPHSMALLGIKEGIVVTLVSATAGLWTMFLLVSLYLEMKARQIKAGQWYDASGHRRQVTQYHE 
VMGYWGGPVLKFYALVWGGVLMVFTFVPSFRHFRVINIIALVGTAYTAWPHKNAQDFFVGAAVLGEFGHP 
IALEMADNIYSVLPYSIWKVISVWLMNIHQLVAFSLYVVPLLFMWEKLLRVHSKPWYIRLPLRLPVSLAL 
YLIGVAFPFYGTINSLYKALAEPLTAFVFPCAVYSWVYRTPSARNGAVLKPWKFLRKANWLLIWALNISI 
IIVWLFGQFGFGVYFSSLKLHNNIRSFGVFAECYQCKAPAPKLHAPALAPHAGHNFTAGAHLAPAFAPYS 
VASSPFSSPLG* 
 
>Cvu1_83476 
MTSKRVAEENVARTTPKESLSDSFQSLQVDKASAQNPTENGKAGKGHARMGCMQLIIKLCTEGHTAWDCL 
LTVACAQIGQVMLVMPHSMALLGIKVGIVVALVAAIGGLWTMFLLASLFLEMKTRLIKSGGWYDASGKRK 
QVTQYHEVMGFHAGPTMKYVSQVVIAVHLVGTCTAQIVACAGNNYSITMTHDKRFYTLVWGAVLMCFSFV 
PTFRHFRIINIVALIGTCYTEWFLVAVSAQKGITPGAIDRSYRNAQDFFIGAAVLGQFGHSIALEMADAM 
RNAFHFQAAYTAGWLWVLTLILPHSIAANLAWPDEVYEQDNIFNVIPNSPGKYLSVWLMNIHQVVAFGLY 
SVPLMFMWEKLIRVHSKPWYIRLPLRLPISGLLYVISIAFPFYGTINSLYSSLSEPLTAFVFPCAVYIWV 
YHTRAAREQAAMKPFKCLRVWNWSPVFALNVGIILVWTVAQFGFGTYFSIRRMIQNVNTFGVFASCYQCK 
APKFVASPALVTNSTYRLY* 
 
>Pp1_1_144031 
MEEQNQRLESLQEGPHDVSMSGKMKRLLWHGGSVWDAWFSAASNQVAQVLLTLPYSFAQLGYASGVAFQL 
FYGVVGCWSCYMITWLYVEYRTRKEREGVIFKNHVIQWFEVLDGLLGRNWKILGLVFNCTFLLFGAVIQL 
IACASNIFLINDHLNKREWTYIFGACCMLTVLVPSFRNYRLWSFFGLIMISYTAWYMTIAALAHGQVANV 
VHTAPTTKVLYFTGATNILYTFGGHAVTVEIMHAMYKPVKFKYVYVLATLYVFTLTIPSAVAVYWAFGDD 
LLRHSNALSLLPRTMARDVAVVLMLIHQFITVGFAVTPLYFVWEKVIGIHNTKSLPLRAVCRMPVILPVW 
FFAIAFPFFGPINSTVGALLVTFTVYIIPCVAHMVVYRGATARQNAVEKPPFFLPSWTGVYLINIFIVVW 
IIVIGIGWGGWASVTNFIQQIDTFGIFAPCYQCPPRAPVAATPPKLHD* 
 
>Pp1_1_148519 
MEEQNERLESEIFNIPDPSVKGRVNGFLFYGGSVYDVWFSACSNQIAQVLLTLPTSFAQLGYPSGVALQL 
FYGIVGCWATYMITWLYMEYRSRMEREGHTFKIHIIQWFEVLDGLLGRKWKFLGLGFNCVYLLFSAITQL 
IACGSNIFLLNNDLNKREWTYIFGACCLVTIFIPSFRNYRLWSFFGVVTITYTSWYMTVAALFYGQAPGA 
THDGPNSLLLYFTGATNILYTFGSHAVTVEIMHAMYRPVKFKYVYLFATLYIFTLTIPSSMAVYWAFGDS 
LLVNANALALLPKSAARDVAVLLMLIHQFITVGFAVTPLYFVWEKILGVHQTTNMLLRATCRVPVILPIW 
FFAIAFPFFGLINSVGGCLLVTFTVYIIPCLAHIVYFSNSSLRAPSVEKPPFFLPTWTAVYVVNIFVIVW 
IVAVGVGFGGWASVSVFIKQVQTFGVFAKCYQCPEAS* 
 
>Pp1_1_186135 
MKRLLWHGGSVWDAWFSAASNQVAQVLLTLPYSFAQLGFASGIAFQFFYGVIGCWSCYMITWLYVEYRTR 
KEREGVIFKNHVIQWFEVLDGLLGRNWKIVGLVFNCTFLLFGAVIQLIACASNIFLINDHLNKREWTYIF 
GACCMLTVLVPSFRNYRLWSFFGLIMISYTAWYMTIAALAHGQVANVVHSAPTTKVLYFTGATNILYTFG 
GHAVTVEIMHAMYKPVRFKFVYVFATLYVFTLTIPSAVAVYWAFGDDLLKHSNALSLLPRTMARDVAVVL 
MLIHQFITVGFAVTPLYFVWEKMIGIHNTKSLLLRAVSRMPVILPVWFFAIAFPFFGPINSTVGALLVTF 
TVYIIPCVAHMVVYRAATARQNAVEKPPFFMPSWVGVYLVNIFIVVWIIVIGIGWGGWASVTNFVQQIDT 
FGVFAPCYQCPPRAPVAATPPKLHA* 
 
>Pp1_1_60053 
MELQNQRLESDRNIPDPSMKGKINRLLWHGGSVGDAWFSAASNQVAQVLLTLPTSFAQLGYGSGVAFQVF 
YGIVGCWACYMISWLYMEYRIRKEREGHNFKNHIIQWFEVLDGLLGSRWKWVGLTFNCTYCLFGAVIQLI 
ACASNTFLINDHINKREWTYIFGAVSMLTIFIPSFKNYRIWSFFGLIMITYTAWYMTIASIIYGQTSGVT 
HNGPVSRVLYFTGATNILYTFGSHAVTVEIMHAMYKPSKFKYVFLLATLYVFTLTIPSAVAVYWAFGDTL 
LTHANALSLLPRSAARDVAVVLMLIHQFITVGFAVTPLYIMWEKMLGVHRSSRAWVVRALCRAPVMVPIW 
FFAIAFPFFGPINSMVGALLVTFTVYIIPCVAHMAFYRSAASRQSSVEKPPRFLPSWTAVYGGNIVLCVW 
ILVVGLGFGGWASVTNFIKQIETFGIFAECYQCPVKSVHSVANVSYHT* 
 
>Sm1_112710 
MGLQSLVALATHTGENNSYTEVEKDRQEQDGLVDNSMRALAKKLLWHGGSVYDAWFSCASNQVAQVLLTL 
PYSFSQLGIVWGVTFQVFYGLLGSWTAYLISCLYVEYRARKEKENVNFKNHVIQWFEVLDGLLGPYWKAA 

156



GFTFNCTFLLFGSVIQLIACGSNIYYISDRFDKRTWTIIFGACCMTTVLVPSFHNYRIWSFLGLGMTTYT 
AWYMTITALVHGKDPGVKHSAPNNLVQYFTGATNILYTFGGHAVTVEIMHAMWKPSKFKSVYLFSTLYVL 
TLTIPSATAVYWAFGDELLHNGNALALLPKNVFRDLAVVLMLLHQFITFGFACTPLYFVWEKIIGVHRSP 
RFLLRAAARIPVVIPIWFMAVIFPFFGPINSAVGSLLVTFTVYIIPCLAHMLTFRTAFARENAVEKPPFI 
MPSWAAVYVFNFFVVVWVFVVGVGFGGWASTVNFVHQIKTFGIFAKCYQCPNNSHRH* 
 
>Sm1_165624 
MGLQSLVALATHTGENNSYTEVEKDRQEQDGLVDNSMRALAKKFLWHGGSVYDAWFSCASNQVAQVLLTL 
PYSFSQLGIVWGVTFQVFYGLLGSWTAYLISCLYVEYRARKEKENVNFKNHVIQWFEVLDGLLGPYWKAA 
GFTFNCTFLLFGSVIQLIACGSNIYYISDRFDKRTWTIIFGACCMTTVLVPSFHNYRIWSFLGLGMTTYT 
AWYMTITALVHGKDPGVKHSAPNNLVQYFTGATNILYTFGGHAVTVEIMHAMWKPSKFKSVYLFSTLYVL 
TLTIPSATAVYWAFGDELLHNGNALALLPKNVFRDLAVVLMLLHQFITFGFACTPLYFVWEKIIGVHRSP 
RFLLRAAARIPVVIPIWFMAVIFPFFGPINSAVGSLLVTFTVYIIPCLAHMLTFRTAFARENAVEKPPFI 
MPSWAAVYVFNFFVVVWVFVVGVGFGGWASTVNFVHQIKTFGIFAKCYQCPNNSHRH* 
 
>Sm1_176094 
MVVEGKEEMVGNYTEMELDRKEQDGLVENNQNRVQGIKALFWHGGSVYDAWFSCASNQVAQVLLTLPYSF 
SQLGFASGIVFQIFYGLLGAWTAYLISWLYVEYRNRKEKENVSFKNHIIQWFEVLDGLLGPYWKAIGFGF 
NCTFLLFGSVIQLIACASNIYYINDSLSKRTWTYIFGACCMTTVLIPSFHNYRVWSFLGLGMTTYTAWYM 
TIAAIVHGQADNVKHTGASKLVLYFTGATNILYTFGGHAVTVEIMHAMWKPQKFKWVYLVATIYVFTLTL 
PSATAVYWAFGDNLLTKSNALALLPKNAFRDIAVFITFGFACTPLYIVWEKILGIHKTANLPVRALARVP 
VVLPIWFLAIIFPFFGPINSAVGALLVTFTVYIIPSLAHMITYRTAFARANSVEKPPFFLPSWTLVYLVN 
FFIVVWIAVIGVGFGGWASVTNFVHQIDTFGLFAKCYQCPPNKTGPPKH* 
 
>Sm1_439204 
MVVEGKEEMVGNYTEMELDRKEQDGLVENNQNRVQGIKALFWHGGSVYDAWFSCASNQVAQVLLTLPYSF 
SQLGFASGIVFQVFYGLLGAWTAYLISWLYVEYRNRKEKENVSFKNHIIQWFEVLDGLLGPYWKAIGFGF 
NCTFLLFGSVIQLIACASNIYYINDSLSKRTWTYIFGACCMTTVLIPSFHNYRVWSFLGLGMTTYTAWYM 
TIAAIVHGQADNVKHTGASKLVLYFTGATNILYTFGGHAVTVEIMHAMWKPQKFKWVYLVATIYVFTLTL 
PSATAVYWAFGDNLLTKSNALALLPKNAFRDIAFITFGFACTPLYIVWEKILGIHKTANLPVRALARVPV 
VLPIWFLAIIFPFFGPINSAVGALLVTFTVYIIPSLAHMITYRTAFARANSVEKPPFFLPSWTLVYLVNF 
FIVVWIAVIGVGFGGWASVTNFVHQIDTFGLFAKCYQCPPNKTGPPKH* 
 

AUX/IAAs 
 
>Co_c11109_c_s_1 
SLGYTTXSRXNHQLFGDVHGSSSPKPGNSSTSSSVSGSASMSATPSMSATPRRSLSTVCV 
PHVVRVVVDGHPGCYVVTIHPSSDYLRFYTSIREALTGCALRTPEKIPQHPPDSPQNVIP 
GGIIAYEDDEGDLLLVGDIPWRLFFQRVKRIRVVIQEPG-EEGS-TSPRHGREATEGRKI 
--SRGSRLFQHEDALDHNLYDMS-VSTTPTQRYCDHLLRNFQNKPVNIPPFKWETHPTCT 
RRDEPRPMDSGRRL 
 
>AtIAA10_At1G04100 
MNGLQEVCSSSGSVMIGLPAEEDENAAHSSEDSSCPDESVSETELDLALGLSIGRRKVRSSLSSSSSSLT 
RESGTKRSADSPAAASNATRQVAVGWPPLRTYRINSLVNQAKSLATEGGLSSGIQKETTKSVVVAAKNDD 
ACFIKSSRTSMLVKVTMDGVIGRKVDLNALDSYAALEKTLDLMFFQIPSPVTRSNTQGYKTIKETCTSKL 
LDGSSEYIITYQDKDGDWMLVGDVPWQMFLSVTRLRIMKTSIGAGVGK* 
 
>AtSHY2_At1G04240 
MDEFVNLKETELRLGLPGTDNVCEAKERVSCCNNNNKRVLSTDTEKEIESSSRKTETSPPRKAQIVGWPP 
VRSYRKNNIQKKNESEHEGQGIYVKVSMDGAPYLRKIDLSCYKGYSELLKALEVMFKFSVGEYFERDGYK 
GSDFVPTYEDKDGDWMLIGDPWEMFICTCKRLRIMKGSEAKGLGCGV* 
 
>AtAXR3_At1G04250 
MMGSVELNLRETELCLGLPGGDTVAPVTGNKRGFSETVDLKLNLNNEPANKEGSTTHDVVTFDSKEKSAC 
PKDPAKPPAKQVVGWPPVRSYRKNVMVSCQKSSGGPEAAAFVKVSMDGAPYLRKIDLRMYKSYDELSNAL 
SNMFSSFTMGKHGGEEGMIDMNERKLMDLVNSWDYVPSYEDKDGDWMLVGDVPWPMFVDTCKRLRLMKGS 
DAIGLAPRAMEKCKSRA* 
 
>AtIAA12_At1G04550 
MRGVSELEVGKSNLPAESELELGLGLSLGGGAWKERGRILTAKDFPSVGSKRSAESSSHQGASPPRSSQV 
VGWPPIGLHRNSLVNNQAMKAARAEEGDGEKKVVKNDELKDVSMKVNPKVQGLGFVKVNMDGVGIGRKVD 
MRAHSSYENLAQTLEEMFFGTGLYCFQMRTL* 
 
>AtIAA34_At1G15050 
MYCSDPPHPLHLVASDKQQKDHKLILSWKKPTMDSDPLGVFPNSPKYHPYYSQTTEFGGVIDLGLSLRTI 
QHEIYHSSGQYCSNEGYRRKWGYVKVTMDGLVVGRKVCVLDHGSYSTLAHQLEDMFGMQSVSGLRLFQME 
SEFCLVYRDEEGLWRNAGDVWNEFIESVERLRITRRNDAVLPF* 
 
>AtIAA5_At1G15580 
MANESNNLGLEITELRLGLPGDIVVSGESISGKKRASPEVEIDLKCEPAKKSQVVGWPPVCSYRRKNSLE 
RTKSSYVKVSDGAAFLRKIDLEMYKCYQDLASALQILFGCYINFDDTLKESECVPIYEDKDGDWMLAGDV 
PWEMFLGSCKRLRIMKRSCNG* 
 
>AtIAA18_At1G51950 

157



MEGYSRNGEISPKLLDLMIPQERRNWFHDEKNSVFKTEEKKLELKLGPPGEEDDDESMIRHMKKEPKDKS 
ILSLAGKYFSSSTKTTSHKRTAPGPVVGWPPVRSFRKNLASGSSSKLGNDSTTSNGVTLKNQKCDAAAKT 
TEPKRQGGMFVKINMYGVPIRKVDLSAHNSYEQLSFTVDKLFRGLLAAQRDFPSSIEDEKPITGLLDGNG 
EYTLTYEDNEGDKMLVGDVPWQMFVSSVKRRVIKTSEISSALTYGNGKQEKMRR* 
 
>AtIAA6_At1G52830 
MAKEGLALEITELRLGLPGDNYSEISVCGSSKKKKRVLSDMMTSSALDTENENSVVSSVEDESLPVVKSQ 
AVGWPPVCSYRKKNNEEASKAIGYVKVSMDGVPYMRKIDLGSSNSYINLVTVLENLFGCLGIGVAKEGKK 
CEYIIIYEDKDRDWMLVGDVWQMFKESCKRLRIVKRSDATGFGLQQD* 
 
>AtIAA15_At1G80390 
MSPEEYVRVWPDSGDLGGTELTLALPGTPTNASEGPKKFGNKRRFLETVDLKLGEAHENNYISSMVTNDQ 
LVGWPPVATAKTVRRKYVKVALDGAAYLRKVDLGMYDCYGQLFTALENMFQGIITICRVTELERKGEFVA 
TYEDKDGDLMLVGDVPWMMFESCKRMRLMKTGDAIGL* 
 
>AtIAA32_At2G01200 
MDPNTPADFFKGSSKFHTYYSQTKKGGGVIDLGLSLRTIQHETYLPPARMIGLDGYGELIDWSQPSYNSI 
TQLKSEDTGHRLAQGYYNNEGESRGKYAYVKVNLDGLVVGRKVCLVDQGAYATLALQLNDMFGMQTVSGL 
RLFQTESEFSLVYRDREGIWNVGDVPWKEFVESVDRMRIARRNDALLPF* 
 
>AtIAA8_At2G22670 
MSYRLLSVDKDELVTSPCLKERNYLGLSDCSSVDSSTIPNVVGKSNLNFKATELRLGLPESQSPERETDF 
GLLSPRTPDELLFPLLPSKDNGSATTGHKNVVSGNKRGFADTWDEFSGVKGSVRPGGGINMMLSPKVKDV 
SKSIQEERSHAKGGLNNAPAKAQVVGWPPIRSYRKNTMASSTSKNTDEVDGKPGLGVLFVKVSMDGAPYL 
RKVDLRTYTSYQQLSSALEKMFSCFTLGQCLHGAQGRERMSEIKLKDLLHGSEFVLTYEDKDGDWMLVGD 
VPWEIFTETCQKLKIMKGSDSIGLAPGAVEKSKNKERV* 
 
>AtIAA13_At2G33310 
MITELEMGKGESELELGLGLSLGGGTAAKIGKSGGGGAWGERGRLLTAKDFPSVGSKRAADSASHAGSSP 
PRSSQVVGWPIGSHRMNSLVNNQATKSAREEEEAGKKKVKDDEPKDVTKKVNGKVQVGFIKVNMDGVAIG 
RKVDLNAHSSYENLAQTLEDFFRTNPGTVGLTSQFTKPLRLLDGSSEFVLTYEDKEGDWMLVGDVPWRMF 
INSVKRLRVMKTSEANGLAARNQEPNERQRQPV* 
 
>AtIAA20_At2G46990 
MGRGRSSSSSSIESSSKSNPFGASSSTRNLSTDLRLGLSFGTSSGTQYFNGGYGYSVAAPAVEDAEYVAA 
VEEEEENECNVGSFYVKVNMEGVPIGRKIDLMSLNGYRDLIRTLDFMFNASILWAEEEDMCNEKSHVLTY 
ADKEGDWMMVGDVPWEMFLSVRRLKISRANYHY* 
 
>AtIAA16_At3G04730 
MINFEATELRLGLPGGNHGGEMAGKNNGKRGFSETVDLKLNLSSTAMDSVSKVDLENMKEKVVKPPAKAQ 
VVGWPPVRSFKNVMSGQKPTTGDATEGNDKTSGSSGATSSASACATVAYVKVSMDGAPYLRKIDLKLYKT 
YQDLSNALSKMFSSFTIGNYPQGMKDFMNESKLIDLLNGSDYVPTYEDKDGDWMLVGDVPWEMFVDSCKR 
IRIMKGSEAIGLAPRALEKCKNRS* 
 
>AtIAA19_At3G15540 
MEKEGLGLEITELRLGLPGRDVAEKMMKKRAFTEMNMTSSGSNSDQCESGVVSSGGDAEKVNDSPAAKSQ 
VVGWPPVCSYKKNSCKEASTTKVGLGYVKVSMDGVPYLRKMDLGSSQGYDDLAFALDKLFGFRGIGVALK 
DGDNCEYVTIYEDKDGDWMLGDVPWGMFLESCKRLRIMKRSDATGFGLQPRGVDE* 
 
>AtPAP1_At3G16500 
MEGCPRNREIGPKLLDLIPQGRKWYQEDKNNTDQEKKLELRLGPPGGDEEDHSAIKKKNTEIRNIKKETE 
DKSFHCFNGNFSPSNKTTSVPHISQKRTAPGPVVGWPPVRSFRKNLASTSSSKLGNESSHGGQINKSDDG 
EKQVETKKEGMFVKINMDGVIGRKVDLNAYNSYEQLSFVVDKLFRGLLAAQRDISDGQGEEKPIIGLLDG 
KGEFTLTYEDNEGDKMLVGDVPWQMFVSSVRLRVIKSSEISSALTFGCSKQEKMMH* 
 
>AtIAA31_At3G17600 
MEVSNSCSSFSSSSVDSTKPSPSESSVNLSLSLTFPSTSPQREARQDWPPIKSRLRDTLKGRRLLRRGDD 
TSLFVKVYMEVPIGRKLDLCVFSGYESLLENLSHMFDTSIICGNRDRKHHVLTYEDKDGDWMMVGDIPWD 
MFLETVRRLKITRPERY* 
 
>AtIAA2_At3G23030 
MAYEKVNELNLKDTELCLGLPGRTEKIKEEQEVSCVKSNNKRLFEETRDEEESTPPTKTQIVGWPPVRSS 
RKNNNSVSYVVSMDGAPYLRKIDLKTYKNYPELLKALENMFKVMIGEYCEREGYKGSGFVPTYEDKDGDW 
MLVGDVPWDMFSSSCKRLRIKGSDAPALDSSL* 
 
>AtIAA7_At3G23050 
MIGQLMNLKATELCLGLPGGAEAVESPAKSAVGSKRGFSETVDLMLNLQSNKEGSVDLKNVSAVPKEKTT 
LKDPSKPPAKQVVGWPPVRNYRKNMMTQQKTSSGAEEASSEKAGNFGGGAAGAGLVKVSMDGAPYLRKVD 
LKMYKSYQDLSDALAKMFSSTMGNYGAQGMIDFMNESKLMNLLNSSEYVPSYEDKDGDWMLVGDVPWEMF 
VESCKRLRIMKGSEAVGLAPRAMEKYCKNR* 
 
>AtIAA30_At3G62100 
MGRGRSSSSSSIESSCKSNPFGVSSSNTRNLSTDLRLGLSFGSSSGQYYNGGDNHEYDGVGAAEEMMIME 
EEEQNECNSVSFYVKVNMEGVPIGRKIDLLSLNGYHDLITTLDYMFNASILWAEEEDMCSEKSHVLTYAD 
KEGDWMMVGDVPWEMFLSSVRLKISRAYHY* 
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>AtIAA14_At4G14550 
MNLKETELCLGLPGGTETVESPAKSGVGNKRGFSETVDLKLNLQSNKQGHVDLNTNGAPKEKTFLKDPSK 
PPAKAQVVGWPVRNYRKNVMANQKSGEAEEAMSSGGGTVAFVKVSMDGAPYLRKVDLKMYTSYKDLSDAL 
AKMFSSFTMGSYGAQGMIDFNESKVMDLLNSSEYVPSYEDKDGDWMLVGDVPWPMFVESCKRLRIMKGSE 
AIGLAPRAMEKFKNRS* 
 
>AtIAA1_At4G14560 
MEVTNGLNLKDTELRLGLPGAQEEQQLELSCVRSNNKRKNNDSTEESAPPPAKTQIVGWPPVRSNRKNNN 
NKNVSYVKVSDGAPYLRKIDLKMYKNYPELLKALENMFKFTVGEYSEREGYKGSGFVPTYEDKDGDWMLV 
GDVPWDMFSSSCQKLRIMKGEAPTAL* 
 
>AtIAA11_At4G28640 
MEGGSASGSASALSNDENLVVSCEDSSSPIGNELELGLTLSLGRKGYRDCRVYADDSSSSSSSSSLSRAS 
VIAGIKRTADMAATSGQVVGWPPIRTYRMNSMVNQAKASATEDPNLEISQAVNKNRSDSTKMRNSMFVKV 
TMDGIPIGRKIDLNAHKCYELSNTLEEMFLKPKLGSRTLETDGHMETPVKILPDGSSGLVLTYEDKEGDW 
MLVGDVPWGMFIGSVRRLRIMKTSEATGKAMIL* 
 
>AtPAP2_At4G29080 
MSVSVAAEHDYIGLSEFPTMEATTMSDKTKTRDNNNGLNFKATELRLGLPGSESPERVDSRFLALNKSSC 
PVSGAKRVFSAINDSNKWVFSPGSTTATGDVGSGSGPRTSVVKDGKSTTFTKPAVPVKEKKSSATAPASK 
AQVVGWPPIRSFRKNSMASSSQKPGNNSETEEAEAKSGPEQPCLYVKVSMEGAPYLRKIDLKTYKSYLEL 
SSALEKMFSCFTIGQFGSHGGCGRDGLNESLTDLLRGSEYVVTYEDKDSDWMLVGDVPWEMFICSCKKLR 
IMKSSEAIGLAPRVMEKCRSRN* 
 
>AtIAA29_At4G32280 
MELDLGLSLSPHKSSKLGFNFDLNKHCAIEGAASCLGTEKLRFEATFGLGNVEENCYMPKQRLFALNGQP 
NEEDEDPLESSSIVYDDEEENSEVVGWPPVKTCMIKYGSYHHRHIRNHHHCPYHHRGRRITAMNNNISNP 
TTATVGSSSSSSISSRSSMYKVKMDGVAIARKVDIKLFNSYESLTNSLITMFTEYEDCDREDTNYTFTFQ 
GKEGDWLLRGDVTWKIFAESVHRISIIRDRCAYTRCLF* 
 
>AtIAA29_At5G25890 
MEEEKRLELRLAPPCHQFTSNNNINGSKQKSSTKETSFLSNNRVEVAPVVGWPPVRSSRRNLTAQLKEEM 
KKKESDEEKEYVKINMEGVPIGRKVNLSAYNNYQQLSHAVDQLFSKKDSWDLNRQYTLVYEDTEGDKVLV 
GDVPWEMFVSTVKRLHVLKTHAFSLSPRKHGKE* 
 
>AtIAA9_At5G65670 
MSPEEELQSNVSVASSSPTSNCISRNTLGGLKEHNYLGLSDCSSVGSSTLSPLAEDDKATISLKATELTL 
GLPGSQSPARTELNLLSPAKLDEKPFFPLLPSKDEICSSSQKNNASGNKRGFSDTMDQFAEAKSSVYTEK 
NWMFPEAAATQSVTKKDVPQIPKGQSSTTNNSSSPPAAKAQIVGWPPVRSYRKNTLATTCKNSDEVDGRP 
GSGALFVKVSMDGAPYLRKVDLRSYTNYGESSALEKMFTTFTLGQCGSNGAAGKDMLSETKLKDLLNGKD 
YVLTYEDKDGDWMLVGDVPWEMFIDVCKKLKIMKGCDAIGAAAPRAMEKSKMRA* 
 
>Pp_164608 
MKFSGEGSSVLTGAQLKYSSDKPNMNFETVCKDAHAESSQHEESSESGTTLKEHDYFGLSEVSSSNSSGDKQPEKGCSR
ELNLNESATALQLGPPAGLKPTGQSDVVLAEEEAAGPENPAKRPAYHLQQNSTVDVKKPVAEAVSTKNQRKIIEEFRAK
KAQDAKAMQSMQHNVRASYPGAQSVFPGAKNNGVKRGFSEAVGTNFNASSGAGGAVREGNCDMNRGEGVGGTEQP
ESKVNLHSMGMSRMAPGSGGQNGSAWRNINLEKMQGPLSTIFRKSLMSKITLQDAGDSSIKCSSDVINRNKAIAPASNE
QPLAQNQTGWPPVKNFNKNNTPAPPPSAPATACRSVPMPRRGASSSSSGNLVKIYMDGVPFGRKVDLKTNNSYEKLYY
TLEDMFQHYIVHGCGGRSSSCGDSHSLASSRKLNFLEGSEYVLIYEDHEGDSMLVGDVPWDWFIDAVKRLRIMKGSEQ
VNLAPKNPDSMKQGAVG* 
 
>Pp_219923 
MKFSNEVVHKSMNITEDCSALTGALLKYSTDKSNMNFETLYRDAAVESPQHEVSNESGSTLKEHDYFGLSEVSSSNSSS
GQPEKCCREELNLNESATTLQLGPPAAVKPSGHADGADAHDEGAGPENPAKRPAHHMQQESLADGRKAAAEMGSFKI
QRKNLEEFRAMKAQAHMTKSPKPVHTMQHNMHASFSGAQMAFGGAKNNGVKRVFSEAVGGNHIAASGVGVGVREG
NDDVSRCEENGTEQLDLKVHLPKGMGMARMAPVSGGQNGSAWRNLSFDNMQGPLNPFFRKSLVSKMPVPDGGDSSA
NASNDCANRKGMVSPSVQPPPAQNQTVGWPPVKNFNKMNTPAPPASTPARACPSVQRKGASTSSSGNLVKIYMDGVP
FGRKVDLKTNDSYDKLSMLEDMFQQYISGQYCGGRSSSSGESHWVASSRKLNFLEGSEYVLIYEDHEGDSMLVGDVP
WELFVNAVKRLRIMKGSEQNLAPKNADPTKVQVAVG* 
 
>Pt_171693 
SNNNNKNNNTSLNMKETELRLGLPGSQSPERKPTVPAAGVSLVGKDIDTNNTNAYSLIPVKNLVSGAKRVFSDAIDGST
GWVFSGGDNGNPQKSRVAGPAKKDVAQSPKPVQEKNSQVAAANENSSAPAAKTQVVGWPPIRSFRKNTMASSLAKN
NEDVDKSGYGYLYVKVSMDGAPYLRKVDLKTYGNYLELSSALEKMFGCFTIGQCGSHGLAARDGLTESCLKDLHGSE
YVLTFEDKGDWMLVGDVPWDMFTDSCRRLRIMKGSEAIGLAPRAMEKCKNRN 
 
>Pt_180980 
KNEKKRVFSELSGEANSTTDGRKTQTTSQVVGWPPVCSYRKKNSFNEKDSHETSKIYVKVSMDGAPFLRKVDLGMHK
EYSLVVALEKLFGCFGIGKALKDTDDCEYVPIYEDKDGDWMLVGDVPWEMFIESCKRLRIMKRSEAKGFGLQPRGALQ
Q 
 
>Pt_180995 
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KNEKKRVFSELSGEANSTTDGRKTQTTSQVVGWPPVCSYRKKNSFNEKDSHETSKIYVKVSMDGAPFLRKVDLGMHK
EYSLVVALEKLFGCFGIGKALKDTDDCEYVPIYEDKDGDWMLVGDVPWEMFIESCKRLRIMKRSEAKGFGLQPRGALQ
Q 
 
>Pt_205684 
MRFEETELRLGLPGNGGGGTEGGEFARKRGFSETVDLKLNLSSKEGGIDPNHEKTQREKNLLATDPAKPPAKAQVVGW
PPRSFRKNMLAVQKSSTDQESTDKVPGGNATFVKVSMDGAPYLRKVDLKMYKTYHELSDALGKMFSSFTIGNCGSHG
MKDFLESKLIDLLNGTDYVPTYEDKDGDWMLVGDVPWDMFVESCKRLRIMKGTEATGLAPRAMEKCKNRS 
 
>Os_IBCD000527 
MSVETERSSTESSAASGLDFEDTALTLRLPGSLAAAAAPDPDRKRSSPSSSDAADAADNSSPLAAAADAPPAPKARVVG
WPVRSFRKNALAAKFVKVAVDGAPYLRKVDLEAYSGYDQLLRALQDKFFSHFTIPIDGRKVAGKFADDERKLVDAVN
GTEYPTYEDKDGDWMLVGDVPWK 
 
>Os_IBCD000591 
MAWRRGFGEEDGAAAAGESGLELCLGLPAYFSSSSSSKPSEGSTAAPAFALRSNGTNASKPRAAAAAPVVGWPPVRSF
RRLASSSSSSSKQAPPPPSSSPQNGDKASKDGGAEKGMFVKINMDGVPIGRKVDLTAYGGYAQLSAAVDKLFRGLLAA
QSAADGEADAAAAGEMVGGGEYTLVYEDDEGDRMLVGDVPWQMFIATAKRLRVLKSSDLPPPSLMRAAGSRKRAA
ADS 
 
>Os_IBCD000843 
MSPPLELDYIGLSPPPPPPSSSSAAAARADDVDLKGTELRLGLPGSESPDRHPAAIAAAAATATTLELLPAKGAKRVFPD 
AALTPPTAAAGKGKAAREGEEVGAEEEDKKVAAPPQPAAKAQVVGWPPIRSYRKNTMATNQIKSNKEDVDAKQGQG
FLYVVSMDGAPYLRKVDLKTYKNYKDMSLGLEKMFIGFSTGKEGAENQKDGEYVLTYEDKDGDWMLVGDVPWEMF
TDSCRRLRIKGSDAIGLGCSQLRLVPLFVPKL 
 
>Os_IBCD001221 
MEECKGGGMSPSSSMDSSTHPALSTTSSAATARRDLSTDLRLGLSLSTSSSSSLLQAAAAAAAADDSIPSTPRNSQVHAD 
PPIKPFLRSALQKASAAGGGGARRRRTLFVKVYMEGVPIGRKLDLLLLDGYDSLLIKLCHMFKTPITYADVMECHQQVP
GKAAHVLTYEDQDGDWMMTLPEQRKEAQDCKDG 
 
>AtIAA33_At5G57420 
MNSFEPQSQDSLQRRFHQDNSTTQQPRDTTTPFIPKPASKNHNNSNSSSGAAGRSFQGFG 
LNVEDDLVSSVVPPVTVVLEGRSICQRISLDKHGSYQSLASALRQMFVDGADSTDDLDLS 
NAIPGHLIAYEDMENDLLLAGDLTWKDFVRVAKRIRILPVKGNTRQVKRNE- 
 
>AT3G24650 
MKSLHVAANAGDLAEDCGILGGDADDTVLMDGIDEVGREIWLDDHGGDNNHVHGHQDDDL 
IVHHDPSIFYGDLPTLPDFPCMSSSSSSSTSPAPVNAIVSSASSSSAASSSTSSAASWAI 
LRSDGEDPTPNQNQYASGNCDDSSGALQSTASMEIPLDSSQGFGCGEGGGDCIDMMETFG 
YMDLLDSNEFFDTSAIFSQDDDTQNPNLMDQTLERQEDQVVVPMMENNSGGDMQMMNSSL 
EQDDDLAAVFLEWLKNNKETVSAEDLRKVKIKKATIESAARRLGGGKEAMKQLLKLILEW 
VQTNHLQRRRTTTTTTNLSYQQSFQQDPFQNPNPNNNNLIPPSDQTCFSPSTWVPPPPQQ 
QAFVSDPGFGYMPAPNYPPQPEFLPLLESPPSWPPPPQSGPMPHQQFPMPPTSQYNQFGD 
PTGFNGYNMNPYQYPYVPAGQMRDQRLLRLCSSATKEARKKRMARQRRFLSHHHRHNNNN 
NNNNNNQQNQTQIGETCAAVAPQLNPVATTATGGTWMYWPNVPAVPPQLPPVMETQLPTM 
DRAGSASAMPRQQVVPDRRQGWKPEKNLRFLLQKVLKQSDVGNLGRIVLPKKEAETHLPE 
LEARDGISLAMEDIGTSRVWNMRYRFWPNNKSRMYLLENTGDFVKTNGLQEGDFIVIYSD 
VKCGKYLIRGVKVRQPSGQKPEAPPSSAATKRQNKSQRNINNNSPSANVVVASPTSQTVK 
- 
 
>AtMP_AT1G19850 
MMASLSCVEDKMKTSCLVNGGGTITTTTSQSTLLEEMKLLKDQSGTRKPVINSELWHACAGPLVCLPQVGSLVYYFSQ
GHEQVAVSTRRSATTQVPNYPNLPSQLMCQVHNVTLHADKDSDEIYAQMSLQPVHSERDVFPVPDFGMLRGSKHPTEF
FCKTTASDTSTHGGFSVPRRAAEKLFPPLDYSAQPPTQELVVRDLHENTWTFRHIYRGQPKRHLLTTGWSLFVGSKRLR
AGDSVFIRDEKSQLMVGVRRANRQQTALPSSVLSADSMHIGVLAAAAHATANRTPFLIFYNPRACPAEFVIPLAKYRKA
ICGSQLVGMRFGMMFETEDSGKRRYMGTIVGISDLDPLRWPGSKWRNLQVEWDEPGCNDKPTRVSPWDIETPESLFIFP
SLTSGLKQLHPSYFAGETEWGSLIKRPLIRVPDSANGIMPYASFPSMASEQLMKMMMRPHNNQNVPSFMSEMQQNIVM
GNGGLLGDMMQQPLMMNQKSEMVQPQNKLTVNPSASNTSGQEQNLSQSMSAPAKPENSTLSGCSSGRVQHGLEQSM
EQASQVTTSTVCNEKVNQLLQKPGASSPVQADQCLDITHQIYQPQSDPINGFSFLETDELTSQVSSFQSLAGSYKQPFILS
SQDSSAVVLPDSNSPLFHDVWDTQLNGLKFDQFSPLMQQDLYASQNICMSNSTTSNILDPPLSNTVLDDFCAIKDTDFQ
NHPSGCLVGNNNTFAQDVQSQITSASFADSQAFSRQDFPDNSGGTGTSSSNVDFDDCSLRQNSKGSSWQKIATPRVRTY
TKVQKTGSVGRSIDTSFKDYEELKSAIECMFGLEGLLTHPQSSGWKLVYVDYESDVLLVGDDPWEEFVGCVRCIRILSP
TEVQQMSEEGMKLLNAGINDLKTSVS* 
 

ESM1 
 
>ESM1_AT3G14210 
MADNLNLVSVLGVLLVLTIFHNPIIVYAGEGVPNVALFTFGDSYYDAGNKVFLSQRKDLPQTYWPYGKSR 
DYPNGKFSDGHIVPDFIADFISIPNGVLPPVLKPGVDISRGVSFAVADASILGAPVESMTLNQQVVKFKN 
MKSNWNDSYIEKSLFMIYIGTEDYLNFTKANPNADASAQQAFVTNVINRLKNDIKLLYSLGASKFVVQLL 
APLGCLPIVRQEYKTGNECYELLNDLAKQHNGKIGPMLNEFAKISTSPYGFQFTVFDFYNAVLRRIATGR 
SLNYRFFVTNTSCCGVGTHNAYGCGKGNVHSKLCEYQRSYFFFDGRHNTEKAQEEMAHLLYGADPDVVQP 
MTVRELIVYPTGETMREYWEPNNLAIRRRPSRDFYLGLAAYY- 
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>APE2_AT5G46110 
MESRVLLRATANVVGIPKLRRPIGAIHRQFSTASSSSFSVKPIGGIGEGANLISGRQLRP 
ILLLDSSAINGGEKREILKPVKAAAAEGGDTAGDAKVGFLAKYPWLVTGFFFFMWYFLNV 
IFNILNKKIYNYFPYPYFVSVIHLFVGVVYCLISWSVGLPKRAPIDSNLLKVLIPVAVCH 
ALGHVTSNVSFAAVAVSFTHTIKALEPFFNAAASQFIMGQSIPITLWLSLAPVVLGVAMA 
SLTELSFNWLGFISAMISNISFTYRSIFSKKAMTDMDSTNVYAYISIIALFVCIPPAIIV 
EGPKLLNHGFADAIAKVGMTKFISDLFWVGMFYHLYNQLATNTLERVAPLTHAVGNVLKR 
VFVIGFSIVIFGNKISTQTGIGTGIAIAGVAMYSIIKAKIEEEKRVTRKESIESS- 
 
>Phypa1_1_121592_e_gw1.36.122.1 
MLLFCPFSSAAPANFVFGDSLVDIGNNNFLVLSLAKANLYPNGIDLGNGVPTGRFCNGRTVPDIIFEKLG 
VPIPKEYLNPTTRGSVILNGVNYASGAGGILDSTGSNYIQRLSFNKQLSYFQKTKEDITNMIGPQRTEKL 
LNDAIFVVVFGSNDYINNYLLTNSATSQQYTPSKYQDLLISTFHGQLSTLHNLGARKFVVTDLGPLGCLP 
SQIVRNNTVGTCLDYINDYAKNYNAALKPMLNQLTSALPGSIFCYGEVNAAIQQFITNRPNYGFDVINAG 
CCGLGPLNGQLGCLPGANLCTNRINHLFWDPFHPTDSANAILAERFFSGGPDAISPYNIQQLVSM* 
 
>Phypa1_1_137114_e_gw1.135.40.1 
MDYAAVPAIEVNGIRFKEIFSFGDSYLDIGNRDPKNFTRTPVGPVNQAWINPYGLTNPAVPTGRFCDGQV 
FSDILADYIGLHPRPYILYEERPSTRKEDGMNFAVGGSGVKDNLGFTKTRDQIAQLKTVINSGVYSETVY 
KESLILFTISGNDYYAFLRNSQVIGLAEIGIFIVAVVNQLVEDLKTLYNMGFRNFAVSTLPPLGCLPGVS 
AFTGSLSCLEVANVVSTTHNSLLKAMLTNSSSILAAANLIILDNELAFREILLNQIQTQFTSGLKACCKG 
SGSFNLCGDVDKATRTPLYTLCSANTISTYFFWDEVHPTQAGWRSVFNLFLGGEPFSFTNGKSLVQFLST 
* 
 
>Phypa1_1_189874_estExt_gwp_gw1.C_1380072 
MEGNKWSLWLPSAILFQIVSVILTAVYVHGASVPALYVFGDSTVDCGTNNYINTTQAFRGNFPPYGKDFF 
KNPTGRFSNGRVIVDFIVEYAGKPLIPPFLEPNADLSHGANFGSGGAGVLVETNEGHVVDLQTQLRQFLH 
HKAEVTEKSGQAFAEELFSDAVYIVSIGSNDYLGGYFGNPKQQEKYTPEQFVRAVATSIVESIKILYSSG 
ARKIVVFDLGPMGCLPALRDLEETRSCSAPVSAVAAAHNDAVKGALSQLGQFLPGLTIVTTNFYKFFSER 
LENPSQYGYVSVDEPCCGAGPCEGRCGVHEGHPSKPECQHCSDANTYVWWDPYHPSETVHHQFAQTVWNG 
TSPYIEPVAMLHLFKQKAEAHGNYADKLDLFVGDPLQQLVSESMLMT* 
 
>Phypa1_1_206513_estExt_Genewise1.C_340087 
MASLENQQWLVILVIGVVMAITLSATGVEAQGKKTPATFIFGDSLVDVGNNNYIFTLAVADHKPYGIDRA 
DKVPTGRFCNGKIIPDLVNDYLGTPYPLPVLAPEATGANLLHGVNYASAGAGILEDTGSIFIGRVTISQQ 
FGYFQKTKQQIELIIGQPAADELIHNAIYSFTVGGNDFVNNYMAVTTSTSRKYTPSQYQDLLINNFHGQL 
KTAYGLGMRKFIVSNMGPIGCAPSVLSSKSQAGECVQEVNNYALGFNAALKPMLQSLQAELPGSIFIYAN 
AFDIVRGIIADPLKYGFTEPVTTACCGAGQYNGIDGSCRTIGHLCPDRTKSVFWDAFHPTEKVNKICNDQ 
FLHGGLDAISPMNVAQLLAM* 
 
>Selmo1_174517_estExt_Genewise1Plus.C_260019 
MQKLLALSLIVLLAAAETSHAKHRNGGRGGRGGRGAKAIFIFGDSLVDSGNNNYLNSLAKANFAPNGEDW 
PNHLGTGRFCNGRLVADYISEYMGTEPVLPILDPKNTGRNLLRGANFASAGSGILDDTGAMFVQRLRVSE 
QYNLFRRYKGQLASFVGGRAADRIVAAGLYSFTIGGNDYINNYLQPLSARARQYTPPQYNTLLVSTFKQQ 
LKDLYNMGARKISVGNMGPVGCIPSQITQRGVNGQCVQNLNEYARDYNSKLKPMLDELNRELRGALFVYV 
NAYDILSDLVSNPGKNGFTVSNSACCGQGNYNGLFICTAFSTICNDRTKYVFWDPYHPTEKANILIAQQT 
LFGGTNVISPMNLRQLLALP* 
 
>Selmo1_232422_fgenesh1_pm.C_scaffold_26000003 
MFVFGDSLVDAGNNNFINSIARANFAPNGIDFPNSAPTGRFCNGKIISDLLSDYMGTPPILPVLDPQAKG 
QNLLLGVNFASAGAGILDDTGTIFIQRLTMTDQFRLFRKYKSDLAAVAGASAAAKLISDGIYSFTVGGND 
YINNYLLLFAQRARQYTPSQFNALLIATLRNQLKTVYSLGARKVTVSNMGPIGCIPSQLQRSSRAGECIQ 
ELNDHALSFNAALKPMIEGLNRELKGATFVYVNSYDILNEYIQNPSKYGFQYTNMACCGQGSYNGLLTCT 
GLSNLCSDRTKYVFWDAFHPSESINRLITNRLLNGPPSDLSPFNVKQLIAMST* 
 
>Selmo1_65725_gw1.4.1361.1 
AAARAMFVFGDSLVDAGTNVFIAGVPNAANFDPYGETFFLKPTGRFSNGKIVPDFLAGLLGLALLPPFLK 
PGSNFSQGANFASSGSEILDSTNNPDNDLIPLNAQVRQFQEFVKRRKPRELSIPASIFLLVTGSNDLLGG 
YLLNGSAQQAFNPQQYVDLLLGEYQKSLLALHRSGARKIVITGIGPLGCTPSLRLLQEITNNATGCLEES 
NELALAFNTKLAQLFQELTKNLTDAKIILVKPYDFFLDMINNGTKYGFEETQKNCCGGGAYNAMIPCGRD 
APFLCHVPSKYLFWDFHPTHQAARFISDQVWGGAPAFVEPLNLRAL 
 
>Selmo1_73430_e_gw1.0.1307.1 
MEQRGVPKFQLFLAFVLSNAACLLHAANVPALFIFGDSLIDVGNNNYINSLAKADVRYNGIDYNHGVPTG 
RFCNGRTIPDFLGEYLEVPPPPAYLTPNLTIKDISRGLNYASGAGGVLDATGANYIARLSFNQQLVYFAG 
TKQRYVTELGMDAANKFLADSIYMVAFGANDYINNYLVTFSPTPSLYNTSQFQDMLISTYSQQISRLYDL 
GARKMVVFGVGPLGCIPNQLMRTTDQKCNPQVNSYVQGFNAALQRQLSGILLKQLPKVRFAYAHGYDRFI 
DMVKSPASYGFKVTDEGCCGLGRLNGLLACMPISNLCSNRKEYLFWDPFHPTEAANMVIATDFYNGTTAY 
ASPINVEELASVSAVV* 
 
 

ESP 
 
>ESP_AT1G54040 
MAPTLQGQWIKVGQKGGTGPGPRSSHGIAAVGDKLYSFGGELTPNKHIDKDLYVFDFNTQTWSIAQPKGD 
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APTVSCLGVRMVAVGTKIYIFGGRDENRNFENFRSYDTVTSEWTFLTKLDEVGGPEARTFHSMASDENHV 
YVFGGVSKGGTMNTPTRFRTIEAYNIADGKWAQLPDPGDNFEKRGGAGFAVVQGKIWVVYGFATSIVPGG 
KDDYESNAVQFYDPASKKWTEVETTGAKPSARSVFAHAVVGKYIIIFAGEVWPDLNGHYGPGTLSNEGYA 
LDTETLVWEKLGEEGAPAIPRGWTAYTAATVDGKNGLLMHGGKLPTNERTDDLYFYAVNSA- 
 
>ChlNC64A_1_19060_e_gw1.2.231.1 
MRWVELASKGDVPQARSSHSITAVGDRLYLWGGESAPRVPISTDMHAYDMQAAQWSLVQAQGTPPSLRNA 
HAAAAIGAGIYIFGGRSGIDIGEGSLNDLHRFDAESATWVEVRPASEAVPPKRSYHAMAAAQGRLYVFGG 
CGEGSTGRLNDLWEFDLSTATWRQLPSSDAIKASGNRTLGRGGAGFAAVPCALFVVAGFAGQEMGDVHRQ 
GRGAGPPGGSSSCGHDQPVALPARSVCAVAAHGCAGCLHSNHIVVFGGEVDPSTQGHAGAGCYSADTFCL 
DTACGHWHSISAGGQPPSPRGWLAATACGTGVVVHGGNSASNQRLADMFLLEMH* 
 
>Chlre3_119172_e_gwW.27.78.1 
MWRKLPQDGSVPIDRSSHSITVIGNKVYLFGGEHDPRVPVGNELYEYDMATGTWRVVEAKGEAPPPRVAH 
AAAAVGSTLYVFGGRWMGEGASNQLHAFDTATATWRLLATSGPAPAERSYHTMTSMGNKLYVFGGCGEKG 
RLNDLHQFDTTTNTWSPLAVPSAEAVPGRGGSCLLPGAVGGGKPPQLYVVAGFCGRELDDMHVYRRAGLG 
LRVWAPGKKGHCRPAVCSARACTSHAGAVLVYGGEVDPSDKGHDGAGDFCASLMEYGAAAAAGSWRPLEA 
GGESPGPRGWFAAATTPDGRLLLHGGLDGNNQRLGDMFVLDVHAAA* 
 
>Chlvu1_69839_fgeneshCV_pm.C_scaffold_13000007 
MKWDKLDQAGQVPLSRSSHTITFIKKVTGKAYVFGGEHEPRTPIDSQIHAFDLDSRTWDPVQCSGDAPCP 
RVAHSAAPVGHTIYIFGGRPGIEMGEGSMNDLYGFDTKLRKWSKVEAEGPPPEARSFHAMVASGRLNDLH 
IFDTESQKWLQMPSSPDIKGRGGAGLVASADGGSLFVVGGFAGHELNDVHRFDLGSRTWDCPACCSGEGA 
ADRSLLPARSVFGVLFGGEVDPSDKGHAGAGQFSSDKFCLDTAKGGAGWHMLAAAGSPPTPRGWFAATAV 
PGGMLVHGGNSPSNERLQDMYILDLHSEG* 
 
>MicpuC2_18187 
MAPDPHHVTWRARSPANAPIARSSHGASVINNTLYVFGGEHVARTPIDSVVHALDLTDPNAAFVAIDGGA 
NAPPPRVGHAQASIENVFYVFGGRRGVEMNESPLNDLWAFDVESREWTDLSGGAGDVPCPRSFHVATAAR 
GKLYVFGGCGPADAGRLADLHEYDVASKTWTKLPGSDAIESRGGAGFSSTTDGSTLVIAGGFAGREMKDI 
HAYDIASKTWRARPAPAPLRPRSVWPVMAFTCYGDHVIGFGGEVDPSERGHDGAGGFANDVVAIEVRTGD 
AKTLPLGRGGLGAGVGGGDGEEETAVPAPRGWTAAAEWRREGAIVLFGGLSGSDAAPERLGDVQIGYIDR 
GGLLA* 
 
>Ostta4_34059_0700010412 
MARASSGASVTPNVTSQVRDRFGTNPGGRAGHAGCATADGRAIVVGGRSTTGDRMYLADVWELDLRRVNS 
STTERRMVWTMLHDGVSPGMVPSGRSGSAAVVVRGDVYVFGGYSSALRGDLDDLWVFNRTSGSWSELSPV 
DGYKPPGRSGASVSAPEGEAGGALVVYGGNGRNDVWEYDVDANRWTMIKENTASSMSGVGSARMGATVIL 
AIFVASLA* 
 
>Volca1_82875 
MRWTRLPQAGTLPVERSSHSITVVGDKIVLFGGEHDPRVPISSELYAYSFTDGTWRVLDAIGEPPSPRVA 
HSAAAIGNTLYIFGGRSGLDMGEGASNDLYAFDLETSTWSQLQPKGDLPPKRSYHTMTAVGTKLYVFGGC 
GEEGRLNDLHEYDVTTETWRPLAKPPAEAVPGRGGSCLVAARKPGGEVDEPLLYVIAGFCGRELDDMHVY 
SIAEDAWCGASCPSCGPSAAAEEKLSARSVFGAGVHSCDLGECGHRNVVLVYGGEVDPSDKGHDGAGDFC 
SSLVEFGSGARACGGGEGKGHGAGWRVMEAGGDSPGPRGWFASATTSDGRLVIHGGLDGNNERLGDLYVL 
DVHAN* 
 
>Selmo1_79877_e_gw1.3.775.1 
MDFFFLSFQITQQEGAPKARSSHAVAVVGSKAYVFGGEFEPRVPIDNKVHVFDLRQRSWAVAELRGEIPS 
ARVGVAMAAAGNTIFVFGGRDEQHQELNEFFSFDTVTGEWRLLSAEETSPPHRSYHTLAADKQGKNIYTF 
GGCGKAGRLNDLWVFNIESSTWKKLPESSTLTPRGGPGLAVVNGAVWVIFGFCGDELTDVHRFDIASQTW 
EEVQVSCSSLQKPIGRSVFGTSCVGNKIFLYGGEVDPSDLGHLGAGAFTDELLVLDTEKLAWEKPRLEGK 
HPGARGWYAAAGFENSMLVYGGNSATNDRLDDMFLLSVRA* 
 
>Phypa1_1_169924 
MATSLRVKWREVTQPAGAPVARSSHAVAVVGKKAYVFGGEFEPRVPLDNDVHVFDLETQQWCVMETSGDK 
PSPRVGVGMAAVDSIVYIFAGRNKDHEELNEFYALDTTNGVWKLLSSGSESPPHRSYHAVAAHEHRKQVF 
TFGGCGKNGRLNDLWCFDIANGVWEQLPSPTPESNLIPRGGPGLVAVRDHVWIIFGFCGHELSDIHRFNL 
DEQTWEEVQCTGEKPTGRSVFGTATIGSKIVLYGGEVDPSDQGHMGAGAFSSEVLVLDAYHLSWSRPDVS 
VEGERDPGARGWYAAAAFGNSMLVYGGNSDSNDRLDDIFVLSLEE* 
 
>AT4G04670.1_ReBlastOutgroup 
MDFEKRKAATLASIRSSVTDKSPKGFLDEPIIPLLETINHHPSYFTTSSCSGRISILSQP 
KPKSNDSTKKKARGGSWLYITHDPADSDLVISLLFPSKSNQIDPIDQPSELVFRFEPLII 
AVECKDLGSAQFLVALAISAGFRESGITSCGDGKRVIIAIRCSIRMEVPIGDTEKLMVSP 
EYVKFLVDIANEKMDANRKRTDGFSVALASNGFKNPDENDVDEDDNYENLAANHDSSINN 
GNLYPGVQKELIPLEKLSIVGEPVEKLHLWGHSACTIDESDRKEVIVFGGFGGFGRHARR 
NESLLLNPSCGTLKLIAVNESPSARLGHTASMVGDFMFVIGGRADPLNILNDVWRLDIST 
GEWSSQRCVGSEFPPRHRHAAASVGTKVYIFGGLYNDKIVSSMHILDTKDLQWKEVEQQG 
QWPCARHSHAMVAYGSQSFMFGGYNGENVLNDLYSFDVQSCSWKLEVISGKWPHARFSHS 
MFVYKHTIGIIGGCPVSQNCQELTLLDLKHRLWRSVRLEFMNKELFVRSTASILGDDLIV 
IGGGAACYAFGTKFSEPVKINLVQSVTMSENHLPPQPEDVSLESNKNNADLKTETSLSQP 
WVIQLERKYAKFGKDILKSFGWLDLERKVYSNEKGLCICFPVTENFSELFHEKQLLGKDF 
ERSEENNLTKGLSLKDISCSAALNLLKEHGAKKLINVAFEAKKVAKSPLQRMREDITSIL 
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KQKGLPEELLDELPQKWERLGDIVVVPATSFKDPTWSSINDEVWCAVSKSLSANRLARQG 
RVEPNGTRDSTLEILVGDNGWVNHRENGILYSFDATKCMFSWGNLSEKLRMGNMACENEV 
VVDLFAGIGYFVLPFLVRAKAKLVYACEWNPHAIEALRRNVEANSVSERCIILEGDNRIT 
APKGVADRVNLGLIPSSEGSWVTAIQALRPEGGILHVHGNVKDSDESSWGEHVTKTLSDI 
ARAEGRSWEVTVEHIEKVKWYAPRIRHLVADVRCR- 
 
>Ostta4|1600|gw1.13.00.93.1 
LGKVSESKTTGARKTERKSERNAEKNHRRLERGLIEDDIDAILNAMTIEDARRAEVEVERDVVKPCARGH 
ASLTSTTTQRPNEMILYGGERVAPGSEKCEVFGDLHRYDVGKDRWTRVTNAKMPHPRSGHQALCHGNYLY 
VFMGEFTSPNQERFLHHRDAWRFDLETNIWEQLPTKGGPSARSGHRIATWGKKAIMFGGFYDNGRDVKYY 
NDVWEFDLEKCEWKCRCVGGEGALGPSPRSACHVGVHGDEFVLYGGYCKNVDDDENDDERSERGTTFSDA 
WSLNLKTWKWEKLKRQGLAPSARAGSSSAMHALKKRLVLFGGVVDHEVKNGDVIVSEFFTDTYNLNMEAK 
KWFPVTLYGDDKTKTHKAGSLEEAERVAAGETLPRPRGRINAAISIKANSMYLFGGVIELGDVEVSLDDI 
WKLDLGARPKWTCISPLSEECQNALTGGGAESESDDDEDGSESD 
 
>Ost9901_3|32404|eugene.0700010001 
MSRAHDADGVEDAVLFDEDKTLLLDALERQASRGPCQGTRPWDLWDPAGALAYDAWSMLGNISPERAMEL 
YCEVISSRYADWFDMLVRGMSEKQKRAMIATAKECALEYYRALASGALGESARLAQTKDARRALAFNSST 
GPTAFLDEMFASAADDEFVRLPILSKVSPRARSGHMSAVVDGDTIFFSHGRGSRSRLLGDLWAFDLATGA 
WAERKLQWPGSTCAGAASATIGSKLYAFRGKSADDCDVDGVYSLTVSAIDLTADYASKDFKWTHVRCETS 
DEVSTPPRARSGHTSTAIGDRIFIFGGVDAKTGDDLDELWEFTPTTTVWKKLANGTRPRSSHAATSVDER 
YLLVCGGSTGNELCDCGAVDVYDVVKGEWGTVDGDNEDGDRPSPRAAHASVAIGNQWFVIGGGDNENATQ 
DAYTFDLRACVDERKCRWTLFAESCALIGKEGMSASAVVSPSSKRVFLLLHGGLNEKGAVCDTIACRLAP 
LASH* 
 

 
GH3s 
 
>SCPL50_AT1G15000 
MEQATTLFILLSTLLLAVSVESPQPPLFPDEALPTKSGYLPVKPAPGSSMFYAFYEAQEPTTPLPDTPLL 
VWLQGGPGCSSMIGNFYELGPWRVVSRATDLERNPGAWNRLFGLLFVDNPIGVGFSIAASQQDIPTNQRQ 
VAEHLYAALVEFLEQNPSFENRPVYFTGESYAGKYVPAIGYYILKEKPNGKVNLKGLAIGNGLTDPVTQV 
QTHAVNVYYSGLVNAKQRVELQKAQEISVALVKSQKWREAADARTELLTLLSNMTGLATLYNTARAIPYR 
TDLVVDLLNQREAKRVLGVSETVRFEECSDEVEDVLRADVMKSVKFMVEYALERTQVLLYQGMLDLRDGV 
VSTEEWMKTMNWSGLGMFSTAERRVWKDEDGVVAGYVQRWGNLCHVAVTGAGHFVPTDKAVNSRDMIEGW 
VLGKGLFGGKDVKQTTSSSLYHSI 
 
>AT1G23160 
MSLTSDLSEKSSDKMKVLEDLTSNVTQIQDNVLEEILTLNANTNYLQKFFLGSFDKESFKKNVPVVTYED 
VKPYIERVVNGEPSNVISARPITGFVLSTGTSGGAQKMMPWNEKYLDNLTFMYDLRMHIISNNVKDVEKG 
KAMMFYFTKLESITPSGLPARVASSSYLKSNYFKNRPSNWYYSYTSPDEVTLCPDNKQNLYCHLLCGLVQ 
RNEVTRMGSIFASVMVRAIKFLEDSWEELCSNIRSGQLSEWITDIGCRDSVSLVLGGPHPEAADTIEQIC 
NQKCWKGIITRLWPKAKYIETIVTGSMVQYVPTLNYYSNNMLPLISTIYASSETQFGLNLNPMCKPEDVS 
YTFMPNVSYFEFIPVDGDKNDVVDLADVKLGCCYEAVVTNFSGLYRIRVGDILVVTGFHNKAPQFRFIRR 
DNVVLSIDLDKTNEDDLFKAVNNAKLTLDSSHLMLIDFTSYADISTIPGHYVVYWEVKNKNEDKKSKKHI 
ELKEETFSECCLLMEDSLDSVYKICRFKEESVGPLEIKVVRQGTFDSLMDYFISQGASIGQYKTPRCIKS 
GKALEVLEENVVATFFST 
 
>GH3.17_AT1G28130_GH3.17 
MIPSYDPNDTEAGLKLLEDLTTNAEAIQQQVLHQILSQNSGTQYLRAFLDGEADKNQQSFKNKVPVVNYD 
DVKPFIQRIADGESSDIVSAQPITELLTSSGTSAGKPKLMPSTAEELERKTFFYSMLVPIMNKYVDGLDE 
GKGMYLLFIKPEIKTPSGLMARPVLTSYYKSQHFRNRPFNKYNVYTSPDQTILCQDSKQSMYCQLLCGLV 
QRSHVLRVGAVFASAFLRAVKFLEDHYKELCADIRTGTVTSWITDSSCRDSVLSILNGPNQELADEIESE 
CAEKSWEGILRRIWPKAKYVEVIVTGSMAQYIPTLEFYSGGLPLVSTMYASSECYFGINLNPLCDPADVS 
YTLLPNMAYFEFLPVDDKSHEEIHFATHSNTDDDDDALKEDLIVNLVNVEVGQYYEIVITTFTGLYRYRV 
GDILKVTGFHNKAPQFRFVQRRNVVLSIDTDKTSEEDLLNAVTQAKLNHLQHPSSLLLTEYTSYADTSSI 
PGHYVLFWELKPRHSNDPPKLDDKTMEDCCSEVEDCLDYVYRRCRNRDKSIGPLEIRVVSLGTFDSLMDF 
CVSQGSSLNQYKTPRCVKSGGALEILDSRVIGRFFSKRVPQWEPLGLDS 
 
>AT1G48660 
MSLSVELKDLEVLTTNAKQIQDDVLKEILTLNANTEYLKRFLDGSSDKELFKKNVPVVSYNDVKPYIERV 
ANGEPSDVISGGTITRFVQSTGTSGGIHKIFPVNDKYIENLGYLLAVSSLITSNDKVDEKGKKMAFLYNR 
LESKTPSGLALSSSFTSYFMSDYFKNRSSKCNSEYTSPDQVILCPDNNQSVYCHLLCGLSQREKVVGVSA 
TFAHALIKAINALQIYWKELSSNIRSGHVSEWITDLDCKNAVSAILGGPDPELADVIEQECSHKSWEGII 
TRLWPKAKFIECIVTGQMAQYIPTLDFYSNKLPIVSMVYGSSESIFGVNVDPLSKPQDVSYTFLPNISYF 
EFLPIDHEEDMNTIVDLVGVKLGCYYETVVTSYFGLHRYLIGDILQVTGFYNNTPQFRFVRRKNIVLSVN 
SEATTEQDILKGLASATLVLESSNSMLTGFTCYADISSFPGHYVFYWELKAKDVDDVVELDENVLEECCY 
ALEESFDALYKRLRSKEGSIGALEIKVVQQGTFDSLMEYFISKGGSVAQYKTPMCINSSETLAVLEDKVI 
ARFYSQKSPPLNL 
 
>AT1G48670 
MMNPSLNLMDLEELTSNAKQIQEDVLEEILTLNANTEYLHRFLHGSSDKVLFKKNVPVVTYDDVKPYIER 
VANGEPSDVISGGPITMFLRSTGTSGGKQKVFPVNDKYIEKLGYVIALRSLAMSKHFDSGGEQGKAMEFH 
CTKPPSATPSGLPRDEVVRVGAAFAFVLVRAIDFLEKHWKELCSNIRSGHVSEWITDLEGRNAVSTILRG 
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PDSILADVIEQECSHKSWEGIITRLWPKAKYIDCIITGQMSQYIPMLEFYSNKLPIVSTTYGSSESTFGM 
NVDPLCKPQDTSYTCAPNISYFEFLPVDHKGDMASIVDLVDVKLGCYYEPVVTNYFGLHRYLIGDILQVT 
GFYNNTPQFRFVHRKNVVLSVRSETTTEEDILKALNHVGLVLESSDLMLMGFTCYADISTFPGHYVFYWE 
LKAKDVQDVFELEEKVMVKCCSLLEESFDEVYRKNRSKDECIGPLEIRVVQQGTFDSLMEYFISQGGSIA 
QYKTPICINSSEALAVLENKVLARFFSEKSPPLDS 
 
>AT1G48690 
MSLRFELKDLEELTSNVKQVQDDLLEEILQINANTEYLCQFLHRSSSKELFKKNVPVVSYDDVRPYIERV 
ANGEPSNIFTGETITNFFLSSGTSGGKQKIFPVNNKYFENMIFIHALCSSTISKYIDGIGEGKVMAFLNT 
RPFSKTPSGLPVAPLSTSFAMSDYFKNRPSKCYISPDEVILCVDNRQNMY 
 
>GH3.4_AT1G59500 
MAVDSLLQSGMASPTTSETEVKALKFIEEITRNPDSVQEKVLGEILSRNSNTEYLKRFDLNGAVDRKSFK 
SKVPVVIYEDLKTDIQRISNGDRSPILSSHPITEFLTSSGTSAGERKLMPTIEEDINRRQLLGNLLMPVM 
NLYVPGLDKGKGLYFLFVKSESTTSGGLPARPALTSYYKSDYFRTSDSDSVYTSPKEAILCCDSSQSMYT 
QMLCGLLMRHEVNRLGAVFPSGLLRAISFLQNNWKELSQDISTGTLSSKIFDHAIKTRMSNILNKPDQEL 
AEFLIGVCSQENWEGIITKIWPNTKYLDVIVTGAMAEYIPMLEYYSGGLPMASMIYASSESYFGINLNPM 
CKPSEVSYTIFPNMAYFEFLPHNHDGDGGVEATSLVELADVEVGKEYELVITTYAGLYRYRVGDILRVTG 
FHNSAPQFKFIRRENVLLSIESDKTDEADLQKAVENASRLLAEQGTRVIEYTSYADTKTIPGHYVIYWEL 
LSRDQSNALPSDEVMAKCCLEMEESLNAVYRQSRVSDKSIGPLEIRVVQNGTFEELMDFSISRGSSINQY 
KVPRCVSLTPIMKLLDSRVVSAHFSPSLPHWSPERRH 
 
>AT2G14960 
MAVDSNLSSPLGPPACEKDAKALRFIEEMTRNADTVQENLLAEILARNADTEYLRRFNLCGATDRDTFKT 
KIPVITYEDLQPEIQRIADGDRSPILSAHPISEFLTSSGTSAGERKLMPTIKEELDRRQLLYSLLMPVMN 
LYVPGLDKGKGMYFLFVKSETKTPGGLPARPVLTSYYKSEHFRSRPYDPYNVYTSPNEAILCPDSFQSMY 
TQMLCGLLDRLSVLRVGAVFASGLLRAIRFLQLHWSRFAHDIELGCLDSEITDPSIRQCMSGILKPDPVL 
AEFIRRECKSDNWEKIITRIWPNTKYLDVIVTGAMAQYIPTLEYYSGGLPMACTMYASSECYFGLNLNPM 
SKPSEVSYTIMPNMAYFEFIPLGGTKAVELVDVNIGKEYELVVTTYAGLCRYRVGDILRVTGFHNSAPQF 
HFVRRKNVLLSIDSDKTDESELQKAVENASSILHEECGSRVAEYTSYADTSTIPGHYVLYWELLVRDGAR 
QPSHETLTRCCLGMEESLNSVYRQSRVADNSVGPLEIRVVRNGTFEELMDYAISRGASINQYKVPRCVNF 
TPIVELLDSRVVSAHFSPSLPHWTPERRRR 
 
>GH3.3_AT2G23170 
MTVDSALRSPMMHSPSTKDVKALRFIEEMTRNVDFVQKKVIREILSRNSDTEYLKRFGLKGFTDRKTFKT 
KVPVVIYDDLKPEIQRIANGDRSMILSSYPITEFLTSSGTSAGERKLMPTIDEDMDRRQLLYSLLMPVMN 
LYVPGLDKGKALYFLFVKTESKTPGGLPARPVLTSYYKSEQFKRRPNDPYNVYTSPNEAILCPDSSQSMY 
TQMLCGLLMRHEVLRLGAVFASGLLRAIGFLQTNWKELADDISTGTLSSRISDPAIKESMSKILTKPDQE 
LADFITSVCGQDNSWEGIITKIWPNTKYLDVIVTGAMAQYIPMLEYYSGGLPMACTMYASSESYFGINLK 
PMCKPSEVSYTIMPNMAYFEFLPHHEVPTEKSELVELADVEVGKEYELVITTYAGLNRYRVGDILQVTGF 
YNSAPQFKFVRRKNVLLSIESDKTDEAELQSAVENASLLLGEQGTRVIEYTSYAETKTIPGHYVIYWELL 
VKDQTNPPNDEVMARCCLEMEESLNSVYRQSRVADKSIGPLEIRVVKNGTFEELMDYAISRGASINQYKV 
PRCVSFTPIMELLDSRVVSTHFSPALPHWSPERRR 
 
>AT2G47750 
MDVMKLDHDSVLKELERITSKAAEVQDNILRGILERNKDTEYLSKYMNGSKDVLEFKRAVPIIIYKDIYP 
YIQRIANGEDSSLITGHSITEILCSSGTSAGEPKLMPTIPEDLDRRTFLYNLIIPIVNKYITGLDKGKAM 
YLNFVKAETSTPCGLPIRAVLTSYYKSKHFQCRPYDPFNDLTSPIQTILCEDSNQSMYCQLLAGLIHRHK 
VMRLGAVFASAFLRAISYLEKKWSQLCEDIRTGSLNPMITDPGCQMAMSCLLMSPNPELASEIEEICGRS 
SWKGILCQLWPKAKFIEAVVTGSMAQYIPALEFFSQGKIPLVCPMYASSETYFGVNVEPLSKPSDVVFTL 
LPNMCYFEFIPLGKNGTLSFDLDDDEQVPCDKVVDLVNVKLGRYYELVVTTFAGLYRYRIGDVLQVAGFY 
NGAPQFRFICRRNVVLSIDLDKTNEEDLHRSITLAKKKLGSNAFLAEYTSYADTSSVPGHYVLFWEIQGH 
LEPKLMEECCVAVEEELDYIYRQCRTKERSIGALEIRVVKPGTFEKLMDLIISQGGSFNQYKTPRCVKSN 
SATFKLLNGHVMASFFSPRDPTWVP 
 
>AT4G03400 
METVEAGHDDVIGWFEHVSENACKVQSETLRRILELNSGVEYLRKWLGTVDVEKMDDYTLETLFTSLVPI 
VSHADLDPYIQRIADGETSPLLTQEPITVLSLSSGTTEGRQKYVPFTRHSAQTTLQIFRLSAAYRSRFYP 
IREGGRILEFIYAGKEFKTLGGLTVGTATTHYYASEEFKTKQETTKSFTCSPQEVISGGDFGQCTYCHLL 
LGLHYSSQVEFVASAFSYTIVQAFSFFEEIWREICADIKEGNLSSRITLPKMRKAVLALIRPNPSLASHI 
EEICLELETNLGWFGLISKLWPNAKFISSIMTGSMLPYLNKLRHYAGGLPLVSADYGSTESWIGVNVDPH 
LPPEDVSFAVIPTFSYFEFIPLYRRQNQSDICIDGDFVEDKPVPLSQVKLGQEYELVLTTFTGLYRYRLG 
DVVEVTSFHKGTPKLSFIYRRKLILTINIDKNTEKDLQRVVDKASQLLSRSTRAEVVDFTSHADVIARPG 
HYVIYWEIRGEADDKALEECCREMDTAFVDYGYVVSRRMNSIGPLELRVVERGTFGKVAERCVGKCGGLN 
QFKTPRCTTNSVMLDILNDSTIKRFRSSAYD 
 
>GH3.5_AT4G27260 
MPEAPKKESLEVFDLTLDQKNKQKLQLIEELTSNADQVQRQVLEEILTRNADVEYLRRHDLNGRTDRETF 
KNIMPVITYEDIEPEINRIANGDKSPILSSKPISEFLTSSGTSGGERKLMPTIEEELDRRSLLYSLLMPV 
MSQFVPGLENGKGMYFLFIKSESKTPGGLPARPVLTSYYKSSHFKERPYDPYTNYTSPNETILCSDSYQS 
MYSQMLCGLCQHQEVLRVGAVFASGFIRAIKFLEKHWIELVRDIRTGTLSSLITDPSVREAVAKILKPSP 
KLADFVEFECKKSSWQGIITRLWPNTKYVDVIVTGTMSQYIPTLDYYSNGLPLVCTMYASSECYFGVNLR 
PLCKPSEVSYTLIPSMAYFEFLPVHRNNGVTNSINLPKALTEKEQQELVDLVDVKLGQEYELVVTTYAGL 
CRYRVGDLLRVTGFKNKAPQFSFICRKNVVLSIDSDKTDEVELQNAVKNAVTHLVPFDASLSEYTSYADT 
SSIPGHYVLFWELCLDGNTPIPPSVFEDCCLAVEESFNTVYRQGRVSDKSIGPLEIKIVEPGTFDKLMDY 
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AISLGASINQYKTPRCVKFAPIIELLNSRVVDSYFSPKCPKWVPGHKQWGSN 
 
>GH3.2_AT4G37390 
MAVDSPLQSRMVSATTSEKDVKALKFIEEMTRNPDSVQEKVLGEILTRNSNTEYLKRFDLDGVVDRKTFK 
SKVPVVTYEDLKPEIQRISNGDCSPILSSHPITEFLTSSGTSAGERKLMPTIEEDLDRRQLLYSLLMPVM 
NLYVPGLDKGKGLYFLFVKSESKTSGGLPARPVLTSYYKSDHFKRRPYDPYNVYTSPNEAILCSDSSQSM 
YAQMLCGLLMRHEVLRLGAVFASGLLRAISFLQNNWKELARDISTGTLSSRIFDPAIKNRMSKILTKPDQ 
ELAEFLVGVCSQENWEGIITKIWPNTKYLDVIVTGAMAQYIPTLEYYSGGLPMACTMYASSESYFGINLK 
PMCKPSEVSYTIMPNMAYFEFLPHNHDGDGAAEASLDETSLVELANVEVGKEYELVITTYAGLYRYRVGD 
ILRVTGFHNSAPQFKFIRRKNVLLSVESDKTDEAELQKAVENASRLFAEQGTRVIEYTSYAETKTIPGHY 
VIYWELLGRDQSNALMSEEVMAKCCLEMEESLNSVYRQSRVADKSIGPLEIRVVRNGTFEELMDYAISRG 
ASINQYKVPRCVSFTPIMELLDSRVVSAHFSPSLPHWSPERRR 
 
>AT5G13320 
MKPIFDINETFEKQLKDLTSNVKSIQDNLLEEIITPNTKTEYLQRFLIDRFDKELFKKNVPIVSYEDIKP 
YLDRVVNGESSDVISARTITGFLLSSGTSGGAQKMMPWNNKYLDNLTFIYDLRMQVITKHVKGVEEGKGM 
MFLFTKQESMTPSGLPARVATSSYFKSDYFKNRPSNWYYSYTSPDEVILCPNNTESLYCHLLCGLVQRDE 
VVRTGSIFASVMVRAIEVLKNSWEELCSNIRSGHLSNWVTDLGCQNSVSLVLGGPRPELADTIEEICNQN 
SWKGIVKRLWPNTKYIETVVTGSMGQYVPMLNYYCNDLPLVSTTYGSSETTFGINLDPLCKPEDVSYTFM 
PNMSYFEFIPMDGGDKNDVVDLEDVKLGCTYEPVVTNFAGLYRMRVGDIVLVTGFYNNAPQFKFVRRENV 
VLSIDSDKTNEEDLFKAVSQAKLVLESSGLDLKDFTSYADTSTFPGHYVVYLEVDTKEGEEKETAQFELD 
EEALSTCCLVMEESLDNVYKRCRFKDGSIGPLEIRVVRQGTFDSLMDFFISQGASTGQYKTPRCIKSGKA 
LQVLETCVVAKFFSI- 
 
>AT5G13350 
MLPKFDLTDPKASLSLLEDVTTNVTQIQDSILEAVLSRNAHTEYLKGFLNGQVDKQTFKKNVPIVTYEDI 
KPYINRIANGEASDLICDRPISLLVMSSGTTAGIQNLIPLTTEDGEQRIMFGSLYRSLLYKYVEGIREGK 
SLTFYFVNPERETASGILIRTMITCILKSVNKTNSSLWDRLQISPHEISTCEDTTQSMYCQLLCGLLQRD 
NVARLGAPFASVFIRVIKYLEGHWQELCSNIRTGRLSDWITDPQCVSGISKFLTAPNPDLASLIEQECSK 
TSWEAIVKRLWPKAKCVEAVVTGSMAQYIPLLEFYGGGLPLISSWYGSSECFMGVNVNPLCKPSDVSYTI 
IPSMAYFEFLEVKKDQQEAGLDPIENHVVVDLVDVKIGHDYEPVVTTFSGLYRYRVGDLLRVTGFYNNSP 
HFRFVGRQKVVLSLHMANTYEEDLLKAVTNAKLLLEPHDLMLMEFTSRVDSSSFVGHYVLYWELGSKVKD 
AKLEPNRDVMEECCFTVEKYLDPLYRQERRKDKNIGPLEIKVVKPGAFDELMNFFLSRGSSVSQYKTPRS 
VKTEEAVKILEANVVSEFLSQETPPWG- 
 
>AT5G13360 
MLPKFDPTDQKACLSLLEDVTTNVKQIQDSVLEAILSRNAHTEYLSGFLNGQADKKSFKKNVPVVTYEDI 
KPYIDRIANGEPSDLICDRPISVLLTSSGTSGGVPKLIPLTTEELEQRISFASLYRPLLYKYIEGIRERK 
SFMLYFVTRESETASGILVRTMITCVLKSVTPANSFIWDQSQISPHAITTCSDTTQSMYCQLLCGLLQRD 
NVGRLGAPFASSFLKIIKFLEDHWPEFCSNIRTGCLSDWITDPQCVSGIGKFLTAPNPELASLIEQECSQ 
TSWEAIVKRLWPKAKCIEAIVTGTMAQYNPLLEFYSGGLPVISTFYGSSECFFGLNLNPLSKPNEVSYTI 
IPCMAYFEFLEVEKDYESGHDPAENPVVVDLVDVKIGHDYEPVVTTFAGLYRYRLGDVLRVTGFYNNAPQ 
FHFVGRQKVVLSIDMDKTYDEDLLKAVTNASLLLEPHDLMLMDFTSRVDSSSYPGHYVLYWELGRKVKDA 
KLELDQNVLEECCFTIEESLDAVYRKGRKNDKNIGPLEIKVVKPGAFDKLMNFFLSRGSSVSQYKTPRSV 
TNEEALKILEANVVSEFLSQKTPSWELHELHSSR 
 
>AT5G13370 
MLPKFDPTNQKACLSLLEDLTTNVKQIQDSVLEAILSRNAQTEYLRGFLNGQVDKQNFKKNVPVVTYEDI 
RSYIDRIANGEPSDLICDRPISVLLTSSGTSGGVPKLIPLTTEDLEQRISFSSLYAPLLYKHIDGLSEGK 
SLIFYFVTRESKTANGLMVRTMVTSFLKSIKQTNSFLWDSLQVSPHAITTCADTTQSMYCQLLCGLLERD 
NVARLGAPFASSFLKVIKFLEDHWPELCSNIRTGRLSDWITDATCTSGIGKFLTAPNPELASLIEQECSK 
TSWEAILKRLWPKAKCIESIITGTMAQYIPLLEFYSGGLPLTSSFYGSSECFMGVNFNPLCKPSDVSYTI 
IPCMGYFEFLEVEKDHQEAGHDPTEKPVVVDLVDVKIGHDYEPVVTTFSGLYRYRVGDVLRATGFYNNAP 
HFCFVGRQKVVLSIDMDKTYEDDLLKAVTNAKLLLEPHDLMLMDFTSRVDSSSFPGHYVIYWELGSKVKD 
AKFEPNRDVMEECCFTVEESLDAVYRKGRKNDKNIGPLEIKVVKPGAFDELMNFFLSRGSSVSQYKTPRS 
VTNEEALKILEANVISEFLSRKIPSWELHELHSGR- 
 
>AT5G13380 
MTPFICTERERDGSDPIHCSQRKDNRKAAIMLPKFDPTNPLATMSVLEDVTTNVKKIQDSLLEAILSRNS 
QTEYLRGFLTGQLDKQSFKKNVPIVTYEDIKPHIDRIANGEPSDLICDRPISLLLATTGTSGGIPKLIPL 
TAEELEQRILFGFLYVPLVFKHIEGLTQGKSLMFYFVTRESETVSGLMVRFMITCVLKSVNPTNSFLWDR 
VQISPHAIAICEDTNQGMYCQLLCGLLQREHVARLGAPYASSFLKVIKFLEDHWPELCSNIRTGRLSDWI 
TDAQCVSGIGNFLTAPDPDLANLIEQECSKTSWEAILSRIWPKAKCIEAVITGTMAQYIPLLEFYGGGLP 
LVSSWYGSSECFIGINLNPLSKPSDVSYTIIPSMGYFEFIEVVKDRQEAGHVPADPVVVDLVDVKIGHDY 
ELLVTTFSGLYRYRLGDVLRVTGFHNNAPQFYFVGRQNVVLSIDLSKTYEEDLLKAVKNASLLLEPHDLM 
LMDFTSRVDLSSLPGHYVLYWELGNKFKNAKLDPKSNVLEECCLTVEESLDSIYREGRKNDKIIGPLEIK 
VVKPGAFDELMNFFLSRGSSVSQYKTPRSVTHEEALNILESNVVSEFLSRKTPSWELHELHSSR- 
 
>AT5G51470 
MSLCSDLTEKLDEEILEDLTSNVKQIQDNVLEEILTLNANTEYLRRFLHGSSSKELFKKNVPVVTYEDVK 
PFIDRVTNGEPSDIISGNPITGFLLSSGTSGGKQKMFPRNNKYLENIKFIFYYRSLVISKHIDGLEHGKG 
MVFNFCTSENTTPSGLPSSAASTSFFKSDYFKNRPSYWHWSYTSPDEVILCSDTKQTLYCHLLCGLVQRD 
DVVKVGAAFVTILVRAINLLENSWKEICTNIRFGHLSEWITDISCRDSVSKILGEPNPELADLIENECNN 
KSWEGIVPRLWPKAKFIECIATGQMAQHIPTLEFYSNKLPSISSSYVSSETMFGINMSPLCKPENVSYTF 
LPNLSYFEFLLVDAGDKTEIVDLVDVKLGCYYEPLVTNHSGLHRYKMGDILLVTGFYNNAPQFRFVRRGN 
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LTLSIHLEITTDEDLLNAVTDAKMVLESSNLMLMDFTSYADISTTPGHYVLYWELKAKYRNDIVEIDKNV 
LVECCYVVEESLNNSYRVYRSKGGLIGALEIRLVQQGTFDALMEFFITQGASSTQYKTPICIKSTEALVI 
LEENVHACFFTDKSLSLNFSS- 
 
>AT5G54510_GH3.6 
MPEAPKIAALEVSDESLAEKNKNKLQFIEDVTTNADDVQRRVLEEILSRNADVEYLKRHGLEGRTDRETF 
KHIMPVVTYEDIQPEINRIANGDKSQVLCSNPISEFLTSSGTSGGERKLMPTIEEELDRRSLLYSLLMPV 
MDQFVPGLDKGKGMYFLFIKSESKTPGGLPARPVLTSYYKSSHFKNRPYDPYTNYTSPNQTILCSDSYQS 
MYSQMLCGLCQHKEVLRVGAVFASGFIRAIKFLEKHWPELARDIRTGTLSSEITDSSVREAVGEILKPDP 
KLADFVESECRKTSWQGIITRLWPNTKYVDVIVTGTMSQYIPTLDYYSNGLPLVCTMYASSECYFGVNLR 
PLCKPSEVSYTLIPNMAYFEFLPVHRNSGVTSSISLPKALTEKEQQELVDLVDVKLGQEYELVVTTYAGL 
YRYRVGDVLSVAGFKNNAPQFSFICRKNVVLSIDSDKTDEVELQNAVKNAVTHLVPFDASLSEYTSYADT 
SSIPGHYVLFWELCLNGNTPIPPSVFEDCCLTIEESLNSVYRQGRVSDKSIGPLEIKMVESGTFDKLMDY 
AISLGASINQYKTPRCVKFAPIIELLNSRVVDSYFSPKCPKWSPGHKQWGSN- 
 
>Chlvu1_81116_estExt_fgeneshCV_pg.C_10222 
MVHSGAQLNFSLLSENEAQLHYFEVHSAKGRRHGHLGTFPVQNTGSGVAVTLKQPVLTSKNGRSGLRRLD 
WQHLQHMCGAGSCIYLPLKVSDKVLGTLNIASVQPDAFSGLVDELVAFAAVLAPVIGLQRLRRDLVAVDD 
LLRRILPAHIADSLHELRQPLVSPGMPREVTQALVARATDRNGGSAPAAAPAATRIAAPPATAHAKSRAG 
PSTLPPQRSTCQPAAVSVARSDRPAASQSCRPCWDGSMEGESICCKASAGKEARVAAAAHCVLDAPVVPR 
LFMDFATLLLTLTPLLVLMSRSWTFEQAIPVATLVAVALAAMQMGGVLTYAKHRNSLLAGLRLVRTLVFA 
VNMAWPVPSEPLSCAGLCMDSGAFLLAILSFSGQVPARVHLPLQATCITVLAAADAVGCALGRTSVQLAL 
AKVVAQTVLGGVLPSLVLLHMEQAAALARHRSIARKKVD* 
 
>Phypa1_1_106250_estExt_fgenesh1_pm.C_670022 
MALRIENPYYKLLDTDEEIVEDFELMSRNARETQLELLRKILERNANVEYLQRQGLNGRTDEASFKACVP 
VSTYANIEADVDRIADGDTSPICCVDPPTSFALSSGTTGGKCKLIPRTDALLAQAMKAGQIGSVYRRRAF 
PRKHEGPPVVMSFQYAGRQFDTKSGLKAGTGTTNFYRSAAFKNAKSAPFSATSPVDIVLGYDVPQQMYCH 
LLCGLYRCQEVEQMSAIFAYMIVEPFRLLERVWRDICKDIREGTVNERVSDPELRSSVLKVLSPNPELAD 
LIERECAKGWSGIIERLFPNINYIMSIFSGSMLPYVAPMRQYAGSVPLMNADYGASEAWIGINLDPRCPA 
EDASFTIIPNFAYFEFIPVNRDSAGYDSVEGDEIVGLTDVKVGQEYEIVLTTVGGLYRYRLGDIVKVTGF 
FNSTPKVAFVCRKGVVLSVNTDKTDEEELRLVVGKASLLLKESNMELADYSSYTDQDSQPGHYVIFWELR 
SHEHLDMDLLSECCKVLDQSFNNPYMRGRAARTIGPLELAIVKEGAFARLMEQFVRKNGVGASQYKVSRC 
FKNPATLKHFRDETIATLRSPDFPPELLAAWRPSTKIVG* 
 
>Phypa1_1_225552_estExt_Genewise1.C_3230045 
MASEVAKPVENGIHPKLEQSFDAPAATKPSNSELLKLHRDGVPFVMPSKRGIDTTAPDFDPQDFLDLLAE 
DVMFIQHEKLREILEVQADVEYLRRVGLNGRTDVESFRKCVPIVSYGDLEADIMRVVNGEKTPIFTVDPI 
VTLNLSSGTTAGKPKFIPSTTRAYEYFMFLQTFVTSIYRREFPGYKDGTSFTLAFAGKQIDTPSGIKAGA 
QSTNHFRGPMFRNRVRNANREYCVPDEVILSDDTTQSMYCHLLCALAQAPEIVKVYGTFAASIVSAVRAL 
QKHWSEIVEDIRTGTLNAKITEPEMRTAVQQMLHPNPDLASRIEEECSKDNWEGILPRLFPNAHFVSCVI 
SGSMLQYAPALKHFSGHLPTISLAYAACECSFIGFNPSMKCAPEDITYMLWPETAYYEFIPLDEDSNPEQ 
DGDVVRTVEACDLEVGRQYELVVTNVIGLYRYRLGDVLTMKRFHKTAPVFEFVRRKNVILSVHTDKTDEK 
ELQSVVNLATEALAGTGMELSDYTSTADVSTLPGRYVIFWEMVDSSDLDYDVLQHCANTLDANFNSDYRR 
WRSGHQIGPLELRIVKEGTFNRVMDSAVARGASPSQYKPPRCVNNPHTRQILDDGLVASFHSTITPNPAP 
IALTGS* 
 
>Selmo1_110439_e_gw1.40.401.1 
MPGIPLISHSDALTYGFEELARNGNAVQAELLEQILVQNADADYLKEHKLNGCTDLETFKARLPLITYAD 
IEGYIQKIADGDQSPLLCQKPVDMFFLSSGTAKGRTKLIPAHYDFFLNTIRLFQLSGAFRGRHFPLSSNA 
KVMDIVYCGKQTMTKGGILTGTGTTNYFRSEAFKLKQQSTKMFNSSPNEVIFSSSLPQATYCHLLFALLA 
ADDIAVISSTFVYTIVEAFRFLEKTWSILADCIESGTLPEWITDHAIQTVASKQLTQDHPDRDRGTLAAK 
IRLECSRGFQGIIPRLWRNTSYVLSIMTGTMLSYCEAMRFYAGPGLALVCGDYGASESWMGINMDPLSSP 
HNTIFTIVPDLAYFEFIPLERRNSLFTEVAAPVSMADVRVGQEYEIAITTSSAGLYRYRVGDVVRICGFY 
HDLPQFEFVCRRDVQLSIHIDKNGETELAVVMERSAAVLHGTGVGVVEYTAHADVSFRPGHYVVFVELDR 
DDFERVLQECCDCMDGAFVEPGYVVSRAAKTIGPLELCVVERGTFRKLAESALDKGATLNQYKTPRCIAA 
SHLLAILRAGMVRSFYSGVRRE* 
 
>Selmo1_115497_e_gw1.51.6.1 
MAASAIAEFEDACKNAASIQEELLLGILRKNACCEYLQKYGSPLTVAAFKSQVPVIGYDDIRSDLERIAG 
GDRGQILCHDPITSFFTSSGTSSGKNKNIPATYENTVSVVKVLESSYAYKTNYFDLGKGRSVSLLYFKDL 
HATKSGLVFGPVTAHGIRSTRFRQVWRSSRTTPYEVLVAASDFRELTYCHLLCALLQRHEVEQVECMYAY 
SICEALRLFQNEYWEELCNDIRTASLSKTKVMDPKLRKAFERAGVFRSKCGNAMEADKIFKICSNESWSG 
ILPLLFPKAKLVSAVVTGAMTHYVPTLSFYAGDQLPIVGQGFFSSEGGIGINIDPLSPPEDVIYTVTPRS 
LYYEFLPLGATEALSMHEVVIGELYEILVTNFAGLYRCRMGDVVQITSFFHGAPQMAYHHRKNAVMCINN 
ETVDEQMLQNVVNKVSKDAGVEVLDFMIYGDPAAVPPSYTIFWELGNAKDYSKTQVLEQCCANVLKSFNP 
EHTRKGTDGLIDSFELVIVKKGTFERLMEEAVKNGASPAQYKTPRCVASSRILEALNSGRVHSYKSSAMS 
KVN* 
 
>Selmo1_119116_e_gw1.60.367.1 
MENEQLLLEKLESSSWSPGEAQDKVLTEILGKNATTVYFNRHGLRAATKEVFRQRAPVIEYEDIKDEINR 
IADGEASTLLCANPITDMFTSSGTSGGAHKLFPKAEGHYAVSNYFFDLATALLNRYSDLPGLRTGKALYF 
LYVRSGRKTPGGLPAYPALTGYYNSLEFRNRPFDPSNDYTSPMEVILCTDSVQASYCHLLCGLIHARDVT 
KLGCFFASALVRSIRCLEAWWQELSRDIRTGTLSERVVDPACREAVEKILRPDPELANVIDEACSSGSLK 
GIVRKLWPSAKAIDTVVTGAMEQYVGEVDYLTGGLPIASMIYASSESFFGVNLKPLCEPSQISYMFLPET 
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SYYEFLPVARSEEKVSRKEPVELVDVEQGHEYELVITTNAGLYRYRMGDVLRVEGFHNKAPLFSFVCRRN 
VLLSIDSDKTDEKELQTAVMNAFAALRNGVTSKEGEAIRLTDYTSYADLSSNPPHYVIYWELSSELHLEP 
EKAGECCYKMEESLSVVYHRGRMERSIGALELRLVTPGTFNRIADDAASRGGSVAQFKLPRCVKKNATRM 
LEIVESGVYQQYFSPRAPKY* 
 
>Selmo1_124989_e_gw1.77.213.1 
MEDFEAVCKNAVQAQEEALVQILQRNGSCHYLQRFGQPLCLKSFKTQLPIISYDNISPELQQIADHGTSH 
LLLGCDPILYFSFSSGTSSGKHKILPQTNCGYSLLARAYASSNAYRDEVFPLESTKPIGLHFVYSGEQYK 
AKSGLLLGAGSTNYYKSEAYNQEAETLATPYEALLAGSDWQQTTYCHLLCGLVQRHKIEFIHATFAYTLS 
EAFRLLESDWKILCEDISARRVSESKVTDEKLRVPVLKLMERELRGKDSSQVAREISEIFVTSKESRWSG 
LLPLLWPRAKYVHTVVTGAMEPYIPVLKKYAGDKLAIVGFDYSASEGYLGINMRPATPPEEVVFTLIPYT 
MFFEFIPVDPEEVPDHQQGETLGFKDLQVGKQYELVVTTFEGLYRYRIGDVVKVTGFHHESPIVAFSYRK 
NAVLSINAEKVDEQELQKVVMGSAGPLEIANFTSCADFATKERPHYVIYWELKNDGDNSRHEELRDSCNA 
LDRGFNAAYLVGRVDKTLGALELVTVKQGTFEKLMEKAIESGASASQYKTPRCIKSPALLELLDQGAIGR 
YTSSEDISSLLAEDWKPSVIHGL* 
 
>Selmo1_125145_e_gw1.77.217.1 
MEDFEAVCKNAVQAQEEALVQILQRNGSCHYLQRFGQPLCLKSFKAQLPIISYDNISPELQQIADHGTSH 
LLLGCDPILYFSFSSGTSSGKHKILPQTNCGYSLLARAYASSNAYRDEIFPLESTKPIGLHFVYSGEQYR 
AKSGLLLGAGSTNYYKSEAYNQEAETLATPYEALLAGSDWQQTTYCHLLCGLVQRHKIEFIHAAFAYTLS 
EAFRLLESDWKILCEDISARRVSESKVKDEKLRVPVLKLMERELRGKDSSQVAREISEIFVAGTESRWSG 
LLPLLWPRAKYVHTVVTGAMEPYIPVLKKYAGDKLAIVGFNYSASEGYLGINMRPATPPEEVVFTLIPYT 
MFFKFIPVDPEEVPDHQKGETLGFKDLQVGKQYELVVTTFEGLYRYRIGDVVKVTGFHHESPIVAFSYRK 
NAVLSINVEKVDEQELQKVVMGSASPLEIANFTSCADFTTKERPHYVIYWELKNDGDNSRHEELRDS* 
 
>Selmo1_125443_e_gw1.79.247.1 
MEALVNEFEDMCRNAALVQEEILGAIVEHNASCEYLRSYNVTDTDSFKAHIPIVDYEDIAARIQRMADGG 
PGSVLCKDPVIVFILSSATTTDKRKAFPLTTKSRSLKNHADKISAGYRERYIMLSQQNLINSSLAFMYAQ 
PHGTLSKSGLPIMPGSSFYFTSQVYKERPSRSTSTDEVIFGPWWESTYCHLLSGLILRTEVDYITSFFAY 
TLVHAFNMLEAEWRNLCYDIRTGKLDERVKDVKLRAAVVGVLREDPDSAGSIEEVCSSNVSWDQGIVLKL 
WPKAKYLLTVVTGGMKPYIPALRRYAGGVHIMGRAYIGSEGVYGINIDPATEPENVVFTLVPTTLYMEFL 
RLRDNKLVDSSNLEISEQYELVITTHSGLYRYKVGDVVKVVAFFHESPQMAFEYRRSAVLSVSLDMTSEQ 
ELQNVVRRTCIEANLEIVDFTSHSNLSEQPGHYVIYWELKNEPNIYSNHALLNRCCNVLDRSFTSILYIT 
GRRTGTIGPLKLVTVKKGCFGRLLEHAVRNGSAAGQYKTPRCIKSPKVLEILEGEIVTTYRSSEYLPKDH 
I* 
 
>Selmo1_125904_e_gw1.80.84.1 
MNTRDSDDQILDFVGDITRDVGAVQAGILEQILAKNANVEYFKRHGLCGVPSRDDFKRAMPLSSYTDIES 
DITRMASGDDSRILTDAPVRQMLTSSGTSGGKQKLFPKSETYDIESVLMNRISRACLNKQIPIQGKSLQF 
IYVRKPGVTPGGVVTCSGLSGYFTSPAFLNRKIDPSSGFTSPDQVLLCVDFDQSSYAHLLCGLVQSTQVA 
VLGAPFASTLVRSMKRLSDCWRDLCQDIRSGKANSNIISDLSVKHAVNALLRTPNPELADAIERECSKKN 
WRGIITRLFPNARVIQTIITGSMQQYVPVIDFLSGELPIASPLYASSECSSLGVNLSPLSPPSPILYTIF 
PSFAYYEFLPVNCKNSTSGDLVELADVELGREYELVITNRAGLYRYRVGDVLRVVDFYNSAPQFAFVRRA 
GVLLSVDTDKTDELELHTAVVNACSLLPQDVFVVDYTSRVELCSHPGHYVVYWELSLPVSDSSVELLKLE 
ECCSMLESSLSVVYLRNRREGSVGAMEIKLLQNGTFDRIVDYVVSNREGSVAQFKVPRCARDPTMIDILE 
SNVVRSIRATHIPLPRL* 
 
>Selmo1_163668_estExt_Genewise1Plus.C_00471 
MENEQLLLEKLESSSWSPGEAQDKVLAEILEKNAATDYFNRHGLRAATKEVFRQRAPVIEYEDIKDEINR 
IADGEASTLLCANPIADMFTSSGTSGGAHKLFPKVEGHYAVSKYFFDLATALLNRDLPGLRTGKALYFLY 
VRSGRKTPGGLPAYPALTGYYNSLEFRNRPFDPSNDYTSPMEVILCTDSVQASYCHLLCGLIHARDVTKL 
GCFFASALVRSIRCLEAWWQELSRDIRTGTLSERVVDPACREAVEKILRPDPELANVIDEACSSGSLKGI 
VRKLWPSAKAIDTVVTGAMEQYVGEVDYLTDGLPIASMIYASSESFFGVNLKPLCEPSQISYMFLPETSY 
YEFLPVARSEEKVSREEPVELVDVEQGHEYELVITTNAGLYRYRMGDVLRVEGFHNKAPLFSFVCRRNVL 
LSIDSDKTDEKELQTAVMNAFAALRNGVTSKEGEAIRLTDYTSYADLSSNPPHYVIYWELSSALHLEPEK 
AGECCYKMEESLSVVYHRGRMERSIGALEMRLVTPGTFNRIADDAASRGGSVSQFKLPRCIKKNATRMLE 
IVESGVYQQYFSPRAPEY* 
 
>Selmo1_234778_fgenesh1_pm.C_scaffold_67000004 
MCRNATFVQEEILGAIVEHNASCEYLRSYNVTDADSFKAHIPIVDYENIAARIQRMADGGPGSVLCKDPV 
IAFILSSATTTDKRKAFPLTTKSRSLKNHADKISAGYGERDFPVGSFPTALAFMYAQPHGTLSKSGLPIM 
PGSSFYFTSQAYKERPSRSISTDEVIFGPWWESTYCHLLSGLILRTEVDYITSFFAYTLVHAFNMLEAEW 
RNLCYDIRTGKLDERVKDVKLRAAVAGVLREDPDSAGSIEEVCSSNVSWDQGIVLKLWPKAKYLLTVVTG 
DMKPYIPALRRYAGGVHIMGREYIGSEGVYGININPATEPENVVFTLVPTTLYMEFLRLRDNKLVDSSDL 
EIGEQYELVITTHSGLYRYKVGDVVKVVAFFHESPQMAFEYRCMKQELQNVVRRTCIEANLEIVDFTSHS 
NLSEQPGHYVIYWELKNEPNIYSNHALLDRPFTSIVYIPERSEKWLCSWTVQDSKRRLSPLIEARNTLPK 
DQI* 
 
>Selmo1_235392_fgenesh1_pm.C_scaffold_84000032 
MDPPRLGSAHRILSALDTDEQVLRFVEAITSDVASIQSELLQQILADNADVAYFHRHGLFGVPSAEDFHS 
RLPLISYQDIELDVARIASGDEDGHAKILCARPVREVLKSSGTSGGRQKLFPKLSDYDPEFLVLNRREAR 
FSSCPDRRHSRQGPFNTGKSLHFIYVRNPEVTPGGVKLSSGLSGYFTSPAFRNRKIDPATSYTSPDQVLQ 
CVDYTQANYCHLLCGLVQRHQVVSIGSVFASTFVRSLKSLKCQWKDICQDIAEGAVNSRIVTSVPVRNAV 
NAILRPDIELADAIRKECCGGNWRGIVRRLWPEARLVQTIITGTMQQYVSIIDMLTDGLPIASSLYASSE 
CSSLGVNLDPVCPASEVLYTLFPCFAYFEFLPLENRLSAPDEDQGREERSFVSCDNLVKLADVKVGDEYE 
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LVLTTKAGLYRYRVGDILKVVKFHNDAPQFAFVRRAGVLLSVDMDKTDELELHKAVTQAWNRHQEHSEIR 
LVDYTSRVDLSSQPGHYVIYWEAFPDPLIPELDVCCFELEESLSVVYRRNRREGSVGPLEIKLVRQGTFD 
RIMDHVVQNGGASYGQYKTPRCAKDPKVVSILESSVIAKGQARCMQTST* 
 
>Selmo1_31681_gw1.1.787.1 
FERACENGASVQEELLAGILRKNASTDYLQKFGSPQTPAAYKSQVPIVSYEDVAGEIERIASGDESPVLC 
QDPIICFFASSGTSSGKHKIIPVTAENMSATTRAIELSSAYKARCFPELGSGRVLGLYYCIDQFHTKAGI 
LVGAGTTYTIKNYRNFSSKFTTPYEMIVSGSNWRELTYCHLLCGLIQRDAVEHIESMFAYTICESLRILE 
SDWEEICNDIRTGSLISGKVTHAKLQEAFARLILDYNELDRVRNAEAITKICSRKSWSGILSLLFPRAKL 
VSTVVTGGMAHFVPQLRDYAGVKLPISGKDYYSSEGVLGINTNPASPLEEVVFTILPHIMYHEFLPLGAN 
NPAGEILAPHEVVVGQEYEIVITNFAGLYRYRVGDVVKVSSFFHGVPQLAFSHRKNAVLSVQNEMVDEQE 
LQNVVMEVSKEAGIEVANFTAYGNSTAVPAHYVIFWELKRREGINRELLERCCSSIDRSFNPGYTGKRLD 
EVIDSLELVIVKEGTFERLMEEAVRNGTSPAQYKTPRCV 
 
>Selmo1_403890_fgenesh2_pg.C_scaffold_1000727 
MVLSKGSLNEWLRIPNNHAMMKNAVLSVQNEMVDEQELQNVVKEVLKEAGIEVANFIAYGNSTAVRAHYV 
IFWELKRREGIKRELVEKPGKSSKVPSRVLRAKANERTLKAVLKTIEEEAGNLVAYKALLSLRMENGEEL 
ALAMEKDGEDDSQVLEMIHAAIKKALQLATLRCFSARFLRLSSSGGFLPGEADTGSRAVRGTDQGRSDFR 
PYLRQVRGSYGARVREEKEGKLASMQQPKLTMQDKASKGKENKSECASKWATPRAGFPGLWGGLMAPDVM 
DDLQELKALLDQAKRPRLKSLLSAEIASIGLGGDESSLSSRIYLGIEGVSADKVSSKFRDESWQGRTTGG 
FKPDEGKNSTAGIMDLTKNMYDEGDDNMKKTIAQAWTDARRTVNPA* 
 
>Selmo1_416246_fgenesh2_pg.C_scaffold_30000007 
MEALINEFEDMCRNAAAVQEEVLGNIVEHNASCEFLQSYNVTDVDSFKAHVPVVGYEDIAAKIQRMADGD 
PASILCKDPVIAFISSSGTTTEKRNAFPLTTKSCDVKNHAMYKIAAAYIERDFPVGSFPTALAFMYALPC 
GTLSKSGIPIMPVSNFAFTSQAYKERPSRSTSPDEVIWGPWWESTYCHMLCGLIQRMEVDYIISFFAYTL 
VYAFNMLEVEWRNLCHDIRTGKLDERVKDVKLRAAVAGVLHEDPDSAGFIEEVCSSKESWDQGIVPQLWP 
KAKYLHTVVTGGMKPYVPALRKYAGGVHIIGKAYIGSEGVYGINMDPTTEAENVVFTLVPTTLYMEFLRL 
RDNKLVDSSNLEIGEQYELVITTYSGLYRYKVGDVVRVVSFFHQSPQMAFEYRTSALLSVNLDVTSEQEL 
QNVVRRTCNEANLKIVDFTSQSNQTEQPGYYVIYWELKNKPDYSNHALLNRCCDVLDRSFTSSTYIMGRR 
SGTIGPLKLVILERGSFGRIMEHAVSNGSAPGQYKTPRCIKSPKVLKILEEGIVSTYRSSKYPR* 
 
>Selmo1_421384_fgenesh2_pg.C_scaffold_51000116 
MTWTLIIQAFAKMRHTINVFWLMEQDELQPFAEERCSSPMGTYTTASHPQARCLHGAVVLDQKKYVVGGR 
CEDKYLSDALQVYEFEAMMLVSPCNNDWRLERVVTRLPYSGEDFHGRTLDDVYTFDLETKVWERGSTSGM 
RPPGFCFHGDASINGNYLYLFSGCDNKLYMLDLKTVSETRFLLKAQELIVAVAQKRWSSAPMEFPAAPTS 
IAWLLDLGKNATSLVGVSLVHAKIKDYACLIASGGDHGQLSVFKLDTMKSYPATPSKADLPSYCRVRDRD 
DSVVGTVSVSEGGKPVADVAGAIELLTGQAGLLQRNGVALTRGDLVYPGEELEFYEVLKPGNMDLHRMNL 
AACKHFLSRINIKVMRGEGWLVPLMEFDAEPFVWTWNVSRDAAMNYLWRHGVPRYSMLRVHYVVNSDREH 
EIEKTAQFCINKATVPPIFLEIDYSKTQDLEKCCVDVHNPEYTRKGMDGLINSFELVIVKKGTLARLMEE 
AVRNGTSPAQFKTPRCVASSRTSEALNS* 
 
>Selmo1_425963_fgenesh2_pg.C_scaffold_79000028 
MEALINEFEDMCKNAAAVQEEVLGTIVEHNASCEFLQSYNVTDADSFKAHVPVVGYEDIAVKIHRMTDGD 
PASILCKDPVLAFISSSGTTTEKRKAFPLTTKSCDVKNHALYKIGAAYIERDFPVGCFPTALAFMHALPC 
GTLSKSGIPIMPVSNFGFTS* 
 
>Selmo1_427552_fgenesh2_pg.C_scaffold_92000015 
MEDFEAVCKNAVQAQEEALVQILQRNGSCQYLQRSGQPLCLKSFKAQLPIISYDNISPELQQIADHGTSH 
LLLGCDPILYFTFSSGTSSGKHKILPQTNCGYSLLARAYASSNAYRDEIFPLESTKPIGLHFVYSGEQYK 
AKSGLLIGAGSTNYYKSEAYNQEAETLATPYEALLAGSDWQQTTYCHLLCGLVQRHKIEFIHATFAYTLS 
EVFRLLESNWKILCEDISARRVSESKVTDEKLRVPVLKLMERELRGKDSSQVAREISEIFIAGTESRWSG 
LLPLLWPRAKYVHTVVTGAMEPYIPVLKKYAGDKLAIVGFDYSASEGYLGINMRPATPPEEVVFTLIPYT 
MFFEFIPVDPEEVPDHQKGETLGFKDLQVGKQYELVVTTFEGFACPLEIANFTSCADFTTKERPHYVIYW 
ELKNDGDNSRHEELRDSCNALDRGFNAAYLTGGVDKTLGALELVTVKQGTFEKLMEKAIESGALASQYKT 
PRCIKSPALLELLDRGAIGRYTSSEDISSLLAEDWKPSVIHGL* 
 
>Selmo1_432454_fgenesh2_pg.C_scaffold_335000002 
MEFLGKLREEIRRELWEKCCSSIDRSFNPGYTGKRLDGVIDSLELVIVKEGTFARLMEEAEWNIASAFQM 
ASIAEFERACENGASIQEELLGGILRKNASTHYLQKFGSPQSLAAYKSQVPIVSYEDVAGVIEKIACGEE 
GPILCHDPVLCFFASSGTSSGKGKIIPVTAENISALRRAAEISNAYITRCFPELGSGRVLGLYYCVDQFH 
TKAGIWVGALTTYLIKTYRGPFNKFTTPYEMIISGSNWRELTYCHLLCALIQRDAVEQIDASFAYIISEA 
LKILQSDWQDICKDIRTGSLSSGKVTHPKLQEAFATFLVNKENLAGTADVIAKICSRESWSGILSLLFPG 
AKLVSAVVTGAMAHFVPELRDYAGGQASNLRERLLLV* 
 
>Selmo1_437924_estExt_fgenesh2_pg.C_10460 
MAAVIADFEQSCKDASSNQERVLGRILDDNSSCHYLQRYGSPQTLAAFKAQVPIISYEDVGSEIDKIASG 
VQGPLLCSYPILHFFASSGTTSANGKIIPLTAENAAASGRATEIANAYRTRCFPSDNGIILGFFYCMDQV 
ETKSGLLVSAASTYALKGERFKATSSKYTTPYEVLVAGSDWRELTYCHWLCALLQRGKVEQIISIFSYTI 
CEAIRMLRAEWREICSDIRAGSLCEGKVTSPNLRQAVLASPVFDGIKGGDPVEAEVISEICSRDSWSGIV 
LLLFPRTNVMSTVVTGSMKLYVPSLRDYVGDQVPIVGLDYFSSEGAIGINADPRCHPERVVYTMVPTALY 
YEFLPVDSTSCDNILGLHEVQVGEQYEVVITNFAGLYRYRIGDVVKVDSFFHEVPRLAFSDRRKAVLSVH 
NEMVSR* 
 
>Selmo1_73348_e_gw1.0.2036.1 
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MENEQLLLEKLESSSWSPGEAQDKVLAEILEKNAATDYFNRHGLRAATKEVFRQRAPVIEYEDIKDEINR 
IADGEASTLLSANPITDMFTSSGTSGGAHKLFPKAEGHYAVSDYFFDLATALLNRYSDLPGLRTGKALYF 
LYVRSGRKTPGGLPAYPALTGYYNSPEFRNWLFDPSNDYTSPLEVILCTDSVQASYCHLLCGLIHARDVT 
KLGCFFASALVRSIRCLEAWWQELSRDIRTGTLSERVVDPACREAVEKILRPDPELANVIDEACLSGSLK 
GIVRKLWPSAKAIDTVVTGAMEQYVGEVDYLTDGLPIASMIYASSESFFGVNLKPLCDPSQISYMFLPET 
SYYEFLPVARSEEKASREEPVELVDVEQGHEYELVITTNAGLYRYRMGDVLRVEGFHNKAPLFSFVCRRN 
VLLSIDSDKTDEKELQTAVMNAFAALRNGVTSKEGEAIRLTDYTSYADLSSNPPHYVIYWELSSELHLEP 
EKAGECCYKMEESLSVVYHRGRMERSIGALELRLVTPGTFNRIADDAASRGGSVSQFKLPRCIKKNATRM 
LEIVESGVYQQYFSPRAPEY* 
 
>Selmo1_74871_e_gw1.0.2042.1 
MDATAILSAIACDEQALGFMEHVTRHVSSVQDYVLQLLLEANAGTDYFQRHGLHGIPTKEEFRRLLPITT 
YSDMEADFQRLADGDESKTICAARVLEMLTSSGTSGGKQKLFPKSPSYDQEFVALNRVARAALNKKAPYA 
SRGKSLQFFYVRKPGITSGGVTTTSGLSGYFTSPAFRQRKLDPESGYTSPDQVILCVDYQQASYCHLLCG 
LTQSQEVVSIGAAFASTLVRSLKALKDLWQELCVDIETGRVNDNIVSDLSVKHAVNALLKPDPKLAALVR 
RECSKSNWRGIVRRLWPRARIIQAIVTGSMQQYVPAIDFFSDGLPIASSIYASSECSTLGVNLSPVCSPY 
DVRYSPFPCFVYYEFLPVSSSSSSSPSRDDLVQLAEVELGREYELVITTRAGLYRYRVGDVLKVVGFKNS 
MPQFSFVGRAGVLLSVDTDKTDEVELHTAVTTAAAVMAKRNRGDVRLLDYTSRVNLSSQPGHYVVYWELS 
LDAAMESMEAELRKCCSVMEESLSVVYRRNRREGSVGALEIKVVEPGTFDRIVDHVVFVGQGSIGQYKTP 
RCARDPAVLRILESSVVESSRAR* 
 
>Selmo1_77060_e_gw1.1.1309.1 
MWVQCGDLSDFPELGSGRVLGLYYCGHQSHTKAGIWVGALTTYLIKTYRGPFNKFTTPYEMIISGSNWRE 
LTYCHLLCALIQRDAVEQIDASFAYIISEALKILQSDWQDICKDIRTGSLSSGKVTHPKLQEAFATFLVN 
KENIAGTADAIAKICSRESWSGILSLLFPGAKLVSAVVTGAMAHFVPELRDYAGGKLPISGKDYYSSEGV 
LGINTNPASPLEDVVFTILPHIMYYEFLPLGANNPAGEILAPHEVVVGQEYEIVITNFAGLYRYRVGDVV 
KVSSFFHGVPQLAFSHRKNAVLSVQNEMVDEQELQNVVMEVSKDAGIQVANFIAYGNSTAVRAHYVIFWE 
LKRREGINRELLERCCSSIDRSFNPGYTGKRLDGVIDSLELVIVKEGTFERLMEEAVRNGTSPAQYKTPR 
CVTSPRMLEILESRRAESYKSGEMPSSVLESWEPSFPQGRQKN* 
 
>Selmo1_85812_e_gw1.7.905.1 
MHSICLKSMEHATKNAAVIQRELLQQILEKNAGTEYLTRHGLDEESNLVDGFHKLPLVEYNDIEADIKRI 
ADGDTGRILCSDPISQFFISSGTTTGRSKLIPVTKEANSRFFRPPLISPAWHRVFTINPDETYLAFWFAS 
KQSLTKGGFKAETVTTSGLNSAHFKRAAASFVTPHKIFQSTSMYQCLYCHLLCGLLRREEVTVVISAFAF 
ALTEAFRVLEQVWSELLEDIEAGSLSSRITDPILRLAMSGIAPPSPELAEQLRREFRSFSMDGIVQRLWP 
NAKSVVAVTTGAMAPYAPRLRALAGKTPLVCGNYFSSECLIGINLSPASSPATFTVNPEFAYFEFLSYHD 
GETKLNGLEEQRPVGLTEVTIGEKYEIVVTTRSGLYRYRLGDVVQVAGFFNSSPSLRFLFRRNVVMSVAT 
DKTDEFELQAVVHKASLLLRSSSQLHDFAGYADFSSIPGHYAIFWELNHGGSMDPSTLQDCCELLDVSLN 
DPYLRGRSSGAIGPLKLCVVRGGSFRELFEQHVARGGSGSQYKSCRCVASKQAIDLLRRNTLQQALSSKF 
PNPWKLSIKSLELDQ* 
 
>Selmo1_93250_e_gw1.14.134.1 
MDPALFRDDIESKTKDAAAVQANLLSQMMELNGETEYLRRYGGRFDSLPIIEYHDVADEVQRIANGDTSP 
ILTAEPVVRFFKSSGTVTGEPKLIPATSKSLELLFRRPVYMMESDVCLGFLFAKPENKSPGGLPVSTTSS 
MFFKVQGENLEKMFTSPMKLLLAPDINQSLYCQLLCGLIRSEDVTQVFAALAITLVEALRLLEEAWSELA 
DDVQTGTLNSKITDPTLRSSLSLCLRPNLKLAQSIRKECTADNAWCGIVERLWPKTKVIVTITTGGMAPY 
APAVRKYGGSVPIVSGDYVCTECVLGFNLDPFCPPESVSFTIHPEYAYYEFLHYPQKLTDGSTVKLVDVK 
VGEEYELVVSTWSGLYRYKVGDIVRVTGFHNFSPNISFVHRLNAELDIAGERSTEAELQVAVQKSQHCLP 
ASQELVDFTCHQDGQRYLIFWEIKNGDSLNPMILETCCCVLDTSLTERYKQRRENGLIGPLRLCIVRGKT 
FKALQQYSLEKGINPTQYKTPRCITSPEMIAILQAGITQDCQTPA* 
 
>Selmo1_99818_e_gw1.22.347.1 
MNLEHKEREKQALQFIEKVTSEAAEVQSAVLSAILERNAHTEYLKRHGLNGRTDKTSFRQCLPVITYEDL 
EPEIQRIANGDTSPILSAHPISEFLTSSGTSAGQRKLMPTISEEFERRCLLYSLLMPVMNQYLPGLDQGK 
GMYLFFIKSEAKTPGGLLARPVLTSYYKSRYFTERPYDPCNVYTSPNETVLCPDAHQSMYCQLLCGLLQR 
HEVLRMGAVFASGFLRAIRFLETHWRELCDDIRAGGLNELVVDAAARRAVLALMPRPDPALADDIAEQCR 
KESWAGIIARLWPNTKYIDVIVTGTMAQYIPTLDYYSGGLPLVCTMYASSECYFGINLQPLCPPSEVSYT 
LLPNMAYFEFLPIKPKSGKSKAPRVPDPSELVELVDVKMGHEYELVITTYAGLCRYRVGDILRVTGFHNS 
APQFAFVCRKNVVLSIDSDKTGEEDLAKAVRSATAGIESSYGARLIEYTSYADTTTIPGHYVLFWELRSS 
SPIPKDVLEECCLAIEESLDSVYRQGRVSDRSIGPLEIKVVKPGTFDQLMDYALSRGASINQYKTPRCVK 
FTPIVELLNARVVSSYFSPRLPKWSPVRPQWANSNGVH* 
 
>JAR1_AT2G46370.1 
MLEKVETFDMNRVIDEFDEMTRNAHQVQKQTLKEILLKNQSAIYLQNCGLNGNATDPEEA 
FKSMVPLVTDVELEPYIKRMVDGDTSPILTGHPVPAISLSSGTSQGRPKFIPFTDELMEN 
TLQLFRTAFAFRNRDFPIDDNGKALQFIFSSKQYISTGGVPVGTATTNVYRNPNFKAGMK 
SITSPSCSPDEVIFSPDVHQALYCHLLSGILFRDQVQYVFAVFAHGLVHAFRTFEQVWEE 
IVTDIKDGVLSNRITVPSVRTAMSKLLTPNPELAETIRTKCMSLSNWYGLIPALFPNAKY 
VYGIMTGSMEPYVPKLRHYAGDLPLVSHDYGSSEGWIAANVTPRLSPEEATFAVIPNLGY 
FEFLPVSETGEGEEKPVGLTQVKIGEEYEVVITNYAGLYRYRLGDVVKVIGFYNNTPQLK 
FICRRNLILSINIDKNTERDLQLSVESAAKRLSEEKIEVIDFSSYIDVSTDPGHYAIFWE 
ISGETNEDVLQDCCNCLDRAFIDAGYVSSRKCKTIGALELRVVAKGTFRKIQEHFLGLGS 
SAGQFKMPRCVKPSNAKVLQILCENVVSSYFSTAF- 
 
>MicpuC2|56528|EuGene.0000030682 
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MRASLAAAAVLLAVLASSAVGVGADHPRTVSRTPRFKTFARPSRAKAWVPEAHVFANKTRDTDVLDGVLA 
VDGTYALVVSNDQLPSLAPISSTFTIAMSLFLHDDLNVASIDAHRGIFWKGGASGDRTPSAWLIPHSNRV 
TYRVSTSSAEEVWGTSAAALPTRRWVHLAFSVGADRIMRLYVDGKLDSAVEIVGEVVANDGPLYLGKDAH 
LTGINAFIASVQMHAHALEDEDIAQAAAHALRAAPDFDGEASAEARAGADANREARERHHRDGDAFASLL 
SSLPMPMHARQAAAMTSSARAEMEVRTSQARADAIANAEEKEKMARRLFIDAEYSRGGIALNDAMKSENR 
NAGGTYRYRRGPRESGLAKAREHYLRAAAMGHDKARYALATMHQLGYGGPISHGKALYHKLRAAARGDPG 
SNLAVGSAAFAAASAAASAGGGGGEAACRVAEYYLLHAANVAYDNSGKPGGQNRVERLRLYEGVEKERQD 
HKGPNDQKVQYLVQTASHGDALASLAMGNAYYWGNFGLRRNFQAALFYYESAHAQGALHGTVGVAKMNLK 
GEGLAGGVKNVSRAMEMYEQAAKRDSPDALNGLGYIYFYGDADIEKNTTTALSYFRKAAALGNADGHMNS 
GLMLRAGIGERANLTEAHEHFSVCAKARHTSCIYQIGLMHSEGSIPGAERDCFAAAQRFRRVAQSGEWME 
PLSDGLKAHLAGNASLARWTYDYVAGFGMPVARYNAAWLHTIHAREIRVALESPARDSGRLSDESDLEAI 
ASGRRSAGLLSYYASEMTKDPATTLTDRAYAAMLQADCLYHGEESRPGARCARRLPDALAAYERAGRIAR 
VAARTSPNRNGDDGESGELRDGDARLLLARALYSEAWMRARGEGCAVDRTRAKAALWSALAEGRWQSSLA 
VAPSFAWFVAEDAFRYLVPSRGRGRDGAAAADPDAIARASASVTSGSGLASRLARRAAAPWRLTARVVAA 
VMATSSGLFDRFEPVLASWWATPPVWLIVGAYALGWYVVYRCVMAGYGGEYNPLVLHRRRLALAREDRWR 
ARLFGGTRARTVEERQQRNDLIRNLHALHDLQEEAARTSTPGEMERIRDERLPDIARIIRGEEDEDDGGF 
GRTFGTLMMEILGIDAARLEPANRPATDAEVEVSVTEVVETLVGELVAEMEGWGDGASAE* 
 
>Chlre3|147180|Chlre2_kg.scaffold_18000105 
MPKLVSGCESIHARGQGLTNSSILSPVTLLAAISSCLDSGGQVDPVALADLYAAGMTLDLSQVVLDPLYK 
DQIAFHQIHQLFRGSVVVAEGTVSSLPFGGLIYQMYYRRDVLAQHGLDVPATWDEFLDVARIVNGTDMNG 
DGVPDYGVCLQRPRYCFNGFNLASIWSSFVQSGGTRQGAFFDPDTMAPLTNNSAFQTAMELWVALRDYGP 
PDESTAQCLPFNMQFVRGRCALTLSWGYQLKANTFLPFSMVRNKVSVALLPGSTHVLDRRTGELVLCTSR 
AVCPYAAELPIPADTNSTNSSSSSKSRVRYIQTGVDETGRPTRLVNRAPYLALATVSAAINSRASVAAQS 
LLLSVFAHLSSRNMSWDLVTSPLTELGPYRYEHFDPANLDMWTQRGYPREVIAEFLQVMKAQVDSENVML 
EVRTADAYAYRRIMDVYASGSMPPAAVAAMSAELQGIFGRSNPRFDLIRHLYRYSIGIITEGGTPPSGGG 
GGSGGSDDSNVNVVAVTVPVVLVVAVVALVAVAGYAEVQRRKRRARHSLHKGHPGVGENTTLIVSDVEGS 
TALWEIIEASVMDTVFDLHHDCLRRTSVRFGGYESQTEGDSFIIAFHHPDDALQFSLAVQQALLEEPWPR 
ELLEHDKCRPVWLARTAAEVPLELPFEPAAGTSGPPATAAHPVVVQTPPQQPQQQQPQPQQQPHANGHIP 
NPSQRVQYGGHGPRSTGGGNEGIPYTASRLGTPSAVEGTAGPATATAGSAVSGLRRILAWQGSSKRRVHS 
LNGTPDGAAGAGSADAAMAAVLASHDGGGCGASTSGAATSDATPGDMSPPGTALDGRGTPSLLPASRILT 
VGDALRAMWREVSVANDPWGGSGNVASGAAMRWQGMKAALSLRLPAAIPNSMSRPRQSASGISIGGAASV 
GSGPTSPPRAGSLQSVSRDGWHLAGGGSGGGGTGSRQRMAAAAAGPVAEARLLSTSGDGSSDSGGVGVDG 
GADEDIAAAELVGITIGGGEGESSGEEGEEVVDVVVDAAELRARRRAAAAAAAAAARMAPVAAVVNVADV 
AGSTSGGAVAATAAAASGSTAHSVSLARASAAMLGAGHATDAPGNSTHSFSGSRLGSKTFGRRLLSALVE 
MAFGPGSEQGAASGAGGATEDSYAEGNTGGTAAQDALDANGTAGSSRRTTLGNLAAPAAALSAPPAPAVP 
QAMASAPAITVGRGPSSRALPYARSMARSEGTPSYGAGRLAPAGSVGVDAAVVSAEQCTLVRRGLAVRIG 
MHTGVRHATDLVYSDVAARWKYSGEVLAAAKAVSDAANGCEILLSRTTLDRLSPELFTRKAVCLLYLGRH 
VLRGGDPAAAAAAAAAPAGLAASGAAAAGAAAGEGPAPAPLAPGSVADLYGAYNARLMGRMGLYRPPRTA 
VCTGLSSLEAPLGRAAYVLLVSPGLSAMAAHSDGCSEVVLEAQAALGSIAADQLQACSGVPAAPGAGLGG 
GGGAGGGGGMGGGGGAEMLAGANSAGVVGGGAAGTVVGVFSNPYQGILFALQAQEDLLNHPWSSDLLTHE 
QFEEIAMPAAAAAAIMGDASPQKPAPGTPTAAAEAAAAAAGFARASAPGDMSPRADPQAPLAALAPPAHS 
SSSFVATVAAATSGDAASTGGRLHAYAPHLQPMSRTPSRLQSAATGAMAAAAATGAASSSLIPLTTAAAA 
PAAPPPGSTAFDAASIVGASVPAAPNTAHGTASAPAAAVAMDGDVGGGGSLVLFRGPRIKAAVTYGVFKA 
FLDPVSGRIRYDGKPAAQASKIVSYAAVGMVVASVEAVDAGHADKQEMLVNPMPDGASHGLGLGPHSYYG 
AATPRANMVSTSGLLAPGYSDAGSGALGGSGALGGSGAAAAAAAAALGPSSIHSPLSPRDRGQSASLRLP 
AIDANAAAASAAAAAVAAQYEASGRACDDPEGPNAAVAAAAAAAAAALLNLAPDGGGVLARSRSVSLDVA 
GIRRGLGLGGSVNGGSAASAAAAAAAAATSVTTDAASMTRSDSIAALAALLSPTGSTSRPHQHQQHRQHQ 
YHQHHHYQSPYPHPQPYHTHASAAPRPVSDLEIDPDYRSSNSEPVAPEGRLIIGTSAAAAAAAAAAGSNG 
SGAVRGGSASGESTPHSGPSISFQYAASLAASALAGERAASGAQQAAARRVAAAGAGAGGSGAGAGSGGG 
AGAGSGSGSISVGGLVAAAGLSPLAKPDSRQVSRSAMPPVLAAAVGAMPVLPSPRQRQPLLSDTEGDSDD 
APAGGQLLAAGLERAAGGGVRAGEGEGEGAAAEPATFVTTSPLAVVSAAAVVAAVAGAGSAGSLSGRPPR 
PRGAPALSVPDSDEVPHAAAAAAAPPAAAPAAVAAAATMAGVAAALATLPPEPSRMDPTHVGLLESGADL 
EAMLPPPPDLQSPAYASRSMVNNGTASPATASPEPPQPQLQPQGRSVRGLHEAASAALLPPEPSQPAALT 
SASPQPADAALLHHGLRSSSLGAASAAANAVAAAGTTAAGSLSAVPQDPARWPPSRGSNMPAAAGPSRLK 
RNASASSAAMVRGGGSLLPVALRQASERMVRPGGAGAVAAPASDVLAAPILPTLGEVPGDAEAAPAMRAL 
APEVLLGAAAAAGAMWPPPAGMSVSALAAPHGGARTEGSLIAFAASGAGDSNGGDVSGTGTGTTGGGESE 
SQLAGAAAVPALGRVQVGSPRRTGSMGSGVNVSRNRTAPPHQPPQMHSSQRLAYAVSPAAAATTAAPGLM 
AAGAISAAGPLSGSSVGLWPYPVPAAAMLAAGGGIAASIGTGGGGGVGAQWHPDATPSVRLSHQLEAVGM 
DEVTMIPVALRKRANSQPLVVYLCRFASGQRAAEVQQRLVSMGRGDPTAAAAAAATAAANAAAARRTATA 
AAIQAAAANAAGDNAGGPGALGSDAADAMLGPMSAAQAYLPPMASPLPHTAGERTGERSKLSASVAALFS 
GGGAGGAGAGGLRSLHSRMPVASSTADGGGRGPPASMFPRRASLTSRITGQPLPSDLGRRSASVAGMIQT 
EGGAAAKAAVTAPGIELLPLAQLTAAAVAQAVGAAAVVGTSGAPSRSGGGFMRRFRRASLDMSQQPVKKR 
HGRSTAYGAVESVGEARTMSVKRVQRSTAGGISGPLHMLLPPAMRGAGAGGAVSAALPQLPYYFGAAVAP 
QAASSHYAHSSYSTSGMLCHGAGAPALGPLTGASLPASSVAVAVGPDAAGPTHAVHVVRSLAPWVPMCSH 
GGSMPDETTGSAVYSHPGAAASGSLALSAATATTGGAGAGSVGGTGGSAVSLAGYASSTQHSDSAVPGSG 
GAIAAAQAATAAGGGPAVGGGSAAALGTGGASLSSQQLIVLGLASGSNAVLPSLGGGMGSGAAPVVGGMA 
AGAASDADTAGAAAAAGGSGGGGPLHPGASSRHMQLPWQEHGSLGPAGGGGAAAGMYMLLPGAGIRTTGA 
RVPPQMSMMTTPTVEEHEECLD 
 
>Volca1|87153|fgenesh4_pg.C_scaffold_4000288 
MHRADAVMDGIAGPMKWGAAGAVVGATAGGVVGPLGAVAGAVAGAQAAATMAAVLDPPSTGRIHAAADYR 
TVEAPVIGPRPGTFETLEPQYDDSPPTHPPTQPPTHPATHPPGSQSSPSAGQQQAAATPAAAQNAQPAGS 
QAAVNQSLKSLSANEANAVQATLLKVSTLIQKFAEGRSERTTPVQAVRRALNLVTADCRAKYASVSVLSE 
TQEHALLVTAVGVPDTVHEGNRLLKVPGSNSSAERILQKATDFFYWQPSASEAPAPSDWATLASAAGLTY 
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IAAVPIKVSDKVIGTLTVGFGDAAADEADYIMFPTYLQLVAASLSSMVKDNSIPKYMTLVKDLHETGDLD 
SLMHKVVQHLRTVLGHSNNHHIWYRIGLTAPNNTASTIFDDLTQRTLSNPTGSSSFKLLKEVQAAGGVMR 
TVVAMKNTVMKIAVHNRQQVMIPDVQKVINQSGNVSADIFNTRLIKPPTSVLVFPLKTMQTASLTQTAGG 
SMMSEGGSMSGILTGAGGSIGRSDSLGVSLSGDSFMYTQSRSSTGALVTGLTEKLNQKRIRSSMDFHNNT 
TMTDLQITGLLGEGGFAKVFRGLWRGLVVGVKVVCDDGKNEKMVMKNAHEIAILSALSHPNIVQLNAAHG 
PYVDLLDAYNCLTDVLVRDLLNTTVHRYNIPSVLNSPAYKYLLTMEDKTCHLEVIEYCDLGNLSNALKNN 
IFMIPNPVIAAAAGAGDGAAAAELAERARQQPMKASAGPPRGGGWVNMRTLLLTLIEIASACGYLHRMGV 
VHCDIKPANVLLKSSNIDFRGFTAKVSDFGLSRVEDDDTCASFPFNSCGTAAYVAPEALICNKKVNSSVD 
VYAFGILMWEMYTGQRPYGNMKQQQLVEEVVMRGLRPKFPGTAPAGYVVLAQSAWSGSPQARPSFDEILT 
HLNAMLQQVDDREMDSMAGGSFGSMEKFEYMQQQMQQQQQMQQQQQGGMLTPGSVGGGGAMDRRPSQVSR 
RGVPGGPMGAVPQVPSPMGHGASPRTTGGGMQGGAVPSVSAVSSTSAGAATLQAAAQGGVSWLPNGGWEC 
VCRRRYKEGVFLKRCRLSGYRCGGGGDGDELLSPVPACVSMAPLAPILYWECHPLLRYADRLSWRHSPLP 
* 
 
>ChlNC64A_1|137142|IGS.gm_18_00248 
MAQQDVLVFSLSRLGPAEFSLDQPTRFQLAQDMVPDSLAAQRSAMPALAAGGFAGRSFAAIIAACNYSDA 
PITLVGFKAELSTERSRLALLHDSAASPLPRLAAGQRHDLLVKHDIKDLGVHTLTCSASFTCGEGERRLQ 
AQAFTFSSLNPLVVRTKQRQVGEAVLLEATLENATKAPMLLDAISFFPAPPFAAQRVGGGGASSPPPPPA 
AGRAGDEPAGPLSSYIQSLPLIPEGGASAFLFHLTRLPAAAAGSPGGAMPGASPGTSPSRAAAAAAAAAA 
AAAEASGALGKMEIRWRGPMGEMARLQTQQISLPQPAQREVSLALARLPGRVAVGAPFTATLRVQSHVDR 
PVGPLKIAAADAPSPAGSPSRSSSLRASSSGSPSRDGSLQGGAVAAAAAAAAAAVCLDGAQSVLVDELAP 
RQAVEVQLRMLALAAGQQALPAMCVVSERDGKQYGALPPAELFVDSA* 
 
>ChlNC64A_1|144567|IGS.gm_7_00509 
MEDAAAAIGAAFGSQHIAAEAAKALRDLLPGLLFLRASVRCGTGLFVSQDLLQAGSNELSVVSLKNSLAG 
VAMAQGRTVVVAAPATSQAAPSAAQVLCVPVAVAPATAGGSGRGAPPEAAAAASAATSTAAAASGAQYRP 
IYVGALMAGVADGGGAPPQLWERLQALAEAAPPYFLLLGLTKAADMAEMLKLRAADCSCCAEDELQDMPL 
SACTPRSVSPGGGGGSGGGAQAEAGGGCGAAKKAAEAEQAQTLHAAAVAALSQRSGLTLGSAGPAAAPAA 
AAAEAAADAPSSSGGGGLKGAPLQGLPPGAAAAAAAEAEAEAEDPKAQLKRRQAAAGTAAVASAAARPPP 
PAGALLRYADGALEARFAAAHNASLRRGDLLFSLMHLSVALCFAVLQPGAALRSAAAQAFVAALAAPLAV 
MALDASRYTRHREALLASLLLAHALLLRWSGAAQAAPPPPGAAQALPWLLRTSGAEALRFCLFLPVQALC 
LSVLLAPLAAACPAALGAQAGACLLAGQGGPGMALLLALVGLLPAAAVYKFEARARRRFEQATAAQEEVA 
A* 
 
>ChlNC64A_1|143846|IGS.gm_6_00420 
MRTAAPWMPLLAALLAAAWRPAAAGAAPQASDDARLARLGHQQQIRSVADLQRAIYTEMRMMSNTQSGGD 
ACVRLLTASGTVGCAAGRAAVQGRLLRLEALPPDADDYPDGTALLLPPSLLADFLDQCRASPALLRRVRG 
VLVEPGPAPAYSQAAAAPLADFALYPGRSYAWNPAGRGLAGMDLPFPIFLLDDATAANAALRAAENEQRR 
TNGALHHARMQLAMDAAGNSSACLAAGTCLPLGGHSVLAALPPLPGGGGEDGLPALWLLSQFDSAALFHE 
ATAGADAPMSGLIAMLAAAQLLGSYVHGDGSATARAPFRRRLVFAALGGEPWGLMGSKRLLWELHQGNAS 
AAGLSLAEGRVAGVLEVTQVGQARQGGGGDTVQLYTHTPASGGPAAAELLAALQAAAAASQPGPGGVALS 
PASSAAPGLPPTASAGSFVRVAGGGGGGGGPPAVLLSGFDAAFRGATFQTQFDSLETVDADSIAAAAVVL 
ARAAHSLALSDGSASGGGGGGGGGGEQGQAQPPLPVDYGAVKETVQGLMQCLLNASVGLNCPLAAAVMSP 
VRGGHVAHYLGILHPQTPDAMVKSDTERFIWNFLAFATAPGAAPGAGAAAAAAAAAAAAGDGGGGGPGGL 
QRCQPLNATACPPGLVCAGSRSIRGPEGLGVCLNTTVRYVPSYSTSLLCDSCDGSRTLYDQRWRLTDAAA 
AWEQQHGWPADPVWTESNWPRGTPALTLYLREAPGVDGALLAAGLAVAAASFGGTLALRAAYRRKLKRQ* 
 
>ChlNC64A_1|135335|IGS.gm_13_00263 
MGAAIAGRKHNAALVQRSGLPRRLLSARSATPGRQRGGALVCHAVAAPPAPVAAAEEKVLSTSRFDDAGI 
TMHVVKRTQQGASGPAVSYCVEVASDQPRPQLVLHWAVNDWALPAQDCWPPGTNQAGDKAVQTALSDGRH 
LTLTFPEDTCPGRVVFVLKEGEKWYNSGGGDFVAHLKPPGVDEVLEKVLQEESQNTHWSLFNRFVMAAQM 
LDAADAAGPRGMGFFFTWLRLSTMRQLDWYRNSNYQSKDIAHVQKHLAERMAYKARTADDPLCRLFARLT 
LAGLPRGGGNGDDIRMGILNIMRANGIKEGHRPGIEDHFLEQWHQKLHTNTTPEDVTICEAYLAFLHSNS 
MDEFWRVAWERGSLTPERLANMDHPITGYPCHLPHLIDPFKHYLWILKTTHSGADLDTSFTMAQGLLDGD 
LAWNIGDMLKNRGEWWVPGKIVELRHRLKPYWQAEGSSRDILLLDIALDNYFRLCVERTDKGALSGDDLL 
SLAVLVLDNASVSAESAELDQCLALWRRLQEDGAAGGVLLRFLDPMLRGAAGVGSWQVASQGRAAAGGLL 
TVMADLAGIQRFDEPQVIVADKLTGNEDIPEGVVAVLTSSPTDVLSHIAIRARAQGVLLATCFDAEELDA 
IKGRAGGHVSASVTPTGSVSVAAAEAPAGGAASGASSAPRLTLQRPQSVGGSGSWVLAESEFGPGVVGGK 
SANLAALRSKLPAGVQAPASIALPFGTFERVLAADCNKAVAAAVVAEEQQAAAAAGGGEVPQALPSLRSL 
ISADLAAPAGFAQAVAGAAAQAGLIPSAAEWAEGSAGWEAAWQAICQVSVGLMVVVVLGGQRGELHGEMV 
VGMGEALVGNYPGRALSFAASAGAQPQLLSLPGKREGLFAGAGVPHLIARSDSNGEDLEAFAGAGLYDSV 
PFPALEHRAVAYAGEPLLWDGGLRQSVLGELVQLGAAVEAAFGGVPQDIEGVRTADGSTFVVQSRAQVLH 
QH* 
 
>ChlNC64A_1|144734|IGS.gm_8_00062 
MPPRRQEVSSASDSDDDFGSEPSDSEEEPQKKEWNTYCQACGSFEFEPGEAPWRCSACPQQFHRACLTGK 
ERGSAGRPGARWVCPLCARHERLGRGIDAILACRGGGTGKEYRIKFAGRSHLHTEWVRVSELEAAAALFP 
GLRLRLKTFEKKRAAALLTQADDELVEGVKPAWLEVERVIAERTVGSGGGGAAAGGGDGGGGGGAGGGAG 
GAAAAAGAGAGDAHEGGGGDAAVPPRLQYGQHKQYLCKWRELPYSECTWEEESDISEYRHLIQQYRQRVP 
IGEIQLQLPSPPAGAPQQQAQQQGEAAAQTGAEAEAAAGWWDGAGPDGGSQGGSQARRFAATPAFLLGQL 
HPYQLEGLNWLYQGWKAGTSLILADDMGLGKTVQAIAYLAALSHEASSVAARGGVGPPPLPHLVVVPLST 
LPNWQREFARFAPQLNVVALTGNAEARATIKEYELFGRGLGARTIQAGGGQPAGPAAARLFQALQSLRCR 
HRVLLTGTPLQNDLSELFMLLHFLEPQRFDSLEAFQQAFDDMGHEEQVARLHALLRPHLLRRMKADVLRQ 
LPPKKEQIVGVELSGSQKQVYRSILTHSYESLTRGGTSKLKNVMMELRKAVQHVYLLFHPPTPRPTGPPW 
KLKPGHRVLIYSQFLLMLDVLEWYCAARGHSYLRLDGSVGTAERQRRIDAFNGQPSRYFLFLLSTRAGGL 

171



GINLATADTVVLYDSDWNPHNDLQAQARAHRLGQSSGVMVYRLVARATVEERMMQRAKGKLVLEHVVVRK 
MKRQPRAAKEGGEAALGQSELQDLIKFGAADLFAPDGAEAGKPGWRHSLGGSSLQHRSSSPACAREAEAA 
GRGRPVPTSVREQQAGRTGGQDGRAIVWTDEALDQLLDRSDLSSQPEAAGKPGEAAAGGGDRDILAGFKV 
AHFTLQEQPAEQGLARGESGGGLGAGLADRLAGSGGGLGSGTLGSGAFSLDGDGGEPSAGAFWEALLGGR 
YAELQAEAAAALGKGKRRRRQILDLDQDAALDALLAEGGSEGSEGSEGSGHHGAGLHGGHSLGSRSTDAS 
DEDYQVGPEEEQEQQAAEEEEAEEWGRDGLVAEEHERRRKPSWTHHHAPAARAGGSGGSGEQRAGAGGHG 
GRGDFVEALSLSCQALAGAGGGEWLRPAAGWPLVQGTGDQLRVWGFTALQRRCFLGIVMQHGVAALPGGG 
FDWAPMRARLPFKHGREVEKYGKLLMELVAAAAVPREDGGAQPTGWELREEVLGDVCAKDVMARLGLLHL 
LRTTTEQLRAVGSAAAAAALPCARNLARPVLHTHLTAWGQAHDVRLMEAVVEHGYGRWEEVLADESLGLA 
EVVARELQALRYPDAAAAVGPPPPPSAGRVQRQVYTLMRKRMHGWLESRVTRLAAALAAEPGAPDPPLLT 
LPLKLSKRRQEAPRGGQPWQGQEQGPGQAPQQRQQEQQPQARPRQQQQQQQQQQQRAAGGGREASAGHAG 
RRPLCPVPPRSPAIVAAISALPGLSPEARKARLGISELNQYMQALSASIKQETRETHSALIGGCPVDLVA 
AGRRFQEQLQRISKCSQRLMLLVQHELGGVEAARRQQQAGPQQPQPQGKQGQPQQQGQPQQQGRPQPQRW 
QQQQQQQQQQAPARASAWPGGAPTQPPPAPAAAAASRQPSSGSLPAQTLSAAPSAGQSAGTRVVAAGAAG 
AVGVPADEAAPAPQPSAEPFAAHMLREADQLLNDILADDPPLEDPLERGDRLVAELLQEVNAPVVVSPRP 
PRLDASPAAARATAGSAQLLRPPDGGRAAAAAIEAAAALPLGPPADAQRRQEGAAGLGSMDPGGDDTVIE 
ID* 
 
 

IAMT1 
 
>AT1G04600.1 
MAASAKVTVGSHVWVEDPDDAWIDGEVEEVNSEEITVNCSGKTVVAKLNNVYPKDPEFPELGVDDMTKLA 
YLHEPGVLLNLKCRYNANEIYTYTGNILIAVNPFKRLPHLYGSETMKQYKGTAFGELSPHPFAVADSAYR 
KMINEGVSQAILVSGESGAGKTESTKMLMQYLAYMGGRAESEGRSVEQQVLESNPVLEAFGNAKTVRNNN 
SSRFGKFVEIQFDQRGRISGAAIRTYLLERSRVCQVSDPERNYHCFYMLCAAPEQETERYKLGKPSTFRY 
LNQSNCYALDGLDDSKEYLATRKAMDVVGINSEEQDGIFRVVAAILHLGNIEFAKGEESEASEPKDEKSR 
FHLKVAAELFMCDGKALEDSLCKRVMVTRDESITKSLDPDSAALGRDALAKIVYSKLFDWLVTKINNSIG 
QDPNSKHIIGVLDIYGFESFKTNSFEQFCINLTNEKLQQHFNQHVFKMEQEEYTKEEIDWSYIEFIDNQD 
VLDLIEKKPGGIIALLDEACMFPRSTHDTFAQKLYQTFKNHKRFGKPKLAQTDFTICHYAGDVTYQTELF 
LDKNKDYVVGEHQALLSSSDCSFVSSLFPPLPEESSKTSKFSSIGSQFKQQLQSLLESLSTTEPHYIRCV 
KPNNLLKPDIFENINILHQLRCGGVMEAIRISCAGYPTRKPFNEFLTRFRILAPETTKSSYDEVDACKKL 
LAKVDLKGFQIGKTKVFLRAGQMAEMDAHRAEVLGHSARIIQRNVLTYQSRKKFLLLQAASTEIQALCRG 
QVARVWFETMRREAASLRIQKQARTYICQNAYKTLCSSACSIQTGMRAKAARIELQLRKKRRATIIIQSQ 
IRRCLCHQRYVRTKKAAITTQCGWRVKVARRELRNLKMAAKETGALQDAKTKLENQVEELTSNLELEKQM 
RMEIEEAKSQEIEALQSVLTDIKLQLRDTQETKSKEISDLQSVLTDIKLQLRDTQETKSKEISDLQSALQ 
DMQLEIEELSKGLEMTNDLAAENEQLKESVSSLQNKIDESERKYEEISKISEERIKDEVPVIDQSAIIKL 
ETENQKLKALVSSMEEKIDELDRKHDETSPNITEKLKEDVSFDYEIVSNLEAENERLKALVGSLEKKINE 
SGNNSTDEQEEGKYILKEESLTEDASIDNERVKKLADENKDLNDLVSSLEKKIDETEKKYEEASRLCEER 
LKQALDAETGLIDLKTSMQRLEEKVSDMETAEQIRRQQALVNSASRRMSPQVSFTGAPPLENGHQEPLAP 
IPSRRFGTESFRRSRIERQPHEFVDVLLKCVSKNIGFSHGKPVAALTIYKCLMRWKIFEAEKTSIFDRIV 
PVFGSAIENQEDDNHLAYWLTNTSTLLFLLQRSLRQQSSTGSSPTKPPQPTSFFGRMTQGFRSTSSPNLS 
TDVVQQVDARYPALLFKQQLTAYVETMYGIIRENVKREVSSLLSSCIQSLKESSCDSSVVNSPSKSSEEN 
LPAKSSEENSPKKSSEENSPKESSGDKSPQKLSDDNSPSKEGQAVKSSEENSPASSWQSIIEFLNYILIT 
WKKNYVPLFLVQKMFSQTFQYINVQLFNSLLLEREYCTVNMGIKVKAGLDELESWCSQATEEFVGSSWDE 
LKHTRQAVVLLVTEPKSTITYDDLTINLCSVLSTEQLYRICTLCKDKDDGDHNVSPEVISNLKLLLTNED 
ENSRSFLLDDDSSIPFDTDEISSCMQEKDFANVKSASELADNPNFLFLKE- 
 
>GAMT2_AT5G56300 
MESPSLPMTAKDWTTTSLHRVFAMQGGEDDLSYVNNSDSQALAITLSKPILISSLQSIKLFSDQTPIKIT 
DLGCATGSNTFTTVDTVVETLQRRYTARCGGGGSPEFEAFFCDLPSNDFNMLFKLLAEKQKVDSPAKYFA 
GGVAGSFYDRLFPRGTIHVAVSLSALHWLSQIPEKVLEKESRTWNKGKTWIEGAKKEVVEAYAEQSDKDL 
DDFMSCRKEEMVKGGVLFVLMAGRPSGSSSQFGDQDTRAKHPFTTTMEQAWQDLIEEGLIDEETRDGFNI 
PAYMRSPEEVTAGIDRCGGFKIGKMDFLKIVEYSDEKQEEWKKDPVSYGRARTNLVQAAIRPMVDAYLGP 
DLSHELFKRYENRVSTNQEFLHITCFYGVVVFSAIRV 
 
>IAMT1_AT5G55250.1 
MGSKGDNVAVCNMKLERLLSMKGGKGQDSYANNSQAQAMHARSMLHLLEETLENVHLNSSASPPPFTAVD 
LGCSSGANTVHIIDFIVKHISKRFDAAGIDPPEFTAFFSDLPSNDFNTLFQLLPPLVSNTCMEECLAADG 
NRSYFVAGVPGSFYRRLFPARTIDFFHSAFSLHWLSQVPESVTDRRSAAYNRGRVFIHGAGEKTTTAYKR 
QFQADLAEFLRARAAEVKRGGAMFLVCLGRTSVDPTDQGGAGLLFGTHFQDAWDDLVREGLVAAEKRDGF 
NIPVYAPSLQDFKEVVDANGSFAIDKLVVYKGGSPLVVNEPDDASEVGRAFASSCRSVAGVLVEAHIGEE 
LSNKLFSRVESRATSHAKDVLVNLQFFHIVASLSFT- 
 
>Chlvu1_83514_estExt_fgeneshCV_pg.C_120174 
MSHLGPHSTVSGMDSSYNDLSDMQRQAFEHFWPWLEDAVTQSSTLLPFQNCSTISYADYGCAGGANSAAY 
FAQVKSALERAGFLGGDGSSQLQVTLIDVPSNDWNQVSAAFFRPGAVGCAEAILPTMVPKSFYAGEVAPP 
ASLHIGISVVALHWLSHTPPVSLKDSFNYQRGGQSHVEAFRRQFESDAEHFLRLRANEFVPGGLLLLVLP 
GTLGDRYLGEGSFSALSDAAAELSAQGKIDASLLEDFLYPVYMPTEDELFERAEEMVRADPSKYAFKNIE 
VAVLLRRTKRRPSVDIGRRSTE* 
 
>Phypa1_1_143559_e_gw1.204.84.1 
MKRKTLLRMQGGDGEGSYSRNSGMLQGGTLRTIGHNLADEISQLGTLTEVGPVRVADFGCSSGANALEWA 
DLCASSIVRNYHQMKSVPAPEIQHFFSDLPSNDFNSLFRELVESKRPYFAAAAPGSFHGRLFPQHSIQIA 
ISIWSLHWMSKIPETVLDASSPAYNKGQVWLDSRNPSKAAAYSQVARHDLLSFFTHRACELEPGGIVSMM 
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CMSRGEHEKPELQCSDEFQEANPGGGLLEQSWEELIAEGVISPKELDTFNIPVYHLSIEEIKEAIDQTSA 
FEIKQLEVRRDHL* 
 
>Phypa1_1_151064_e_gw1.327.25.1 
MEGAGDASYVKYSSGQANINAELRPMLATAIRTYTEFPSSGPIRVADLGCSVGANALGFAECISNAVLEK 
FKSLGLPAPEIQHFFSDLPSNDFNLLFSLMPHLKSGEDDWGNLDNCREMDTTRSYYAAAVPGSFYDRLFP 
RESLHVVMSTWSMHWLSHIPTSVTDKSSPAYNKGKVWINEGSPAVAEEYSKVSKENLKAFFVNRGVEMVS 
GGLLFVMLMSRKDPCRKEIQFGQPLGLGSPICGMFELAWNDLVDEGVVDEDTRDSFNMPIYCPSADEITE 
AIDESSAFRVEKLEIWEDIDFLPRATAVQLATNPERWGAMAMNMSKTMMLTLVEAHVGPEVAAKLWDRLQ 
KQVTAHCRRTKTVFCANSPGCNIALAFLVKK* 
 
>Phypa1_1_24393_gw1.47.108.1 
ADFGCAVGANTIGLAKFVTETLKSRPEISERDFLCYFADLPTNDFNTLFNQFPPLASRDGGNGNVEERTW 
FAAGVPGNQFNRMFPRSSLHVAITTLTLHYLPEIPKSITDESSPTFNRGCISSHGASPAVAEVFADTSRE 
GLRKFFQCRAEELASGGVLAFYFPSRPDRAHPERQMSEDSMQLALWKVETAWRELVAEGVMPEELLDTFN 
VPNCHPSKEEVEEVVDHETSCFHIQKLEYIHKHPFSPPNPELILKDAQSYAKWWTGILRGGLGGMLSAHM 
APELTEALMERFS 
 
>Selmo1_109905_e_gw1.39.432.1 
MQGGLGEDSYHQNSSLQAQSFKNVQPTIKEIMANNTLLLDPSLKVIRIADLGCSNTIHAIDFVAREIIQL 
RDQKLPFSSSSSLEIQAIFSDTTANDFNTLFSKVPHLQGEPYFFSGVPGSFYHRLFPRSSIHFAMTSHAL 
HYISKIPDEIIDRNSTAWNKDTMVIDRFSPPAALEAFARQASDDFSNFLQHRAQEVVSGGILVTMFPIRL 
TQELITVDLTLALEASWKDLIQEELLSQESLDTFNLPIYVRSMEEIQEALEPVKEYFKVIYSANFTYPQP 
DPKSWNATAVVKKWKAVLGRAIGQHIGNEELVELMFKRMVAKITTLTIPFEVILLVLQRTEL* 
 
>Selmo1_24064_gw1.179.26.1 
MERGTGYTHHSTVQAQGFKDGEAKIKQAMARNALLVDPSLEVIRVADLGCSHGSNAIHAVDFVAREIIEL 
RDLKLSSSSSSSLEIQAIFSDITANDFNTLFSLVPHLQGKPYFFSGVPGSFYLRLFPRSSIHFAMTTFAL 
HSLSKIPEEITNKESPAWNKGTMYIDRSSPQAAIEAVVRQAKEDLQNFLQCRAQELVTGGLLVSKFLIRT 
TRDLEGPLHNGFQEAWKDLIQEGIISQESLDTFNFPVYFRSCHEVQDAL 
 
>Selmo1_24414_gw1.0.667.1 
MEGGSGKDSYHRNSGLQAQGFSSAHAAIEQAIASSAPLFLDSSLDVIRIADLGCSHGSNTIQALDFVARE 
IIRLREQVGDRKPLEIQAIFSDLAVNDFNTLFALVPHPQGEPYFFSGVPGSFYRRLFPRSSIHFAMTNYA 
LHYLSKIPESITDRNSPAWNRDCMFVSRSSPPAAIEAFAQQASDDLSIFLHSRAQELVTGGILLLMFPIR 
LSHELNEDDFSLQSVWKDLIQEGLLSQESLDTFNFPTYVRSGDEVRSSLGSVDQQFTVIHSENLKFPW 
 
>Selmo1_403920_fgenesh2_pg.C_scaffold_1000757 
MDIVVQAFKDQLKLTKSADLPPVPGFLLRCEIRVPGSFYDRLFPSSSIHFAMSSAPLHWVSKIPDAILDS 
ESVCWNGGNISPDKAKPEVAHAYQQQGHEDLCNFLKFRAEEIVPAGGLLCMLMNARRSKQTLSTGLQLLG 
ARMGGHCHRGIDRREHPKHFQHALLPSSRL* 
 
>Selmo1_406384_fgenesh2_pg.C_scaffold_5000265 
MESGVGIGSYARNSAFQSSDFPLVVPAIRNAIAMHCKSISSSTAGSVIHFVSSAALHWVSKIPDAVLDGE 
SVCWNGGNISPDKAKPEVAQAYQQQAHENLCNFLKFRAEEIVPGGLLCMLMNARRRFQTENTSADVVNWF 
TAAWSSWSPREPETLSTCAASIEQTMKSLRQSRKLVLVDPPKPAYGEARSRAAAARWEENTRSEAMFLKS 
VSSQLVEKHLSHNDFLVEESHKRLERRLLTQEKSLFSRHLPMHFSARLLEQA* 
 
>Selmo1_414481_fgenesh2_pg.C_scaffold_24000001 
MLCLPCWAEQFFNTAWVVDTRKVGVRIKEDMEPKELRHAAKGNVQLNGTFFWRVRMLGGVGINSYTRNSA 
KQAVGFSLIAPALKNVIAASDFGYDETSPVRIADLGCVSGYKHNPCSGACGEAIRACSAMEPEIQAFFSD 
LSSNDFNTLFQLWRGTWVIGVVHSRRGMKPLWCKLMRIFAGSYPAEHKRLFLEELSDRETHATFCMPWLF 
RTIDEVVAIVSEMPGDGSLGNVLAEGNFSCSIALEIEEASMDSQPPHVLAFPFPTQGHINPMILLCRKLA 
SMGFVVTFPHIGSKNMSSTADEQF 
 
>Selmo1_439767_estExt_fgenesh2_pg.C_80109 
MEGGSGKDSYHRNSGLQAQGFSSVHAAIEQAIASSAPLFLDSSLDVIQIADLGCSHGSNTIQALDFVARE 
ITRLREQVGDRKPLEIQAIFSDLAVNDFNTLFALVPHPQGEPYFFSGVPGSFYGRLFPRSSIHFAMTSYA 
LHYLSKIPESITDKNSPAWNRDSMFVSRSSPPAAIEAFAQQASDDLFVFLHSRAQELVTGGILLLMFPIR 
LSHELNEADFPFQSVWKDLIQEESLDTFNFPAYLRSGDEVRSSLGSVDQQFTVIHSENLKFPWLDPKSSS 
YAATATKYWKAVSKPFIEKHIGNQEVVELMYERMPSKVTVSSPSGELDIVLLVLVKKLSHWTVRVAKLKD 
VSQSATFGIFKRPF* 
 
>Selmo1_65922_gw1.0.1722.1 
SMEGGVGISSYSRNSSNQGSAFLLIAPALRAAIAAHDFADHTAAPIRIADLGCAVGSNTITAVAFVIKAV 
RDKFKSSGLREPELQALFSDLVSNDFNTLFQHLEGADFFVAGVPGSFYHRLFPSSSIHFSMCNVALQWLS 
KASVPAAVADRRSSSWNAGRITAGGSAPEVARAFASQAHEDLCRYLACRAEETVPGGLVTFFVSIRSSSD 
PAEQTGGEDCSLGWMVTCLEQAWNDLVLEGLIDEETRDSFNIPAYHRTLDEIAKAVSESG 
 
>Selmo1_67910_gw1.8.1443.1 
LEIQAIFSDLAVNDFNTLFALVSHPQGEPYFFSGVPESFYGRLFPRSSIHFAMTSYALHYLSKIPESITD 
KNSPAWNRDSMFVSRSSPLVAIEAFAQQASDDLSIFLHSRAQELVTGGILLLM 
 
>Selmo1_75845_e_gw1.0.2467.1 
MEGGSGKDSYHRNSGLQAQGFSSVHAAIEQAIASSAPLFLDSSLDVIRIADLGCSHGSNTIQALDFVARE 
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IIRLREQVGDRKPLEIQAIFSDLAINDFNTLFALVRHPQGEPYFFSGVPGSFYGRLFPRSSIHFAMTSYA 
LHYLSKIPESITDKNSPAWNRDSMFVSRSSPPAAIEAFAQQASDDLSIFLHSRAQELVTGGILLLMFPIR 
LSHELNEADFPFQSLWKDLIQEVKSDLSLSLSLSLSVSLSVCLSLSLSLSLSLCSQHIC* 
 
 

IAR4 
 
>AT1G59900 
MALSRLSSRSNIITRPFSAAFSRLISTDTTPITIETSLPFTAHLCDPPSRSVESSSQELLDFFRTMALMR 
RMEIAADSLYKAKLIRGFCHLYDGQEAVAIGMEAAITKKDAIITAYRDHCIFLGRGGSLHEVFSELMGRQ 
AGCSKGKGGSMHFYKKESSFYGGHGIVGAQVPLGCGIAFAQKYNKEEAVTFALYGDGAANQGQLFEALNI 
SALWDLPAILVCENNHYGMGTAEWRAAKSPSYYKRGDYVPGLKVDGMDAFAVKQACKFAKQHALEKGPII 
LEMDTYRYHGHSMSDPGSTYRTRDEISGVRQERDPIERIKKLVLSHDLATEKELKDMEKEIRKEVDDAIA 
KAKDCPMPEPSELFTNVYVKGFGTESFGPDRKEVKASLP 
 
>AT1G01090 
MATAFAPTKLTATVPLHGSHENRLLLPIRLAPPSSFLGSTRSLSLRRLNHSNATRRSPVV 
SVQEVVKEKQSTNNTSLLITKEEGLELYEDMILGRSFEDMCAQMYYRGKMFGFVHLYNGQ 
EAVSTGFIKLLTKSDSVVSTYRDHVHALSKGVSARAVMSELFGKVTGCCRGQGGSMHMFS 
KEHNMLGGFAFIGEGIPVATGAAFSSKYRREVLKQDCDDVTVAFFGDGTCNNGQFFECLN 
MAALYKLPIIFVVENNLWAIGMSHLRATSDPEIWKKGPAFGMPGVHVDGMDVLKVREVAK 
EAVTRARRGEGPTLVECETYRFRGHSLADPDELRDAAEKAKYAARDPIAALKKYLIENKL 
AKEAELKSIEKKIDELVEEAVEFADASPQPGRSQLLENVFADPKGFGIGPDGRYRCEDPK 
FTEGTAQV- 
 
>IAR4_AT1G24180 
MALSRLSSRSNTFLKPAITALPSSIRRHVSTDSSPITIETAVPFTSHLCESPSRSVETSSEEILAFFRDM 
ARMRRMEIAADSLYKAKLIRGFCHLYDGQEALAVGMEAAITKKDAIITSYRDHCTFIGRGGKLVDAFSEL 
MGRKTGCSHGKGGSMHFYKKDASFYGGHGIVGAQIPLGCGLAFAQKYNKDEAVTFALYGDGAANQGQLFE 
ALNISALWDLPAILVCENNHYGMGTATWRSAKSPAYFKRGDYVPGLKVDGMDALAVKQACKFAKEHALKN 
GPIILEMDTYRYHGHSMSDPGSTYRTRDEISGVRQVRDPIERVRKLLLTHDIATEKELKDMEKEIRKEVD 
DAVAQAKESPIPDASELFTNMYVKDCGVESFGADRKELKVTLP- 
 
>ChlNC64A_1_141042_IGS.gm_30_00080 
MLAAVSSIAAGAARQAVGGSLACLASTLHRRGFAASATVDGDTLTVEVNPFKTHRIDPPPTTVTATKDEL 
LAYFKQLYRLRRMEISADMLYKAKAIRGFCHLYDGQEAVIVGLEAALDHNDSIITSYRNHATHVARGGTV 
SEVIGELMGRTTGASKGKGGSMHMYRREANFFGGQGIVGAQVPLGTGLALAHQYNGTGGVAVAMYGDGAA 
NQGQIFESFNMAALWDLPCIFVCENNHYGMGTAEWRAAKSPAFYTRGDYMPGMKCDGMDVLAVKQAFAYA 
KQHAVANGPIILEMDTYRYHGHSMSDPGSTYRTRDEISSIRQQRDPVEHVR* 
 
>ChlNC64A_1_56254_estExt_fgenesh3_pm.C_160009 
MYRLRRMEISADMLYKAKQIRGFCHLYDGQEAVVVGMEAALEQSDSVITSYRDHAHFVGRGGTVLEVFAE 
LMGRVEGASKGKGGSMHMYRRQANFFGGQGIVGAQVPLGAGLALAHQFRGDGGVAVTMYGDGAAQQGQIF 
ESFNMAALWDLPCIFVCENNHYGMGTAEWRAAKSPAFYTRGGDTMPGMSCDGMDVLAVKQAFAFAKQYVL 
EKGPLILEMDTYRYHGHSMSDPGSTYRTRDEISGIRAKRDPIERVRQLLAANGLAESSELKAIEREVKGE 
IDGAIDDAKAARLPADEELWTNIWRAPLGATMRGIESSHKQRLPS* 
 
>Chlre3_193810_estExt_fgenesh2_pg.C_500020 
MLITQSMSAPEQKHLHQPQQLPSPFALYSGALVQSKPQQVLPPPSPAAAPAAAYVPCPNPNPTFDAAQAA 
AAREARRRCLRDIFLLLSASLAAAAVLGAAALASPVAVHPGGGGSRDGGDFDVANLRDLFSDAIAGLGQL 
LALPWVLPLAAVLSAGTLLALALSEATRRRHPTNAWAAFGAFTAGQALLVGCLTHPHAARVPGADPFAVG 
GWRGGVGAGGGGGGGRSGRWAEAAYAALGVYLDPLCLALYGLHHLQAEAQAVAITGLKSQSGSQLGLSMA 
RLFASAAASPSIKVEVMPYKVHRIEAPSNVVETNVEELTNFYKLMYKMRRMEIAADMMYKAKFIRGFCHL 
YDGQEAVDGMDVLAVKNAVAFAKAYALANGPIVMEMDTYRYHGHSMSDPGSTYRTRDEINAMRTERDPIE 
RVKRLLLNNGVDPADLKKIDKEVKKEVDDAVEQAKQGQIPPLHWLWRNMYAEPLGAGMRGVLPAEYHVPA 
FDPTYKS* 
 
>Chlvu1_25215_e_gw1.2.346.1 
MEAQAAESACHGCLQVREYQAHHIEAPGTTVTTTKAELVQFFESMYRMRRMEIAADMLYKSKLIRGFCHL 
YDGQEAVIVGLEAASTFQDSIITSYRDHCTHLGRGGTVYDVIAELMGRVEGATKGMGGSMHMYNKAHNFY 
GGQGIVGAQVPLGAGLGYAHKYRKDGSVAYAMYGDGAANQGQIFEAFNMAGLWELPVVFICENNHYGMGT 
AEWRGSKSSAFYTRGDYIPGLKIDGMDALAVKHGVAYAKAHAVEHGPIILEMDTYRYHGHSMSDPGSTYR 
TRDEITQIRTQRDPVEHVKKLLLDRGLVDAADIKKTEKAIKKEVDEAVERAKQGTIPPPEMLWKNIYADP 
LGSVMRGMDSQTKINLS* 
 
>Chlvu1_29303_e_gw1.8.183.1 
MALLKRLPAQLSVAARCSGSLRSFSAIPEAVEDDETVTVTVNPYKLHRLDEGPPTEVETSKGELLGMFKT 
MYTMRRMELAADLLYKQKLARGFLHLADGQEAVPTGMEAALTFQDSIIQSYRDHCTFLGRGGTVREVIAE 
LLGKETGAARGLGGSMHLYKKEHNFYGGEGIVGTHIPLGAGLGLAHKIRKDGHVALALYGDGAANQGQVA 
EAYNMAAIWDLPVIFVIENNHYGMGTSDRRASKSAQYYTRGDYIPGVWVDGMDALSVKSATAFAKQHVLQ 
HGPLMLEMDTYRYHGHSISDPGSTYRTRDEIQGIRRARDPIEHVRNLLQEHSFADSGELKRIEKDIKKDV 
ADQIEQAKQDAYPPIENLWLNIYKDGLGAKLRGMEMGRPKIQLPEGSAK* 
 
>Chlvu1_73729_fgeneshCV_pg.C_scaffold_8000110 
MAELLGRVDGASKGLGGSMHLYKKDHNFYGGIGIVGTHVPLGAGIGLAHKYRKDGHVSFTLYGDGAANQG 
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QAYNMAALWDLPVVFTIENNQFGMGTSARRASKNTEFYTRGDYIPGVWVDGMDALAVKTATAFAKQHALQ 
HGPIILEMDTYRYHGHSISDPGSTYRTRNEIQGIRRARDPIEHVRNLLQEHSFADSNELKRLENDIKKHV 
TEEVEEAKRSPPPPLCYLWKFVYKKGWGAKLRNVELGRGFIQLPS* 
 
>MicpuC2_22101 
MMIDVPIPFVAHRIDPPSQTVETSKAEIVDMFTQSYLMRRLEIAADVLYKGKFIRGFCHLYDGQARSISH 
WSPYDREAVCVGMEAALNKDDAIVTSYRDHCTHLGRGGTPLEVMAELMGRIDGASKGMGGSMHMYKRDAH 
FFGGNGIVGAQASSDWSPYDRTPIGAGLAFAMQYEKKPNVAVAMYGDGAANQGQLFEALNIAALWDLPLI 
YVCENNHYGMGTAIAKSAKSPEYFKRGDYVPGLKVDGMDALAVKQAIKFAKEHCVSGKGPIVLEMDTYRY 
HGHSMSDPGSTYRTRDEITGIRQERDPVERLRKLIVEHELLDTAEIKAIEKAQRKIVDEAVAAGKASPEP 
PVENLMKNMNQIMDNVVVRGVDSEARTHLTEAYGVK* 
 
>MicpuN2_89160_e_gw2.16.125.1 
MTIEIPIPFKAHNIEAPSQMVETSKTEIVDMFTQAYLMRRLEIASDVLYKGKFIRGFCHLYDGQEAVCVG 
MEAALTKEDAIVTSYRDHCTHLGRGGTPLEVMAELMGRVDGASKGMGGSMHMYKRDANFFGGNGIVGAQT 
PIGAGLAFSYKYNKQPNVAVAMYGDGAANQGQLFEALNIAALWDLPLIYVCENNHYGMGTTTARSAKSPE 
YYKRGDYVPGLRVDGMDALAVKQAIKFAKAHCVSGAGPIVLEMDTYRYHGHSMSDPGSTYRTRDEITGIR 
QERDPVERLRKLIQHHELLAPEEIKAIEKTQRKIVDDAVAAGKASPEPDSNALFRNMNQVAEGIVIRGVD 
SGARTTLATVQP* 
 
>Ost9901_3_29179_eugene.0100010573 
MVIETPVPFKGHLIVPPSQMVETTKSEIIDMFTQAYMMRRLEIAADVLYKGKFIRGFCHLYDGQEAVCVG 
MEAALNKQDAVVTSYRDHCIHLGRGGTPLEVMAELMGRVDGAAKGIGGSMHMYRREANFFGGNGIVGAQT 
AIGAGLGFAFKYNKQPNVAVTMYGDGAANQGQLFEALNMAALWDLPVIFMCENNHYGMGTAQDRSAKSPV 
YYKRGDYVPGLKVDGMDALAVKQAMKFAKEYCVAGNGPIVMEMDTYRYHGHSMSDPGSTYRTRDEITGIR 
QERDPVERLRKLITEHNLLDATQIKQIEKEQRRIVDEAVEQAKASPLPPNENLTKNMNTNLENIVVRGVD 
SQTFHALV* 
 
>Ostta4_14729_e_gw1.01.00.350.1 
MRPRGRRXXXXXXXTMTIETPVPFKGHLIEPPSQMVETSRGEIIDMFTQAYMMRRLEIAADVLYKGKMIR 
GFCHLYDGQEAVVVGMERALTKEDAVVTSYRDHCVHLGRGGTPLEVMAELMGRVDGAAKGIGGSMHMYKR 
DANFFGGNGIVGAQTPIGAGLGFAFKYNKQPNVAVTMYGDGAANQGQLFEALNIAALWDLPVIFMCENNH 
YGMGTAQERSAKSPVYYKRGDYVPGLRVDGMDALAVKQAIKFAKEHCVSGKGPIVMEMDTYRYH 
 
>Phypa1_1_105993_estExt_fgenesh1_pm.C_560024 
MALRQAWQKTGKALNRGAIAPAVIAFARPLSTSADPIVLDIPVPFKGHNVEAPSQSVETSAQELVGFFKT 
MFVMRRMEIAADSLYKSKFIRGFCHLYDGQEAVCVGMEAALNERDCIITAYRDHCTHLGRGGSVLEVFAE 
LMGRKDGCSLGKGGSMHMYNKKGGFYGGNGIVGAQTPLGAGLAFAQKYLKADGVTLAMYGDGAANQGQLF 
EAMNISALWDLPVIYVCENNHYGMGTAEWRSAKSPEYYKRGDYVPGLKVDGMDCLAVKQAVKFAKEHALK 
NGPMVLEMDTYRYHGHSMSDPGSTYRTRDEISGVRQERDPIERIRKLLVTHELASVADLKAIEKEAKKEV 
EDALAKAKESPAPDSEELFSHIYRKSYGSEAYGADRKEVTVKLP* 
 
>Phypa1_1_123902_e_gw1.47.86.1 
MSLVRKAVKKGWVGALAPAARVMSQALSTASEPITLDIPVPFKAHKVETPSVTVETSAQELTNFFKTMFI 
MRRMEIAADSLYKSKFIRGFCHLYDGQEAVCVGMEAALNDKDCIITAYRDHCTHLGRGGSVLEVFAELMG 
RKDGCSLGKGGSMHMYNKKGGFYGGNGIVGAQTPLGAGLAFAQKYLKVEGVTLAMYGDGAANQGQLFEAM 
NISALWNLPVIYVCENNHYGMGTAEWRSAKSPEYYKRGDYIPGLKVDGMDCLAVKQAVKYAKEYALQNGP 
MVLEMDTYRYHGHSMSDPGSTYRTRDEISGVRQERDPIERIRKLLLSNNIATVAELKTMEKEAKKEVEDA 
LSKAKESPSPDSDELFTHVYRKGYGAKAYGADRKEVVVKLP* 
 
>Phypa1_1_193663_estExt_gwp_gw1.C_2010096 
MALRQAWQKAGKVLNGGALVSPGSTFARALSTSSDPLTLEIPVPFKGHKVDPPSSTVETSAAELVDFFRT 
MFVMRRMEIAADSLYKSKFIRGFCHLYDGQEAVCVGMEAALNDKDCIITAYRDHCTHLGRGGTVLEVFAE 
LMGRKDGCSLGKGGSMHMYNKKGGFYGGNGIVGAQTPLGAGLAFAQKYLKVDGVTLAMYGDGAANQGQLF 
EAMNISALWDLPVIYVCENNHYGMGTAEWRSAKSPEYYKRGDYVPGLKVDGMDCLAVKQAVKFAKEYSLK 
NGPMVLEMDTYRYHGHSMSDPGSTYRTRDEISGVRQERDPIERIRKLLLSHEFASVADLKAIEKEAKKEV 
EDALAKAKESPSPDAPELFSHIYRKSYGAEAYGADRKESTVKLP* 
 
>Phypa1_1_59475_fgenesh1_pm.scaffold_169000019 
MQIIRRAEIAADMLFKSQMIRGFCHLYDGQEAVSVGLERALSYDDNVITAYRDHGIFLGRGGTVFELFSE 
LMGKRTGCALGKGGSMHLYHREHNFWGGWGIVGTTPPLGAGLAFGQKYEKKPNVTAAIYGDGAGNQGQLF 
EAQNLAALWNLPLILVIENNHFGMGTAEWRSSKKTTHYDRVSYIPGIKTDGMDVFAVGEAFKLCKEHCLS 
GKGPITLEADTYRYHGHSMSDPGSTYRSRQEIQGMRQERDPIERVRKIILKEELATNEELKDLDKQIRHE 
VDEASAKAREAEFPGEEELFANIYKADSGLIVTGCDRKHSKVQMS* 
 
>Selmo1_404036_fgenesh2_pg.C_scaffold_2000024 
MARWRQRLLSSACSSSSSSAAAPQALLRLASSALSRQSSSRGFAAAPDDTTPFVVDIPVPYAGHRCDPPE 
QRVETSAKELVDFFKVMYVMRRMEIAADSLYKAKFIRGFCHLYDGQEAVCVGMEAALTKEDAIITAYRDH 
CTHIGRGGTVLEVMAELMGRKSGCSLGKGGSMHMYNKEGNFYGGNGIVGAQTALGAGLAFAQKYNKQNAV 
SLALYGDGAANQGQLFEAMNISALWDLPVIFVCENNHYGMGTAEWRSAKSPEYYKRGDYVPGLKIDGMDV 
LAVKQGVRFAKEHALTKGPIVLEMDTYRYHGHSMSDPGSTYRTREEISGVRQERDPIERVRKLLLAKEIV 
TVADLKNLEKQAKAEVDEAVNQAKEGGQPETHELFTHVHVKGLKQLAYGPDRKEVIVPLP* 
 
>Selmo1_404383_fgenesh2_pg.C_scaffold_2000371 
MARWRQRLLSSACSSSSSSAAAPQALLRLASSALSRQSSSRGFAAAPDDTTPFVVDIPVPYAGHRCDPPE 
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QRVETSAKELVDFFKVMYVMRRMEIAADSLYKAKFIRGFCHLYDGQEAVCVGMEAALTKEDAIITAYRDH 
CTHIGRGGTVLEVMAELMGRKSGCSLGKGGSMHMYNKEGNFYGGNGIVGAQTALGAGLAFAQKYNKQNAV 
SLALYGDGAANQGQLFEAMNISALWDLPVIFVCENNHYGMGTAEWRSAKSPEYYKRGDYVPGLKIDGMDV 
LAVKQGVRFAKEHALTKGPIERDPIERVRKLLLAKEIVTVADLKNLEKQAKAEVDEAVNQAKEGGQPETH 
ELFTHVHVKGLKQLAYGPDRKEVIVPLP* 
 
>Selmo1_96403_e_gw1.18.411.1 
MTRSTVGSLARRLFASQPRQAAAAQAPDAINVEIPVPFQLHLLQEGPARESVTSREELVKMYRDMFRIRR 
MEITADKLFKSQLVRGFCHLYDGQEAVTIGMEAALTYEDTVITAYRDHATFLGRGGTVHECFAELMGRST 
GCARGKGGSMHLYKPSNNFYGGWGIVGTTGPLGAGLAFANKYEKKNNVAMAIYGDGAGNQGQLFEAKNMA 
GLWDLPLIFLVENNHYGMGTAEWRASKKTTFYDRVSYIPGIKVDGMDAFAVKEATRFAKEHCLSGKGPIV 
LEADTYRYHGHSMSDPGSTYRTRNEIQGVRQERDPIERIKKLMIKENVMREEEFKAVDKEIKQEVDDAAA 
KAKDDPNPGEEELFMNIYKNDSGLKTYGCDRNMVRVQLP* 
 
>Volca1_68179_e_gw1.73.7.1 
MPFKVHRIEAPSNIVETNVSELMSFYKLMYKMRRMEIAADMMYKAKFIRGFCHLYDGQEAVLTGIEAAIT 
LQDSIITSYRDHCQHVSRGGTVLELMAELMGKREGATRGLGGSMHIYNRKNNFYGGNGIVGAQIPLGAGI 
ALAHKYRGEPNVCITMYGDGAANQGQKYEALNMAGLWNLPAIFVCENNHYGMGTAEWRAAKSPNFYTRGD 
YIPGIKVDGMDVLAVKQAVAFAKAYALANGPIIMEMDTYRYHGHSMSDPGSTYRTRDEINAMRTERDPIE 
RVKKLLLANGVESAEFKRLDREIKKEIDDAVEAAKAGSIPPDSWLWKNMYAAPLGAEMRGVLPGQYHAPA 
FDPEYKS* 
 
 

IBR5 
 
>IBR5_AT2G04550 
MRKRERENPCSICGHYHKYEEGEVCGVCGHCMPVSSDTVAPQQVHVSAFPSEILPEFLYLGSYDNASRSE 
LLKTQGISRVLNTVPMCQNLYRNSFTYHGLDNEKVLQFDDAIKFLDQCEKDKARVLVHCMSGKSRSPAVV 
VAYLMKRKGWRLAESHQWVKQRRPSTDISPEFYQQLQEFEQGIFGSEMMSAMNINDAPTFGFGFPKIDNQ 
AQAPVFNNAPTSSIFSSPASSIPPQEFTFGATPPKPTTGGDIAMDGS- 
 
>Phypa1_1_106219_estExt_fgenesh1_pm.C_660020 
MRKRERENPCFVCGHYHKFEDGEVCGICGHRLQEATEKGPQQSAFSTEILPQFLYLGSYDNASRAELLKA 
QNITRILNTVPTCQNLYKNSFTYHSLKEEKTIPFAECLEFIEQARVDKARVLVHCMSGQNRSPAVVIAYL 
MKHKQWRLPQAYQWVKDRRPSINLSEAVAQQLQQFEIEVFGNNVPTTPIYNTPAGVTFGFGYPTPVPEPI 
VPTFTPQPMANPLGQAPVFGSVGVPIMPSSNFVFGAVRHEPRAAMDQSMDGS* 
 
>Volca1_77506_estExt_Genewise1.C_700072 
MKAKRDREEPCFICNHYHDHESGEPCQICGHVLTQAERRQLEHSVLPTGIIPGSLYLGSYDTASRSELLR 
AMGITHILNTWPSNPALFKNSFTYHTVSSAPVDFQECFDFIDNVLKSEQKVLVYCMTGSSRSPSVVIAYL 
MKHRGWRLAESYKWVKDKRPAINIKDEDAKRLMEFEVQLHGSCSVPLGLAVLNNAPTFAPQVQPNPTAAQ 
VSEAVATPSTSGPTFGAQGSQSQWSLTSASAPVEGFRFGASTQQPQQPQLGLEENPFAAARRIGVGGNDM 
ETGV* 
 
>Chlvu1_28104_e_gw1.6.447.1 
MKKRREREEPCHICQHYHDYEGGEQCSVCGHQMPQTDAASQQASAYPSNILPQFLYLGSYDNASRSELLK 
TVGITHILNTVPSCQPLYKNSFTYHTVSTSPPSFEECFEFLEKDGKDVRVLVHCMKGVSRSPAIVIGYLM 
KHRRWRLCDSYKWVKEHRTATQLTPGQSSP* 
 
>ChlNC64A_1_13330_gw1.1.462.1 
QKREREEPCDVCGHYHDYYGGEPCAICGHRLEMPAGCAAGAAPLPAVKPPSAFPSEIVPGFLFLGSYDHA 
SRHEILKTLGIGNILNTVPSCQALYKNSFTYHTVSASPPPLDECYCFLDEVQRQGGKVLVHCMSGLSRSA 
VVVIYYLMRRNTWRLSEAYHWVKDRRPQIAIT 
 
>Selmo1_36025_gw1.11.577.1 
MRKRERENPCFICNHYHKFEDGEPCGVCGHRRTAGEEKCSQQSAFSAEILPFLFLGSYDNASRAELLKAQ 
GITHILNTVARCQNLYKNSFTYHCIQEERLPLEECLDFIEKSRQNNAKVLVHCMSGQSRSPAVVIAYLMR 
HKGWRLSQSYEWVKERSPSVKL 
 
>Chlre3_102435_e_gwH.19.159.1 
MKSKRDREEPCFICNHYHDVENGEPCTVCGHVMSQAERKQLEPSVLPTAVIPGSLYLGSYDTASRSELLR 
AMGITHILNTWPSNAELFKNSFKYHTVTSTPVDFQECHDFLDMVLNKEQKVLVYCMTGVSRSPSVVIAYL 
MKKRGWRLAESYKWVKDKRQTINIKEGK 
 
>MicpuC2_6481_gw1.14.189.1 
MVKRERENPCFICGHYHRYEEGEVCGVCGHQPPGHALDANAPPDGAFPSEILPGFLYLGTYDHSARADAL 
RAVGVEDVLNCVPDSQCLHRNAFNYHVLSRAPTRDEVHFAEAVAFFETSRARGRRCLAYCMTGTSRSASA 
VIAYLMHAKRWRLTRAHAHVKERRALVNLQPAAAAQLLRFEREIFGDAVVDADAPSSSPSGGFG 
 
>IBR1_AT4G05530 
MEKKLPRRLEGKVAIVTASTQGIGFGITERFGLEGASVVVSSRKQANVDEAVAKLKSKGIDAYGIVCHVS 
NAQHRRNLVEKTVQKYGKIDIVVCNAAANPSTDPILSSKEAVLDKLWEINVKSSILLLQDMAPHLEKGSS 
VIFITSIAGFSPQGAMAMYGVTKTALLGLTKALAAEMAPDTRVNAVAPGFVPTHFASFITGSSEVREGIE 
EKTLLNRLGTTGDMAAAAAFLASDDSSYITGETLVVAGGMPSRL- 
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>MicpuN2|84177|e_gw2.08.491.1 
AKKVKSDSEPSEVVPDVFLGSIGAAHNREVLERLGITHILTVAGGFEPKFPQSFIYECVDVKDVPEERLS 
VHFDRCLKFIAKCLLDGGRVLVHCFAGKSRSATVCAAYVMATEGLSLEETLVTIGRKRPAASPNHGFMAQ 
LASFERELNRARTEGRLLGRVQLDARRAASCEELAVKSGEEGEEVVEGTRDE* 
 
>Ost9901_3|27876|eugene.1500010198 
MPHVVDSDDDAPPPRAAWCRACGHDHAPGTTCGVCGHHRRVDDDLDDLPRPRLGHDEPIIEVIDKFLCLG 
AFEHTSKEDVLLACGIRTVMNSVPQCTPCCSSRQIDVFTAPRNANDGTKLDLGETVRKLEQLHVKAKRAD 
EAGVPNRVLVYCMSGHSRAPSVAVAYLMYSERRKLEDAMRALERRYPRGHKGIKLKPSDLATLEEFEREL 
YPNE* 
 
>Ost9901_3|28071|eugene.1600010127 
MLVGAFEHTSSERALLAAGVRTVINAVPSCTPCCSGKYLSVVTLNAREPPERGLDFRHACERLQALHARS 
ARAYESYPMRVLVYCMSGRSKAPSVAVAYVMFKMRMSLTAAKAFVEGRYPGGHRGMRLKREDEEALEAFE 
RELAENPPDAMPEGQ* 
 
>Ostta4|37447|1700010123 
MRGVKRPCADALDASRCETCEHYHARGTTCDECGHVRRADADADGDGDGRRARALEGERARRATTVVEVI 
DRFLLVGAFEHTSSEETLLRAGVRTVINAAPTCESCCSGRWLSVVNLNTSEEGGAGDLDLRHACERLQSL 
HARSTSALEIDKSQPVRVLVYCMSGRSRAPTVATAYVMFKMRMSFKDALAYVQSRYPADHRGVKLKDEDA 
SLLERFERELAENPPNQARVSHTY* 
 
 

IGPS 
 
>IGPS_AT2G04400 
MEGLVPVQRLPIKVASPSLYRCNNSVSIRRSISGFAMDRKINFRAPSQFSIRAQQSDLKESLAVSSSSVE 
DKGNVLRIKEWEVEMYQEELAISQGIRIRRKPPSKAPLGYSGPFELRLHNNDADSPRNILEEITWYKDVE 
VSRMKELNPLDVLKKAVEDAPPTRDFVGALRMAHKRTGFPGLIAEVKKASPSRGILKENFDPVEIAQAYE 
KGGAACLSVLTDQKYFQGGFENLEAIRSAGVKCPLLCKEFVVDPWQIYYARTKGADAVLLIAAVLADLEI 
TFLLKICKKLSLAALVEVHDEREMGRVLGIEGIELVGINNRSLETFEVDISNTKKLLEGEHGRQIRERDM 
IVVGESGLFTPDDIAYVQAAGVKAVLVGESIVKQNDPEKGIAGLFGRNISHT- 
 
>Putative_IGPS_AT5G48220 
MEAALLSLQPFPSSATQRRLSPFNLHNTLTRPSSYAPLRAQKSGITEGSDSALEAKVSEQEVGMYQNEVV 
ESQGIRIRRRPPTGPPLHYVGPFEFRLQNEGNTPRNILEEIVWHKDKEVAQMKERKPLYSLKKALDNVPP 
AKDFIGALRSAHQRTGLPGLIAEVKKASPSRGILREDFNPVEIAQAYEKGGAACLSVLTDDKYFKGSYEN 
LQAIMEAGVKCPLLLKEFIVEAWQIYYGRSKGADAVLLIASVLPDLDIKYMIKICKILGMATLVEVHDER 
EMDRVLAIEGVELIGINNRNLETFEVDLGITKKLLEGERGELIRQKDILVVGESGLFTPEDIAFVQEAGV 
KAVLVGESLIKQSDPGKAISTLFGRDVSE- 
 
>PDX1_AT5G01410 
MEGTGVVAVYGNGAITEAKKSPFSVKVGLAQMLRGGVIMDVVNAEQARIAEEAGACAVMA 
LERVPADIRAQGGVARMSDPQMIKEIKQAVTIPVMAKARIGHFVEAQILEAIGIDYIDES 
EVLTLADEDHHINKHNFRIPFVCGCRNLGEALRRIREGAAMIRTKGEAGTGNIIEAVRHV 
RSVNGDIRVLRNMDDDEVFTFAKKLAAPYDLVMQTKQLGRLPVVQFAAGGVATPADAALM 
MQLGCDGVFVGSGIFKSGDPARRARAIVQAVTHYSDPEMLVEVSCGLGEAMVGINLNDEK 
VERFANRSE- 
 
>ChlNC64A_1_25164_e_gw1.15.75.1 
MQEVTIRRRPPHGIEAQNCGPVDFKRAEENQPRNILEEIVWHKGVEIARWRERVPLGMVMTAAKASPAPR 
DFIGAIQAAAERTAKPGLIAEVKKASPSIGVIQPDFDPVDYACRVQIAQAYERGGAACLSVLTDKKFFQG 
GFENLTLIRQAGVQCPLLCKEFIVEAYQVFKARASGADAVLLIAAVLPNSDMNYLIKAARSVGLQCLIEV 
HTVAELERMLLLNNLEGCMLGINNRDLQTFKVDLGNTKQIMESAAGQEVLKRGIIMAGESGIFTPDDVAF 
VQSAGCGAILVGESIVKQGDPEAAVRTLLEQ* 
 
>Chlvu1_29053_e_gw1.7.254.1 
MKEKEPLARLSMQIKVAAPSRDFIGALRAANERIGKPGLIAEVKKASPSRGVIQPDFDPVRIAKAYEAGG 
AACLSVLTDAKYFQGSFDYLKQIRAAGVSTPLLCKEFIVEAYQLFKARASGADAVLLIAAVLPNADLAYL 
TKAAGKCGLQVLVEVHTIAELERVLKLDLDSSHVMLGINNRDLQTFEVDIENNRRIMESSAGQQVIARGF 
LMAGESGIFTPEHVAFVQSTGCGAILVGESLVKEGNPEAAVKKLLSLA* 
 
>MicpuC2_35481 
MRVSASVSDEAKPEVMIRRRPPNGASVHEVGTDQFAFKMEAVTPDGERVDNVDNKPRNILEEIVWYKDVE 
LAKRKEAFPLTLVRTAMQNAPPARDFVGAIKTQRETTGQPALIAEVKKASPSKGVIQPNFDPVKIAKAYE 
AGGAACLSVLTDEKYFQGGFENLELIRSAGVECPLLCKEFIVDAYQIYLARKYGADAILLIAAVLPNQDL 
TYFQKIAKSLGMAALIEVHTYEEMERVLKLDDIDLLGINNRDLGTFEVSLDVTVELLSGPLGEQVRARGI 
TMVGESGIFTIDDVNVLQDAGVGCLLVGESLVKQDTPDVGIKKLYGRPLD* 
 
>MicpuN2_55656_EuGene.0200010033 
MASVSEPKPEVTIRRRPPFGQAKHDVGTDQFAFKMETINEKGERIDNEANKPQNILEEIVWYKDEWLAKQ 
KEKFPLTLVRTAIQNQEPARDFVGAIKDQWKSTGQPGLIAEVKKASPSKGVIQPNFDPVKIAKAYEAGGA 
ACLSVLTDEKYFQGSFENLTLIREAGVTCPLLCKEFIVDAYQIYLARKYGADAILLIAAVLPNQDLKYFT 
KIAKSLGMAALIEVHTYEEMERVLQLEDIELLGINNRDLGTFKVDLNVTVDLLAGPLGDQVRERGITMVG 
ESGIFTIDDVNVLQEAGVGCLLVGESLVKQDTPDVGIKKLYGRPLD* 
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>Ost9901_3_32358_eugene.0600010417 
MSAATGRATLATGARRDARRARRATRPRASAPSGVDDGAVSIRRRPPNGPSKHDLGVGQFEFVIEEVAPT 
GERVTNENNKPKNILEEIVWYKDVELAERKEKFPLQLVRTALVNAPPTRDFVKAITDQLAATKQPGLIAE 
VKKASPSKGVIQPNFDPVKIAKAYEEGGAACLSVLTDEKFFQGGFENLALIREAGVTCPLLCKEFIVDAY 
QIYLARKYGADAILLIAAVLPNQDLKYFIKIAHSLGMKCLIEVHTYGEMKRVLDGDFPIDLLGINNRDLG 
TFEVSLSVTTDLMNGPLGEEVKRRGITMVGESGIFTIDDVNLLQDSGVGAVLVGESLVKQDTPDVGIKKL 
FGRPV* 
 
>Ostta4_8171_fgenesh1_pm.C_Chr_02.0001000046 
MIEEVNDKGERVTNEENRPRNILEEIVWYKDVELAERKEKFPLQLVRTALVNAPPTRDFVKAITDQLEAT 
KQPGLIAEVKKASPSKGVIQPNFDPVKIAKAYEAGGAACLSVLTDEKFFQGGFENLQLIREAGVTCPLLC 
KEFIVDAYQIYLARKYGADAILLIAAVLPNQDLKYFIKIAHSLGMKCLIEVHTYGEMKRVLDGDFPIDLL 
GINNRDLGTFEVSLSVTTDLMNGPLGEEVKERGITMVGESGIFTIDDVNLLQDSGVGAVLVGESLVKQDT 
PDVGIKKLFGRPL* 
 
>Phypa1_1_151163_e_gw1.330.21.1 
MRNTQGITIRRRPATGPPIHNVGPFQFKIQSEGNTPRNILEEIVWHKDVEVAQVSYQFLSSYLEILRCSL 
LQMKEKTPLGALSKLMAGVGPTRDFVGALRARAAETGYPALIAEVKKASPSRGVIQPNFDPVRIAQGYEK 
GGATCLSVLTDSKYFQGGFENLRLIRNAGVQCPLLCKEFIIDAWQIYKARVSGADAVLLIAAVLPDQDLA 
YMTKIAKALGMAALIEVHSEREMKRVLGLPNVELIGINNRSLETFKVDINNTVELLKGDIGTQIRERNII 
VVGESGLFTPEDIALVRNAGVGAVLVGESLVKQDDPGAGIAKLFGEDISRKQTSVA* 
 
>Selmo1_267738_estExt_fgenesh1_pm.C_240020 
MPETPAEWKGWEEKRIQEEIISKQGISIRRRPPTGPPTHACGPFDFKLQNEGNTPRNILEEIVWNTEREV 
TEMKEKTPLGALHKALPAVDPPRDFIGALKARKAETGLPGLIAEVKKASPSKGVIQPDFDPVRIARGYER 
GGAACLSGSFENLKAIREAGVQCPLLCKEFIIDAWQLYYARIKGADAVLLIAAVLPDQDLLYMTKITKAL 
KMAALVEVHNAVEMDRVLRLPGIQMIGINNRNLENFEVDITNTESLLQGVRSGIIREKEILVVAESGLST 
PDDIALVQNAGVSAVLVGESLVKQDDPAAGIASLFGKDVSRAAQKNETIFV* 
 
>Selmo1_407368_fgenesh2_pg.C_scaffold_6000619 
MDEQERQLQSRLQGLQRLPPPQHRLLQKIVASTMQGRTAIVAEVARASPAEKPEGVAQRSQDYVTWGADA 
ISVCTDEEVSPDGVLDLEAVSKAVEVPVLRKDWIIHPIQIIDTRESGAAALTAVYSVLSKGTPSILRYIA 
TVGLDAVVEVVNLKELEELSTLGIPLFGFNISVGVAVPIPGFRQDIAKSLVQKLPFGAASIVGVASMEEA 
RQMKVAGADAVYLKREALSSPQELLESLREGLSGDD* 
 
>Selmo1_415962_fgenesh2_pg.C_scaffold_29000067 
MASVQDCGSAACDAWSAFEQKQRDLARQRISIRRLAPSGYVLKDGDEKPRNILEEIIWYKETEMKKKLPL 
YEMKQKLPPIDGPARDFVKVLKDRAAETGLPALIAEVKKASPSRGVIQPDFDPGSFENLSLIRAAQCPLL 
CKEFIIDPWQIYYARAKGADAVLLIASVLTDDELRSLMRVVKQNGMSALVEVHNGTEMDRVLELPGIELI 
GINNRNLETFKVDINNTVKLLTTARMDIIHALGIMVVGESGLFTPEDIAVVQKAGVRALGSLVFMEEISP 
KQNQRLLDRGPTPHWRIFRVFAESTEAAVDSDASVAAADDSQVEPETAKEEESGGAAQEEQTEAEKLVMM 
LKAEGSMPDVSIPIVQSSLEAMEDVSDVRITTFEGLTSISATNVASEIVDTMEKAGFRMHTLNLAIDDED 
* 
 
>Selmo1_440464_estExt_fgenesh2_pg.C_100501 
MASVQDCGSAACDAWSAFEQKQRDLARQRISIRRLAPSGYVLKDGDEKPRNILEEIIWYKETEMKKKLPL 
YEMKEKFPLIDGPARDFVKVLKDRAAETGLPALIAEVKKASPSRGVIQPDFDPVRIAKAYENGGASCLSV 
LTDSKYFQGSFENLSLIRAAQVQCPLLCKEFIIDPWQIYYARAKGADAVLLIASVLTDDELRSLMRVVKQ 
NGMSALVEVHNGTEMDRVLELPGIELIGINNRNLETFKVDINNTVKLLTTARMDIIHALGIMVVGESGLF 
TPEDIAVVQKAGVRAVLVGESLVEPETAKEEESGGAAQEEQTEAEKLVMMLKAEGSMPDVSIPIVQSSLE 
AMEDVSDVRITTFEGLTSISLTKKTIIQATNVASEIVDTMEKAGFRMHTLNLAIDDED* 
 
>Volca1_104174_estExt_fgenesh4_pg.C_130015 
MHRAVVPSASTALGSSQRIFASHGRKVCFQGTRRPVAPWRASSSPNPSGPDDEPPKTPPNALEATIRRKQ 
RELEAAIRELGMEALDERLQSATQVPATPPYRLSRLIAEHVPQGRAVLVFEVARPNPETTSAELAELAKA 
YVTLGGASALAVRTDSESTPSGLRDLFTVQQAVPRVPVLARDWLIHPLQVCEIKEAGAAGALGIINQGVV 
FYAINVGVGLSVAIPGFANRIAHGLLGELPFGSISLVGVRSLEEASAARRSGADALLIKAELLQSHGTDV 
QALGNALQYAVTLDD* 
 
>Volca1_57848_e_gw1.8.233.1 
MGEVTIRRRPPHGLETQPCGPHAFRVGGLPEENKPQNILEEIVWWKAREVEVMRDKQPLAMLQALAKKMD 
PPRDFRGAVLAKANETGRPGLIAEVKKASPSKGVIQPDFDPVRIAQAYERGGAACLSVLTDAKFFQGSFQ 
NLTRIRAAGVQCPLLCKEFIVEAYQVYKARASGADAILLIAAVLPNADLAYFMKAASNLGMTCLIEVHTE 
GELARVLQLPGVENHLLGINNRDLGTFKVDLNTTKRIMDSEWGQQVKDRGIVMVGESGIFTPEDVAFVKQ 
AGCGAILVGESIVKQGDPEAGVKALLA* 
 
>jChlre3|168613|fgenesh2_pg.C_scaffold_2000259 
MPRHIARATPDDEPPKTPMSALEATIRRKQRELEATIRDMGMEALDERLQSATAMPLRPAYRLATLIAEN 
VPMGRAVLVYEVARPTPETTSAELAELAKAYVQQAVPKVPVLARDWLIHPLQVCEIKESGAAGALGLINQ 
VGVRSLEEASAARQSGADALLVKAELLASYGKDVRALGNALEYAVTLDD* 
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ILLs-IAR3-ILR1 
 
>IAR1_AT1G68100 
MSFSLRKLLVPILVLVLFLDLCVESGFSQSTPARDDHVHHHGGGCSHSHDHDHDHDHDHHVKKTTAKVEM 
KLPEELAEEEDMRLCGFGPCLHDHDHESSSTLTGFALWLNALGCSLLVSLASLICLVLLPIMFVQGKPSK 
WFVDSLALFGAGAMLGDAFLHQLPHAFGGGHSHSNDHHENHDHHDHSHSDSPSHSHSIQDLSVGLSVLAG 
IVVFLLVEKLVRYVEENSSGSNTWGHHHHHHHAGSKKLKDEGDHNNLDQQSSSDAIVNSSEKVSGGSTDK 
SLRKRKTSASDATDKSDSGTEITSDGKSDKPEQVETRSSSLVFGYLNLFSDGVHNFTDGMALGSAFLIYG 
SVGGWSRTMFLLAHELPQEIGDFGILVRSGFTVTKALFFNFLSALVALAGTALVLVWGNEPGQSSLIEGF 
TAGGFIYIAVAGVLAEMNNSGKSTLKNSACHLISLILGMSVALCISLIE- 
 
>IAR3_AT1G51760 
MSFFKWVSFVLILHLLNPTLISCSSNGLSQIPSKFLTLAKRNDFFDWMVGIRRRIHENPELGYEEVETSK 
LVRAELEKMGVSYKYPVAVTGVVGYVGTGHAPFVALRADMDALAMQEMVEWEHKSKVPGKMHACGHDAHT 
TMLLGAAKLLKEHEEELQGTVVLVFQPAEEGGGGAKKIVEAGVLENVSAIFGLHVTNQLALGQVSSREGP 
MLAGSGFFKAKISGKGGHAALPQHTIDPILAASNVIVSLQHLVSREADPLDSQVVTVAKFEGGGAFNVIP 
DSVTIGGTFRAFSTKSFMQLKKRIEQVITRQASVNMCNATVDFIEEEKPFFPPTVNDKALHQFFKNVSGD 
MLGIENYVEMQPLMGSEDFSFYQQAIPGHFSFVGMQNKARSPMASPHSPYFEVNEELLPYGASLHASMAT 
RYLLELKASTLNKSNKKDEL- 
 
>ILL1_AT5G56650 
MALNNFLTFQLLLLLLRVSSESPWIVAGDVSRIPINFLELAKSPEVFDSMVRIRRKIHENPELGYEEFET 
SKFIRSELDLIGVKYRFPVAITGIIGYIGTGEPPFVALRADMDALPIQEAVEWEHKSKNPGKMHACGHDG 
HVAMLLGAAKILQQHRQHLQGTVVLIFQPAEEGLSGAKMMREEGALKNVEAIFGIHLSPRTPFGKAASLA 
GSFMAGAGAFEAVITGKGGHAAIPQHTIDPVVAASSIVLSLQHLVSRETDPSDSKVVTVTKVNGGNAFNV 
IPDSITIGGTLRAFTGFTQLQERIKEIITKQAAVHRCNASVNLAPNGNQPMPPTVNNMDLYKKFKKVVRD 
LLGQEAFVEAVPEMGSEDFSYFAETIPGHFSLLGMQDETQGYASSHSPHYRINEDVLPYGAAIHATMAVQ 
YLKDKASKGSVSGFHDEL- 
 
>ILL2_AT5G56660 
MALNKLLSLTFQLLLFLLSVSSESPWIAEDTSQIQTKLLEFAKSPEVFDWMVKIRRKIHENPELGYEELE 
TSKLIRSELELIGIKYRYPVAITGVIGYIGTGEPPFVALRADMDALPIQEGVEWEHKSKIAGKMHACGHD 
GHVTMLLGAAKILHEHRHHLQGTVVLIFQPAEEGLSGAKKMREEGALKNVEAIFGIHLSARIPFGKAASR 
AGSFLAGAGVFEAVITGKGGHAAIPQHTIDPVVAASSIVLSLQQLVSRETDPLDSKVVTVSKVNGGNAFN 
VIPDSITIGGTLRAFTGFTQLQQRVKEVITKQAAVHRCNASVNLTPNGREPMPPTVNNKDLYKQFKKVVR 
DLLGQEAFVEAAPVMGSEDFSYFAETIPGHFSLLGMQDETNGYASSHSPLYRINEDVLPYGAAIHASMAV 
QYLKEKASKGSVSGFHEEL- 
 
>ILL3_AT5G54140 
MANSSIVALLLLFVIASSVNGGDQEYPNQYLTEALGDKEWLVSVRRQIHENPELLFELHKTSALIRRELD 
ELGVSYSYPVAKTGIVAQIGSGYPPVVALRADMDALPLQELVEWDHKSKIDGKMHACGHDSHTTMLLGAA 
KLLSKRKRMLNGTVRLLFQPAEEGGAGAFHMIKEGALGDSEAIFGMHVHTGLPTGELATISGPALASTSI 
FSVRMSGKSPASSETYSCVDPVLAASSTILALQLIISREVDPLLSHVLSVTFMKSGGSEFDVIPAYVEFG 
GTLRSLTTNGINWLIKRLKEVVEGQAEVQRCKADIDMHEDDHPMYPATVNDHKLHEFTEKVLKLLLGPEK 
VKPANKVMAGEDFAFYQQKIPGYYIGIGIRNEEIGSVRSVHSPYFFLDENVLPIGSATFAALAEMYLQEH 
QNQTKSGD- 
 
>ILL5_AT1G51780 
MSFCKLVSFVLILHLLNSCLISCSSNDLSQIPKNFLSLAKREDFFDWMVGIRRRIHENPELGYEEVETSK 
LVKTELDKMGVSYKNPVAVTGVIGYVGTGHAPFVALRADMDALPIQEMVEWEHKSKIPGKMHACGHDAHT 
TMLLGAAKLLKEHQEELQGTVILVFQPAEEGGAGAKKIVEAGVLENVGAIFGLHVSNLLGLGQLSSREGL 
LMAGSGRFKATISGKGGHAALPQFAIDPVLAASNVILSLQHLVSREADPLDSQVVTVATFEGSDAFNVIP 
DSVTIGGTFRALLPKSFEQLKQRIVQVITTQASVNMCNATVDFLEDETPPFPPTVNNKTLHLFYKNVSVD 
MLGIENYVETLPVMVSEDFAFYQQAIPGHFSFVGMQNKSHSPMANPHSPFFEVNEELLPYGASLLASLAT 
RYLLDSSSSPNKDEL- 
 
>ILL6_AT1G44350 
MDNLRKLNLLSVSLTIIFVSLTIATNLPFFEVKYPNNNPFGMLLRPTPIKNQSLGLPAHVGSDECRVWTK 
ACSDEILRLTYQPDNVAWLKRVRRTIHENPELAFEEYETSRLIRSELDRMGIMYRYPLAKTGIRAWIGSG 
GPPFVAVRADMDALPIQEAVEWEHISKVAGKMHACGHDAHVTMLLGAAHILKAREHLLKGTVVLLFQPAE 
EAGNGAKNMIEDGALDDVEAIFAVHVSHIHPTGVIGSRSGPLLAGCGIFRAVITSEDSRGAANLLLAASS 
AVISLQGIVSREASPLDSQVVSVTSFDGGHSLDVAPDTVVLGGTFRAFSNSSFYYLKKRIQEVLMDQVGV 
FGCQATVNFFEKQNAIYPPTTNNDATYNHLKKVTIDLLGDSHFTLAPQMMGAEDFAFYSEIIPAAFYFIG 
IRNEELGSVHIAHSPHFMIDEDSLPVGAAVHAAVAERYLNDKHS- 
 
>ILR1_AT3G02875 
MDFSGSFFVIFVTFFFLPPLSSAGSYDSGSGLESLARGMLHSAKDPEFFEWMRGIRRKIHENPETGFQEF 
KTSQLVRDELDSLGVKYKYPVAKTGVVAWIGSCSKPVFGLRADMDALPLQELVEWESKSKVDGKMHACGH 
DTHVAMLLGAAKLLQTTKHLIKGTVKLVFQPGEEGYAGAYEMLKDEILDDLDGILSVHVFPSIPSGGIGS 
RPGTVLAGAGLFTVTVHGQGSHAATPHFSKDPVLAASSAVVALQQIVSRELDPLEAGVVTVGYIEGGHAQ 
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NVIPQSAKFGGTFRSLSNDGLLFIQRRIKEISEAQASVYRCKAEVNFEEKKPSLHPVMNNDEGLYEHGKK 
VAEAMIGKNNFHDFPVTMGGEDFSFFTQKTKAAIFVLGVKNETLGAGKPLHSPYFFVDEEALPVGAALHA 
AMAVSYLDEHGHSHEEEVKSEL 
 
>ChlNC64A_1_18222_e_gw1.1.154.1 
MPQVGATLHRQQEDADGPRRAAGPWHLRLTPAAACTPAAGSLSHFLDRAAGIQDWLVGTRRELHSFPELL 
FEEHNTSATIRRHLDQLNIPYQFPVAKTGVVATIGSGAPVVVLRADIDALPITEETGLEFASRNGGRMHA 
CGHDAHITMLLGAARLLKGIEAELKGTVRLLFQPAEEGGAGGDLMVKEGDGLLPPPAGALDGVKAAFGMH 
VWPAMPSGEVASRPGTLLAGAIQFEVTVRGRGGHAAMPYLTADPVVATAAAVGALQSLVARETSPFDPAV 
ISVTRMAGGHAFNVFPDTATFGGTVRSNSDEGMQRLRRRLEELVASTAAAHGCTAEVDWMEDSMPYYPPT 
VNDPEAFKFAMDVAGRCGGVLQAQLLAAATMGGEDFSFIARAVPSCFIFLGTRNETVGAGAGVVFHGLHT 
PRFTLDEGVLKVGAALHTALASQYLQQWHERHEGELEGTAREEL* 
 
>ChlNC64A_1_22838_e_gw1.9.76.1 
MNWALPLRCRCHRQTPRRRRRRRQLHANPELSFQENETSALIRQADRRRWSALDGLGIRYRHPVARTGIV 
AEVGAGQPVVVLRGDMDALPVQEASGLPYSSRRPGVMHACGHDGHTAMLLTAAKALKAVEGQLRGTVRLL 
FQPAEEGGGGASFMVADGALEGAAAAFGMHVNPAAPTGTVHAKSGATFAAADRFSVVIRGVGGHAGMPHK 
ARDAVLAASMAVVALQPLLSREVNPLEGGVVTVSRFNTGEGAPNVIPERVTLSGTIRAFSDPIFAQLRQR 
VTAVFTSTATMYGCNATVEWSPMPYPPLITDAGMTALALGSAAKVVGSGNAVEIFEPYMYAEDFAFLAAK 
VPSAFLMLGIRNDTAGSVHGLHTPQFRLDEAALPLGAALHVQFALDFLRSRQQGAGGGAGGAAAAREEL* 
 
>Chlre3_105119_e_gwH.32.61.1 
LLSRAQAIQNWLVETRRTLHKLPEPGFQEFKTHSAIRRVLEAHNIPYKFPYGKTGIVAFIGEGKPVVGLR 
TDMDGLPIHEPAGGSGGAGGFQSENEGWMHACGHDAHMTMALGAAKLLKAAKDAGELPPGTVNIVFQPAE 
EGGAGGDVMIQEGAVDDTDAIFGMHVMPHLPSGTVHSRAGTIMAGALSFRVVVQGRGGHAAMPHLNVDPV 
VAAAGLMSALQTVVSRETSPLGSGVLSITMLRAGDAYNVIPDEVMFGGTIRGLTHEHLMFMKRRIEEMAP 
AIAAGYSCNATVDWRLDEQPYYPPTVNDESMAAFALKTAAKLFGPEAAQIAEPLMTGEDFAFFCRKIPCA 
LSFLGIRNESAGSVHALHSPKFTLDESVLYKGAAMHVTTAVDFLRAFAVEALEGQE 
 
>Chlre3_110181_e_gwH.940.4.1 
ADHPDFDGTLNLIFQPDEENLCGARAMIEDGLFERFPCDAVFALHNMPGVPAGTFRVLPGPVSLSSDVAD 
VTIKGVGGHGAMPHRARDPIAASAAIVTALQTVVARNVAPDDTAVVSVGFIRGGATHNVIPESVTIGLNV 
RAGRPETRAMVEQRIREIVSLTAQAHGVEAQIDYRQLTPPMVNAEAETQLAQRVCAELVGAENV 
 
>Chlre3_123463_e_gwW.87.4.1 
VRRWRRDLHMMPELSFQEHNTSAYIRAQLDALGIPYTYPLGVTGIRAVLSGAGGDAGPTVALRADIDGLP 
ITEEHADLPYTSRTPGRMHACGHDSHAAMLLGAAKLLKARESQLPGRVVLLFQPAEEGLGGARALIRDGA 
VADVEAIHGLHVLPDLPSGIIGTRPGTIMAASDRFEFVVRGLGGHGALPHTTRDPVVAAAAVVTALQTLV 
SRETSPVDAAVVTVSRFNTGPGAANVIPESVELQGTVRALTQATFERLHRRLEEVAAGVAAAYGCSVTNV 
SWSEVPYPPTVNEARMVELVLDVAAELLGSEAEAERVRVIEPLLAAEDFSFYGGVVPQAAFTFLGIGDPA 
KGTNAGLHTPRFQVDEEQMPLGAALHAAVAVRWLQDRAAAA 
 
>Chlre3_52917_gwH.2338.3.1 
MTIEPLNLVRIRRQFHESPELALKEFQTHALLLSVIRSLPQNLLEIKTIPELPTALLVRVAGSHPHRTIG 
YRADIDALPVNEKTGLDFASKTPGIMHACGHDIHMTVALGILEYFANHQPQDNLIFFFQPAEESHSGSVR 
AFNANIFTNQFRPNEFYGLHSTPTLPAGVIGCRMGTLFAGTTEVNLKLTGKGGHAAYPQDANDMVVAQAY 
LITQLQTIVARNVNPIEGGVLTLGKVSAGNVRNVIADQAVIEGTIRGLTQKMILLIQRR 
 
>Chlvu1_31191_e_gw1.12.204.1 
MLDASRLATFLLVLVYTSSLATFCAGTGGSFLRSVKEEAASIQPWLVGLRRQFHQVPELMYEEIETGKLI 
RQTLDDLGITYRQIYDSFTGIVASIGPKSPSVLVALRADMDALPINEQTGLAFSSKVPGKMHACGHDSHV 
TMLLGAAKLLKAHEKDLPGGVRLIFQPAEEGGAGGDLMVKEGAVKDVAAIFGLHVYPFLQSGALASRAGP 
LMGACQQFEIRITGAGGHAAMPHFTVDPIVAAANTISALQVLVSRETSPLGTAVVSVTKIAAGEGAYNVI 
PDSATFGGTLRSLAHEHLMYLKQRMEEVVKAQAQSHKCSATVDWLEKKEPYYPPTVNDRAMYNFAVDVGK 
RLQGDFLEDFEPTLGGEDFSFYGHAGVPAAFTFLGIQNETAGSVHGLHTPRFMLDEEVLQTGAAYLASLA 
SEYLVQHQAPAGNEEL* 
 
>Chlvu1_70304_fgeneshCV_pg.C_scaffold_1000063 
MAILVFTGGPAQSSASPKTLQEAEALMPYLQELRRHLHTIPELMYDLPKTGAYIRLQLDKLGISYKYPEE 
VAVDFKSTHDGKMHACGHDTHMTMLLGAAALLKAREGDLGGTVLLLFQPAEEGGAGGKKFVEEGALEGVS 
GIHGIHVWPDLPAGVVASRDGTLMAAADRFFVNITGRGGHAALPHLTADPVVAAAAIVTSLQPLVSRETS 
PTDAAVVSVSRFNTGEGASNVIPDSVSMAGTLRALTTSHFVHMRKRVTKVIEGTAELHGCTASVRWSEQA 
YGPTVNAPELVSLLEGVAGQLVGSDRWHRLPEPTMAAEDFSFLADAVPGVFTFLGIRNETAGSVHGLHTA 
QFQMDEAQMPLGAALHASVALNFLSKHGRGKPGREEL* 
 
>MicpuC2_3364 
EYVIKLRRELHLHPELMWTETKTSALVKRELDLLGASHVEISPPGVVATIGDGASPVVLLRADMDALPMR 
EESAIPPNMRSTRDGVMHACGHDGHVAMLLGAAKVLTQMAEMGSLPPGTVRLAFQPAEEGGAGARRMLED 
GLDDLRPPTQSSFALHNWPYPETPSGVVGTRGGTIMAGSGSFEIAFTGAGGHAAVPHKNVDVVVCGANAV 
IALQTIVSRLVDPLDSAVVSVTVFQAGGAASNVMGDVATLRGTFRALSKKTFEWLHQAITKIVVSTATAH 
GCAVNVEYFPVSGGVRHEEYPPTVNDVDAAKFAAGVGAAMFGADAVVDVEPVMPAEDFSFFAERWPSAMM 
WLGSYNVSAGATHALHSTKYVLDESVLHRGVAMHAGYAVAFL 
 
>MicpuC2_50101 
MARARVGALLCVFLLATTRVASRGDAASDDDARVARDDDDDDDAPSPRDLRNILQTSLADEAYVVRVRRE 
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LHRAPETMWNERATSSIIKRELTTMGIAHVDVSPPGVVGVVGDGSDPVVLLRADMDALPLHEQSDIPLAD 
RSQTPGVMHACGHDGHVAMLLGAARALARMRDERALPPGTIRFVFQPAEEGAGGAKKMLRDGLLAMTPPT 
SVAFALHAWPYPETPSGTIGTRPGTIMAGSAAFEITTTARTAADAVACGAAVVVETQSVVARRADPLASA 
LVTVTAFESSGGEGEGEGEDAGSGVAVLRGQFHAMDEATFATTRAGIESVADGAAAARGCDASVNFSPIA 
NGSPFPRVEYPPTINDARVAAIASDVASEMFGEAVVDRNVAAVMPAEDFSFFARRWPSVMMWLGSYNVSA 
GATHPLHSSKYVLDEGVLHRGVAMHVGFAVRYLEAGES* 
 
>MicpuN2_79058_e_gw2.02.962.1 
MLLFAAICAASHVTVSADEACRDGTCASNLNDLRKVLTVSEDVADYVVRMRRELHLQPELMWTETKTSAL 
VKRELTAFGVSFEEVSSPGVVATIGSGSAPVVALRADLDALPVTEESDIPAERRSQVPGKMHACGHDGHT 
AMLLGAAKVLKSVEGSLRGTVRLVFQPAEEGGAGARRMLEDGLRAMKPPIESSFALHNWPYPETPSGTVG 
TRSGTIMAGSGAFEIYLRGAGGHAAVPHKNVDVVVCGGAVVMAMQTIVSRLTDPLDSALVTVTVFDAGGD 
ADNVMADTARLMGQFHAVNKRTLEWIHGAIVKEATGTAKAHGCEAAVTFTPVLPDGNVREEYPPTVNDVK 
AAALASSVATGMFGAEAVLDVAPVMPAEDFSFFAEEWPSTMMWLGAYNVTAGATWPLHSGRYVLDESVLY 
RGVAMHVGYATEFIAKGFDER* 
 
>MicpuN2_89067_e_gw2.16.313.1 
MKLRAVLLLAAICVAPHVAVRADDACTDETCASHLNDLRGVLANAEDVADYVVRLRRELHLQPELMWTEH 
KTSAVVKRELTAMGVSFEEISAPGVVATIGSGSAPVVALRADMDALPVTEESDIPLERRSQIPGRMHACG 
HDGHTAMLLGAAKVLKSVEPELRGTVRLVFQPAEEGGAGARRMLEDGLRVMTPPIESSFALHNWPYPETP 
SGTVGTRSGTIMAGSGSFEITFTGAGGHAAVPHKNVDVVVCGAAAVMATQTIVSRLTDPLDSALVSTTIF 
KAGGEASNVMGDRAVLAGTFRALDKRTFEWLHGRIEHVAAATGAAHGCDVNVDFFPVSNGVRHEEYPPTV 
NDARAATLAREVATSMFGDDAVVDVAPVMPAEDFSFFAEEWPSAMMWLGAYNVTAGATWPLHSGKYVLDE 
SVLHRGVAMHVAYATEFMSTGFRG* 
 
>Ost9901_3_31131_eugene.0400010207 
MLRALFFLAHVPAALALDATTLRDIAASSSNVDAREILSQSRATHDYVVDLRREIHKNPELMWTERATAD 
VIARELDAHGIEYDRVTSTGIVARVGRGERSVGLRADMDALPLREDTGLAYASENDGKMHACGHDGHVAM 
LLGAAKVIKARYDADETSVPGVVRFIFQPAEEGGAGAKEMLRPSDGTTGMLDLKPPIESVFGLHNWPYPE 
MPSGTMGTRGGTIMAGAGSFDVVVVGRGGHAAVPHNNVDVIVAGSAIVTALQTLVSRLTDPLDSVVISVT 
VFNSGTASNIMPDTASLQGTLRALNPKTFAKFQQKIADMASAIASAHGCTAATSFEPEHNGVKRIPYPPT 
VNDPRAAGLAMNVAAQLFGSESTRDVVPVMPAEDFSFFGETYPSAMMWLGAYNETAGATHPLHSTKYILD 
ESVLTSGVALHAMYALEFLHSGL* 
 
>Ostta4_8357_fgenesh1_pm.C_Chr_04.0001000032 
MLARVLTLVAVYATVVAADATDVSSVTVDVSSSSLTRDVLDRARNVKSYVQRVRRHIHQRPELMWEEEHT 
MSFIERELDALGITHERITATGVVATLGAGRRSVGLRADADALPLTEDTGLAYASKTEGKMHACGHDGHV 
AMLLGAARVLKEVHDEDPGRFRARCGSSFNRRRRAALGQRKWMVDFDPPIQSVFGLHNWPYPEMPSGTAG 
TRGGTIMAGAGEFVIDIAGRGGHAAVPHKNVDVIVAGSAIVTALQTLVSRLTDPLDSVVVSVTVFNAGTA 
SNIMADKATLRGTLRALNPKTFALMQQKVVDMAAATAVAHGCEASTSFEPEQYGKKRVPYPPTVNDPQAA 
QLAMNVAAQLFGAENTRDVVPVMPAEDFSFFGQTYPSVMMWLGAYNESAGSTHPLHSPKYILDENILTNG 
VALHAAYALSFLKNGFA* 
 
>Phypa1_1_158291_e_gw1.8029.3.1 
MNRSELIQLAQPLQAQLSAWRRDLHQHPEIGYEEHRTSSIVAEHLESLGLEVTRNVGKTGVTGLLRGETD 
GPTFALRADMDALPIQDQKAVEYRSQVEGKAHLCGHDAHTSILMGAAQLLTGLGRPKSGNIKFIFQPAEE 
GLAGARAMIQDGVLENPKVDAIAGLHMTPGQDTGTLGVSQGVAFASADPLIIKVFGKGGHAARPHEGIDA 
IAVSAQVITALQNIVSRMVDPLEPAVVTIGKITGG 
 
>Phypa1_1_158348_e_gw1.9535.2.1 
MEFAGGLREELVRIRRDLHRHPELLYDVVRTSGIVAGLLESWGIEVRRGVGKHFGMGVVGTLHGTGGSGP 
TLLLRADMDALPIQEENDAEYRSIHEGVMHACGHDAHTAMLLGAARTLAAHRHRIRGTIRFVFQPAEEGA 
LRSPLDGRLLSGGRDMIEDGVLDGVDQCFALHVMPELPVGTLGVHPREAMAASSHFTVRFQGASGHHSAP 
HQAVDALQMAARFVTEVNGLMANRVNPAEAAVLAFGTLHAGSAVNVIAADSELRGTFRAFRKETVAAITE 
GLRRLAATIAEAAGGSYAMELREGIAVVNDEAAVRRIMAAARQVLGEEQVSYLDPPSLAGEDFGWYLDRV 
PGAF 
 
>Selmo1_104527_e_gw1.29.779.1 
MSYFLWFLVVLLASASDAAENVELSQDWIKGVRRRIHENPELGFDLVETSALVRSELNAMGVAYRWPVAS 
SGVVASVGSGDRPFVALRADMDALPIQEAMEWEHKSRVPGRMHACGHDAHVAMLLGAAKLLTLHQEQLQG 
TVLLIFQPAEEGGGGGKMMVEEGALGDAEAIFGIHVSTEYATSTIAAKPGVLKAAAGSFEAVISGKSGHA 
ADPHLAVDPILAASATVMSLQQLVSREFHPLDSQVVSVTKFHSGSSFNVIPDHVVIGGTLRAFTDENFMK 
LKQRIEQVIIAQAEVYRCSAQVSFMEPSYPATVIDEEAYQLVRDVASDMLGGSNVFVAEASMKGEDFAFY 
LQQVPGAYIYLGIRNETLGSVHPNHTPHFTVDEESLPLGAALLTAVAKEFLRRKSSEAKPRMTPSWLFQY 
RK* 
 
>Selmo1_105028_e_gw1.30.368.1 
MWFHSLLSLLLLVPLRSIRAHQECPSSSAGDAAIANSTLSSIGDGEDIREWLVGIRRRIHQRPELGFQEF 
ETSALIRAELDALGVPYEWPVAGTGVVATIGTGGPPIVALRADMDALPLQELGNSEYKSQVAGKMHACGH 
DAHVAMLLGAARLLSRPAAVPRGTVRLLFQPAEEGLYGALAMVEGGALGDAQAIFGIHVTSERPVGTASS 
RAGPLLAGAGFLTATITGRGGHAALPHKTIDPILAASMVVASLQQLVSRESNPLESEVVSVTSIQTPDSF 
NVIPSTVTLKGTFRGYKKEGLERLKTRIEQVITSQASVHQCSASVDISNLQPATSNDPELYHFFQGVAKD 
LLGEDKVTEMEPTMGAEDFAFYSDHVPTMFFFLGSGNDAEGFDNRPHSPYFDLDEDVLPIGAAMHAALAT 
NYIEKTATVSDI* 
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>Selmo1_141529_estExt_Genewise1.C_30134 
MEAWAAEILEAANDPGTVEWVRSVRRCIHRNPELGFEEHQTSALIRRELDGMGIPYRWPVAKTGVVATIG 
SGDRPIVALRADMDGLPIQEMVEWEHKSQVDGKMHACGHDAHLAMLLGAARILSRRRHLLKGTVLLLFQP 
AEEGKAGAQVMVQDGALGDAEAIFGLHVAPEAPTGIIALRRGPCLAGSRAFEAEIKGRGGHAGCPDHTAD 
PIVAASFAVISLQPLVSREMDPLGNQVVSVTSISGGHTFNVIPDSVTLKGSFRSFSKEGMAKLKERIQQI 
IESQAAVHKCTARVVFDADRPMYPATINDDKLHDHASWVATSLFGSHCVRNIKPVMAAEDFSFYLERIPG 
MFTGLGIHSEAKGTTHFVHSGLFRMDEDMLPWGVAFQAAVAEAYINELQPPLGRT* 
 
>Selmo1_409459_fgenesh2_pg.C_scaffold_10000357 
MSYFLWFLVVLLASASDAAENVELFQDWIKGVRRRIHENPELGFDLVETSALVRSELNAMGVAYRWPVAS 
SGVVASVGSGDRPFVALRADMDALPIQEAVEWEHKSRVPGRMHACGHDAHVAMLLGAAKLLTLHQEQLQG 
TVLLIFQPAEEGGGGGKTMVEEGALGDAEAIFGIHVSTEYATSTIAAKPGVLKAAAGSFEAVISGKSGHA 
ADPHLAVDPILAASATVMSLQQLVSREFHPLDSQVVSVTKFHSGSSFNVIPDHVVIGGTLRAFTDENFMK 
LKQRIEQVIIAQAEVYRCSAEVSFMEPSYPATVIDEEAYQLVRDVASDMLGGSNVFVAEASMKGEDFAFY 
LQQVPGAYIYLGIRNETLGSVHPNHTPHFTVDEESLPLGAALLTAVANEFLRRKTSEAGQG* 
 
>jgi_Selmo1_421067_fgenesh2_pg.C_scaffold_49000088 
MEAWAAEILEAANDPGTVEWVRSVRRCIHRNPELGFEEHQTSALIRRELDGMGIPYRWPVAKTGVVATIG 
SGDRPIVALRADMDGLPIQEMVEWEHKSQVDGKMHACGHDAHLAMLLGAARILSQRRHLLKGTVLLLFQP 
AEEGKAGAQVMVQDGALGDAEAIFGLHVAPEAPTGIIALRRGPCLAGSRAFEAEIKGRGGHAGCPDHTAD 
PIVAASFAVISLQPLVSREMDPLGNQVVSVTSISGGHTFNVIPDSVTLKGSFRSFSKEGMAKLKERIQQI 
IESQAAVHKCTARVVFDGDRPMYPATINDDKLHDHASWVATSLFGSHCVRNIKPVMAAEDFSFYLERIPG 
MFTGLGIHSEAKGTTHFVHSGLFRMDEDMLPWGVAFQAAVAEAYINELQPPLGRT* 
 
>Volca1_59303_e_gw1.14.178.1 
MQVSTVSVLLIWVLCAQYSCIAHGQAYASYLEESNSPEIFDSLLKWRRELHTMPELYFSEFNTSQYIRAQ 
LDQLGIPYEYPIAGTGIRAGPLGELTDEDAPTIALRADMDGLPITEEDDVLYKSKTPGRMHACGHDAHMA 
MLLGAAKLLKSRETSLAALGGRVVLLFQPAEEGMGGAREMIRGGAVRGVGAIHGLHVWPALPAGVIGTRG 
GVLLAASDRFSFTVRGVGGHGAIPHTARDPVVAAAAVVVALQALVARETSPVDSAVVTVARFNTGPGASN 
VIPDAVHLSGTVRALTADTFARLHHRVEQMAAGVAAGYGCVVDNMTWSEVPYPPTRNYHGKNVLKTLVWS 
GTVSGDQQGLHGGPFPQLPTPNSPLAAFTFLGIGDPAKGTDVGLHSPRFRMDEDQLPLGAALHAALATEW 
I 
 
>Volca1_81528_estExt_Genewise1Plus.C_240089 
MSALLLAVTAALAAVLQAQSLSPEEIFKRSEALQSWVIEQRREFHKTPEPGFTEYKTRSRIMRFLESQHI 
MYRYPFAKTGLVAYIGSGKPVVALRTDLDGLPILEPDGVPYKSQNDGWMHACGHDGHMAMLLGAAKLLKE 
ASDQGELPPGSIRIVFQPAEEGGAGGDLMIREGALEDIEAAFAMHVMPHLSSGSIHTRPGTIMAGALSFR 
VTVRGRGGHAAMPHLNIDPVVAAAGLISALQTVVSRETSPLGSGVLSITMLRAGDAYNVIPDEVVFGGTI 
RGLTHEHLMFMKRRLEEMAPAVVAGYGCNATVDWRLEEQPYYPPTVNDERMATFALQTAATLLGTDQSQI 
AEPLMTGEDFAFFCRQVPCALLFLGIRNESAGSVHALHSPKFTLDESVLHKGVAMHATLAVEYLKTFAVA 
PDASSAKASASAATTTGGGGAAGDDEDEYDDDRVSKDEL* 
 
 

NITs 
 
>NIT1_AT3G44310 
MSSTKDMSTVQNATPFNGVAPSTTVRVTIVQSSTVYNDTPATIDKAEKYIVEAASKGAELVLFPEGFIGG 
YPRGFRFGLAVGVHNEEGRDEFRKYHASAIHVPGPEVARLADVARKNHVYLVMGAIEKEGYTLYCTVLFF 
SPQGQFLGKHRKLMPTSLERCIWGQGDGSTIPVYDTPIGKLGAAICWENRMPLYRTALYAKGIELYCAPT 
ADGSKEWQSSMLHIAIEGGCFVLSACQFCQRKHFPDHPDYLFTDWYDDKEHDSIVSQGGSVIISPLGQVL 
AGPNFESEGLVTADIDLGDIARAKLYFDSVGHYSRPDVLHLTVNEHPRKSVTFVTKVEKAEDDSNK- 
 
>NIT2_AT3G44300 
MSTSENTPFNGVASSTIVRATIVQASTVYNDTPATLEKANKFIVEAASKGSELVVFPEAFIGGYPRGFRF 
GLGVGVHNEEGRDEFRKYHASAIKVPGPEVEKLAELAGKNNVYLVMGAIEKDGYTLYCTALFFSPQGQFL 
GKHRKLMPTSLERCIWGQGDGSTIPVYDTPIGKLGAAICWENRMPLYRTALYAKGIELYCAPTADGSKEW 
QSSMLHIAIEGGCFVLSACQFCLRKDFPDHPDYLFTDWYDDKEPDSIVSQGGSVIISPLGQVLAGPNFES 
EGLITADLDLGDVARAKLYFDSVGHYSRPDVLHLTVNEHPKKPVTFISKVEKAEDDSNK- 
 
>NIT3_AT3G44320 
MSSTEEMSSVKNTTQVIGVDPSSTVRVTIVQSSTVYNDTPATLDKAEKFIVEAASKGAKLVLFPEAFIGG 
YPRGFRFGLAVGVHNEEGRDEFRNYHASAIKVPGPEVERLAELAGKNNVHLVMGAIEKDGYTLYCTALFF 
SPQGQFLGKHRKVMPTSLERCIWGQGDGSTIPVYDTPIGKIGAAICWENRMPLYRTALYAKGIEIYCAPT 
ADYSLEWQASMIHIAVEGGCFVLSAHQFCKRREFPEHPDYLFNDIVDTKEHDPTVSGGGSVIISPLGKVL 
AGPNYESEGLVTADLDLGDIARAKLYFDVVGHYSKPDIFNLTVNEHPKKPVTFMTKVEKAEDESNK- 
 
>NIT4_AT5G22300 
MSMQQETSHMTAAPQTNGHQIFPEIDMSAGDSSSIVRATVVQASTVFYDTPATLDKAERLLSEAAENGSQ 
LVVFPEAFIGGYPRGSTFELAIGSRTAKGRDDFRKYHASAIDVPGPEVERLALMAKKYKVYLVMGVIERE 
GYTLYCTVLFFDSQGLFLGKHRKLMPTALERCIWGFGDGSTIPVFDTPIGKIGAAICWENRMPSLRTAMY 
AKGIEIYCAPTADSRETWLASMTHIALEGGCFVLSANQFCRRKDYPSPPEYMFSGSEESLTPDSVVCAGG 
SSIISPLGIVLAGPNYRGEALITADLDLGDIARAKFDFDVVGHYSRPEVFSLNIREHPRKAVSFKTSKVM 
EDESV- 
 
>NLP1_AT2G27450 
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METEGRRREVVVSSLQFACSDDISTNVAAAERFVSLSSSLPLSNYQSLPSSSSFKFPYAL 
VREAHAKGANIILIQELFEGYYFCQAQREDFFKRAKPYKNHPTIARMQKLAKELGVVIPV 
SFFEEANTAHYNSIAIIDADGTDLGIYRKSHIPDGPGYQEKFYFNPGDTGFKVFQTKFAK 
IGVAICWDQWFPEAARAMVLQGAEILFYPTAIGSEPQDQGLDSRDHWRRVMQGHAGANVV 
PLVASNRIGKEIIETEHGPSQITFYGTSFIAGPTGEIVAEADDKSEAVLVAQFDLDMIKS 
KRQSWGVFRDRRPDLYKVLLTMDGNL- 
 
>AT5G12040 
MKSAISSSLFFNSKNLLNPNPLSRFISLKSNFLPKLSPRSITSHTLKLPSSSTSALRSIS 
SSMASSFNPEQARVPSALPLPAPPLTKFNIGLCQLSVTSDKKRNISHAKKAIEEAASKGA 
KLVLLPEIWNSPYSNDSFPVYAEEIDAGGDASPSTAMLSEVSKRLKITIIGGSIPERVGD 
RLYNTCCVFGSDGELKAKHRKIHLFDIDIPGKITFMESKTLTAGETPTIVDTDVGRIGIG 
ICYDIRFQELAMIYAARGAHLLCYPGAFNMTTGPLHWELLQRARATDNQLYVATCSPARD 
SGAGYTAWGHSTLVGPFGEVLATTEHEEAIIIAEIDYSILEQRRTSLPLNRQRRGDLYQL 
VDVQRLDSK- 
 
>PutativeNitrilase_AT4G08790 
MNAYSVSLDFTKPSLFTRITLSSQIPLTMATTVNKTVRVAAAQMTSVNDLMTNFATCSRL 
VQEAALAGAKLICFPENFSFVGDKEGESVKIAEPLDGPVMERYCSLARDSNIWLSLGGFQ 
ERFDDTHLCNTHVVIDDAGMIRDTYQKMHLFDVDVPGGSSYKESSFTVPGTKIVSVDSPV 
GRLGLTVCYDLRFPKIYQQLRFEQKAQVLLVPSAFTKVTGEAHWEILLRARAIETQCYVI 
AAAQAGKHNEKRESYGDTLIIDPWGTVVGRLPDRVSTGIVVADIDFSLIDSVRTKMPIDK 
QRVSIDL- 
 
>AT5G64370 
MDHMISENGETSAEGSICGYDSLHQLLSANLKPELYQEVNRLLLGRNCGRSLEQIVLPES 
AKALSSKHDFDLQAASFSADKEQMRNPRVVRVGLIQNSIALPTTAPFSDQTRGIFDKLKP 
IIDAAGVAGVNILCLQEAWTMPFAFCTRERRWCEFAEPVDGESTKFLQELAKKYNMVIVS 
PILERDIDHGEVLWNTAVIIGNNGNIIGKHRKNHIPRVGDFNESTYYMEGDTGHPVFETV 
FGKIAVNICYGRHHPLNWLAFGLNGAEIVFNPSATVGELSEPMWPIEARNAAIANSYFVG 
SINRVGTEVFPNPFTSGDGKPQHNDFGHFYGSSHFSAPDASCTPSLSRYKDGLLISDMDL 
NLCRQYKDKWGFRMTARYEVYADLLAKYIKPDFKPQVVSDPLLHKNST- 
 
>ChlNC64A_1_135828_IGS.gm_14_00361 
MSAKEEDVAVGDGSLGGFESVEKILEAYIPPDKLAHVQRILYGWNCGKPVAPLPLARELAAAAAAANFDL 
QAYRFGAAPEQLRPLRIMRVGLVQHGIQLPTSAPFAEQRQAIHTRVRQLMDAAGAAGVQVLCLQEFWPCP 
FFFCTRERQWLELAESAEEGPSTRLCQELARKHGMVVISPILERDEAHGGTIWNTAVVVGSNGGVIGKHR 
KNHITRVGDFNESTYYMEGNTGHPVFETAFGRIAVNICYGRHIPLNCQAFGLNGAEVVFNPCATVEGFTE 
PMWGLLHVCHQPVGTEVYPAPFTSGDGKPAHRVGGGGGGGGGVDLGPFYGSSYVTAPDASRTPSLARNRD 
GLLVADLDLNLCQQVKDRWGFQMTSRYEMYAEQLARYVRPDFTPQVIRDPAL* 
 
>ChlNC64A_1_18182_e_gw1.1.324.1 
MTPPQELLQAPPRKVTVAATQMACSWDIEDNMKKAEGLVRAAAAQGANIILLQELFEAPYFCQEQKQEYY 
RLAKPVDDNPLIPRFAKLAAELQVVLPISFFERAGAAHFNSLVVADADGSIVGHYRKSHIPDGPGYQEKF 
YFSPGDTGFKVFKTRYADIGVLICWDQWFPEGARCAALMGAEILFYPTAIGSEPPNPSYSSYPHWARVMQ 
GHAGANMMPVVASNRIGTETFEHSHITFYGGSFIAGPAGEIVAQPEQDEGVVVATFDLEECSSNRAGWGM 
FRDRRPDLYGPIATLDGSRNSRR* 
 
>ChlNC64A_1_34065_estExt_Genewise1Plus.C_30252 
MYGWNCGKPVAAVSLGPELAASAAAASYDLQAYRFQAAPEQLRPPRVVRVGLVQNSIHAPTTAPFVEQRQ 
AIHDRVRQIVDAAGAAGVQVLCLQEAWHMPFAFCTREKQWTEFAESAEAGPSTRLCRELARKHGMVIVNP 
ILERDEAHGDTIWNTAVVVGNNGNVIGKHRKNHIPRVGDFNESTYYMEGNTGHPVFETAFGKIGVNICYG 
RHHPMNWQGFGLNGAEVVFNPSATVGELSEPMWPVEARNAAIANSYYVGAINRVGTETFPNAFTSGDGKP 
AHKDFGHFYGSSYFAAPDASRTPSLARNKDGLLVADLDLNLCQQIRDKWGFRMTARYDMYAEQLGRYVRH 
DFQPQVIKDPSL* 
 
>Chlre3_116571_e_gwW.1.243.1 
MAAAAPGRKVVLAVTQFGMSEDRAANADKAEQYVRRAAAAGGQIVVLPELFESMYFPMVHSEEYFQLAAP 
FEGHPLVERFARLAAELRVVLTVSFFEVANTTYFNSCALVDADGTVLGRYRKSHIPDGPGIRWKFYMSPG 
DTGLDVYDTAYGRVGLAICWDQWFPEAARALVLQGAEVLVYPSCIGDEPHDPANDSYPHWMRVQQGHAAA 
NMVPLLAANRVGREQLQGSTGPVTYYGGSFIAGPQGQILAQLAEGLVTAEVDLAGLATARAQWGLFRDRR 
PDLYGALMTKDG 
 
>Chlre3_117164_e_gwW.18.105.1 
MVRKVMLAATQFECTADKAANADKAEELVRKAAAAGANIILLQELFHGLYWCAVQDPAFLSWAAPLEGHP 
LLARFGALAAELGVVLPVPFFERHNNAHFNSVAVMDADGSCKGVYRKSHIPDGPGYTEKFYFNPGDTGFR 
VFDTKYGRIGIAICWDQWFPEAARALALQGAEVVLFPTAIGSEPQDPALDSYGHWVRVQQGHAGSNLVPI 
IVSNRIGAERLPPPHQAAGNTFYGGSFIAGPQGQVLAQVRCSARGFCVAEVDLGAAAAARAAWGVYRDRR 
PELYGALATLGGSRPPL* 
 
>Chlre3_24136_estExt_fgenesh1_pm.C_10008 
MAEGSLAGFASLEELLEEYVPADKLKQAKRVIYGLNLGEPVGELQLDAGVLERAKAMGFDLRSALFRAAP 
EQMRPPRIVRIGLIQNKIVLPTTAPFAAQAQAIRDRVEVMLDTAGRAGVKVVCLQEAWHMPFAFCTREKV 
WCEFAESAETGESVAFCQAAARRWGMVVVCPILERDAAHNDTVWNTAVVIGHNGNIIGKHRKNHIPRVGD 
FNESTYYMEGNTGHPVFETAFGKIAVNICYGRHHPMNWQAFGMNGAELVFNPAATVGDLSEPLWPVEARN 
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AAIANSYFVAGINRVGTESFPREFTSGDGKPAHKDFGHFYGSSYVAAPDGSRGPSLARHRDGLMVADVDL 
NLCRQTKDKWGFQMTARYDMYADFFAKFVKPDFKPQVIRDPAL* 
 
>Chlvu1_44878_estExt_Genewise1Plus.C_190044 
MPGKREVTVACTQISCSWDKGDNLAKAERLVREAAGAGANIILLQELFETPYFCQDQKQELFELARPFEG 
NPVLRRFADLAKELQVALPISYFERANNSFFNSLAVFDADGTCAGRYRKSHIPDGCGYQEKFYFNPGDTG 
FQTFQTRFAKIGVAICWDQWFPEAARCMALMGAEVLFYPTAIGSEPQDPSLNSYPHWTRVMCGHAGANLV 
PLVASNRIGEEKAESGSITFYGGSFIAEGELIDLTPDRKEGFAVATFDLEAIRWQRASWGLFRDRRPDLY 
GPILTLDGSSGKRSGAI* 
 
>Chlvu1_74620_fgeneshCV_pg.C_scaffold_11000140 
MMENSIAVPSAETEALSKAAKDHSIVFCIGCSERVTSGPGRGTLYNTQLTFGADGQLLNKHRKVMPTMAE 
RIWWGQGDGNSLHAVETAAGRIGALICWEHWMPLTRAALHATSEDVHVAAWPRVTEMNLLASRHYAAEGR 
CFVIAVGALLRRRDLALADSSVLPEDPDALLLDGGTTIIGPDGKILVGPVMDEETLVMAELDFTRIAEES 
LALDVTGHYSRPDIFQLTVNGNNPLQPS* 
 
>MicpuN2_107980_est_cluster_kg.Chr_03__137__3200336:1 
MIDAAGAAGVNVLCLQEAWTMPFGFCTREKYPWVEFAEPAEDGPTTRLIQRKARQWNMVIVSPILERDER 
HGGTVWNTAVVISNNGRFLGKHRKNHIPRVGDFNESTYYMEGNTGHPVFETAFGKIAINICYGRHHPLNW 
QAFGLNGAEIVFNPSATVGGLSEPMWSIEGRNAAIANNYYVASINRVGTEHFPNKFTSGDGGEAHNDFGH 
FYGSSYVAGPDASRTPSLSRSRDGLMVCDVNLGLCRQVKDKWGFQMTARYDMYAEFFRKFTDMNYEPQVI 
RDPSLGDSEEDFNF* 
 
>Phypa1_1_204180_estExt_Genewise1.C_190023 
MGPDRVVGVAALQFACSDDVESNVSKAETLVRDAHAQGANIVLIQELFEGYYFCQAQREDYFARSHPREG 
HPTIERMQRLAKELGVVIPVSFFEEANNAHYNSIVVIDADGTDLGVYRKSHIPDGPGYQEKFYFNPGDTG 
FKVFKTKFATIGVGICWDQWFPEAARAMALMGAEVLFYPTAIGSEPQDGDLDSSEHWRRVMQGHAGANLV 
PLVASNRIGQEIIETERGPSKIAFYGTSFIAGPTGEIVASADNKSEKVLVAKFDLNKIKVKRHSWGIFRD 
RRPELYKVLLTSDGQL* 
 
>Phypa1_1_213956_estExt_Genewise1.C_960040 
MENEPASATKDGSLHGYESLHRLLSSELPPHLFQEVSRVLYGCNRGSAVTPVPQTEDLSAAAKEGNFDVQ 
TFEFTADLEQMRAPRNVCVGLIQNAIVLPTTEPFLKQKHAIMERVTSLIESAAKAGVNILCLQEAWTMPF 
GFCTREKRWCEFAESAEAGESTKLLQGLAQRYNMVIVSPILERDESHGSTIWNTAVVIGNHGNVIGKHRK 
NHIPRVGDFNESTYYMEGNTGHPVFETEFGKIAVNICYGRHHPMNWQAFGMNGAEIVFNPSATVGDLSEP 
MWPIEARNAAIANSYFVGAINRVGTEVFPNEFTSGDGKPAHKDFGHFYGSSFVAAPDASCSPSLSRCRDG 
LLVAKLDLNLCQQLKDKWGFRMTSRIDMYADFFREYVQHDFKPQVIHDSYLDGLPAMNSRTT* 
 
>Phypa1_1_88254_fgenesh1_pg.scaffold_167000045 
MAESKEAVIAEVEMGMALGTRSVRATVVQASTIFYDTPATLEKAERLIADAAAQGSQLVVFPEAFIGGYP 
RGNTFGVVIGTRTPKGKEDFRKYHGSAIDVPGPETDRLAALAGRYKLSLVMGVIERAGGTLYCTVVFFDS 
GGEYLGKHRKLMPTASERLIWGFGDGSTLPVFDTSVGKLGAVICWENRMPLLRTAMYGKGIELYCAPTAD 
ARRSWQASMIHIALEGGCFVLSANQFCRRHDYPPAPEYIYSGLGETEPGPEEVVCAGGSVIISPAGTILA 
GPNFDGEALITADLDMTDIVRAKFDFDVVGHYSRPDVLSLIVRDQPCHPVTFTSDLLSPMGGKT* 
 
>Selmo1_142105_estExt_Genewise1.C_40076 
MILGLNNGSVVGMLPLPPAVMAMSTAADFDLQAYRFTAAEEELRAPRIVRIGVIQNAIVLPTDAPFADQK 
RAIMKRVGDLIEAAGTAGVNILCLQEAWTMPFAFCTREKTWCEFAESAEEGTSTKFLQMFACKFKMVIIS 
PILERDEVHGGTLWNTAVVIGNNGNVIGKHRKNHIPRVGDFNESTYYMEGNTGHPVFETAYGKIAVNICY 
GRHHTLNWQAFGMNGAEIVFNPSATVGDLSEPMWPIEARNAAIANSYFVAAINRVGTEVFPRAFTSGDGK 
PAHKGFGHFYGSSYVAAPDSSCTPSLSRLQDGLMVVDADLNLCQQVRDKWGFRMTARYDLYANFFNEYTK 
HAFKPQVISDPLLHSGLEAHSL* 
 
>Selmo1_171766_estExt_Genewise1Plus.C 
MEEIALVPASLPEVDMAAFPASNWVRASVVQASTIYGDTPATIAKAEKLIAAAATLGSQLVVFPEAFLGG 
YPRGSTFGTAVGYRSSQGREEFRRYHSCAIDVPGPEVDLLAAAAAKFRVNLVMGVIERSGGTLYCSILFF 
DSQGVFLGKHRKCVPTAAERLIFGYGDGSTLPVYKTELGRVGGLVCWENRMPLLRTALYAKGVEFYCAPT 
ADSRETWQATIRHIAVEGGCFVLSCNQFCRRRDYPPSPDYTFAGFAEEPSPDKVVCAGGSAIISPSGDIL 
AGPHYEGEAVLSADLADVGEIIRTKFEFDVVGHYSRPEVLSLTINEKQYVPVTFVPDEKRADYKLGEAGS 
PMLP* 
 
>Selmo1_269334_estExt_fgenesh1_pm.C_850010 
MESREVSVSSLQFACSDRADENVATAERLVREAHSRGANIILIQELFEGYYFCQAQREDFFLCSKPREGH 
PTIQRMKELAKELGVVIPVSFFEEANNAHYNSIVIIDADGTDLGLYRKSHIPDGPGYQEKFYFNPGDTGF 
KVFDTKFARIGVAICWDQWFPEAARAMALMGAEVLFYPTAIGSEPQDSGLDSREHWQRVMQGHAGANVIP 
LVTSNRIGVEVVETEHGASKITFYGHSFIAGPTGEIVAEADDKNEAVLVAKFDLNQIKLKRQSWGVFRDR 
RPDLYKVLLTLDGKV* 
 
>Volca1_120915_estExt_fgenesh5_synt.C_200044 
MVRNVVLAAIQFACSEDKQANADKAEYLVRQAAAAGAQIILLQELFERQYWCQVQQKEYFSWAAPFEGNP 
LVSRFAKLASELRVVLPVPFFERANNAYFNSVAVVDADGSVLGLYRKSHIPDGPGYQEKFYFNPGDTGFR 
VFDTKYGKVGIAICWDQWFPEAARALVLQGAEVILYPTAIGSEPQDADINSYPHWIRAQLGHAAANLVPV 
VASNRIGTEELPGGSPTSYYGGSFIAGPQGQVLAQVGAAELHHGNPDPHPQPVEGFVTASMDLDLVALER 
AAWGVFRDRRPELYGTLATLSGHKP* 
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>Volca1_66898_e_gw1.60.61.1 
MADGSLAGFATLEELMEEYIPPEKLQQARRVLYGVNMGQLVTGMALDLALCERAKLMDFDLRSAVFRAAP 
EQLRPARIVRIGLIQNKIVLSTDAPFAEQAQAIRDRVGQMLETAGQAGVKVVCLQEAWHMPFAFCTREKR 
YCEFAESAETGESVAFCQAAARRWGMVVICPILERDAAHSDTIWNTAVVIGHNGNIIGKHRKNHIPRVGD 
FNESTYYMEGNTGHPVFETAFGRIAVNICYGRHHPMNWQAFGMNGAELVFNPAATVGDLSEPLWPVEARN 
AAIANSYFVAAINRVGTEVFPNEFTSGDGKPAHKEFGPFYGSSYVAAPDGSRSASLARHKDGLLVADIDL 
NLCRQTKDKWGFQMTARYEMYAEFFNRFVQPDFKPQIVRDPSL* 
 
>Ost9901_3|39332|e_gwEuk.12.237.1 
MPRGRHRIACAQMTSTADFQHNLQTVTELCKRAKAEACEALFLPEAFARIGATDASYAEPLDGPIVRACC 
ALAKEYGLWMSLGGYAERDGDGRKRFNSHVMIDPRSGEISGDVYRKIHLFDTDAAVGVDGGGMRESDYTR 
AGTTLASYDTTFGKVGASICYDLRFPDVYQALRFEHEADVICVPSAFTKSTGQAHWEVLLRARAIETQCY 
VVAAAQAGKHGETRESYGHAMVIDPWGRIVAKMDDPSNEVGIAVAEIDLALVDSIRTQMPLAEHRRRVRA 
EF* 
 
>MicpuC2|44624|fgenesh1_pm.C_scaffold_9000024 
MCATDDVEANFRTCEKLATLASDAGCAMLFLPECFAFIGRKGEDALAIMEPLDGPLMTRYRDLARAKNIW 
LSLGGFPELGPDAGHRLNAHVLVDADGEIRASYRKIHLFDVDVPNGPLLMESKTASPGSEIVAADSPIGR 
LGMMICYDLRFPELFSALRYECGARVMLVPSAFTRPTGAAHWEVLLRARAIETQSYVIAAAQCGVHSEGR 
ASYGHSIIVDPWGEVIAKLDDPDEGVGIAVAKIDLRGLEETRAKIPIETHRRGLGDRTAFPVTIAEM* 
 
>MicpuN2|96425|fgenesh2_kg.C_Chr_06000040 
MEPPPKRAGVSKAAVGQMRATNDLEANFETCSTLASAAASQGCSILFLPECFAYIGIAGNDALAVMEPLD 
GPLMARYRQLAKDTGVWLSLGGFPETGPDADHRYNTHVLVDSDGDVRASYRKIHLFDVDIPNGPVLMESK 
TASPGDAIVAADSPIGRLGMTVCYDLRFPELYSRLRHEMGAQIMLVPSAFTKPTGEAHWEVLLRARAIET 
QSYVIAAAQAGVHSEKRESYGHAIIIDPWGKVLAKLEDPDNGIGIATADIDLGYLEDVRERIPVDKHRRK 
LETFEATVEKE* 
 
>Ostta4|20335|e_gw1.12.00.243.1 
MAAPTPSPPAVAADARSNPTRGRTRVAVAQMCSTEDVEANLSTCAELARRAAELECVALFLPEAFARISR 
SGKASIATAESLDGPIVRACAAMAREHGMWMSLGGVAERDDAGGDARRRNTHVLLTPLGTIHGEPYRKIH 
LFDAEGVGVGGGGLMESEWTAPGRELTSHATDFGTVGVSVCYDVRFPDVYQALRFEHGADILIVPSAFTK 
ITGRAHWEVLLRARAIETQCYVVAAAQCGRHSETRESYGHAMIIDPWGEIVAKLDDPEEGVGIAVGEISL 
EYVDEVRRKMPIASHRRPVRRENFTLG* 
 
 

PAIs 
 
>AT3G07930 
MVPPIIYKYKRRKDRRLGRDDDSSVMMTRRRPDSDFIEVSDENRSFALFKEDDEKNRDLG 
LVDDGSTNLVLQCHDDGCSLEKDNSNSLDDLFSGFVYKGVRRRKRDDFGSITTSNLVSPQ 
IADDDDDSVSDSHIERQECSEFHVEVRRVSPYFQGSTVSQQSKEGCDSDSVCSKEGCSKV 
QAKVPRVSPYFQASTISQCDSDIVSSSQSGRNYRKGSSKRQVKVRRVSPYFQESTVSEQP 
NQAPKGLRNYFKVVKVSRYFHADGIQVNESQKEKSRNVRKTPIVSPVLSLSQKTDDVYLR 
KTPDNTWVPPRSPCNLLQEDHWHDPWRVLVICMLLNKTSGAQTRGVISDLFGLCTDAKTA 
TEVKEEEIENLIKPLGLQKKRTKMIQRLSLEYLQESWTHVTQLHGVGKYAADAYAIFCNG 
NWDRVKPNDHMLNYYWDYLRIRYKL- 
 
>PAI1_AT1G07780 
MSTGISTDLHVHFGALNFSKTYKSGLSNRTVSFSRVGYAQNRKLSCSVSNTENVAPKDDERGKDRPLVKM 
CGITSARDAAMAVEAGADFIGMIIWPHSKRSISLSVAKDISKVAREGGAKPVGVFVEDDENTILRAADSS 
DLELVQLHGNGSRAAFSRLVRKRRVIYVLNANQDGKLLNEVPEEDCHLADWILVDSATGGSGHGFNWAQF 
KLPSVRSRNGWLLAGGINPTNVSEALSILQPDGIDVSSGICGTDGIQKDKSKISSFITAVRSVHY- 
 
>PAI2_AT5G05590 
MSTGISTDLHVHFGALNFSKTYKSGLSNRTVSFSRVGYAQNRKLSCSVSNTENVAPKDDERGKDRPLVKM 
CGITSARDAAMAVEAGADFIGMIIWPHSKRSISLSVAKDISKVAREGGAKPVGVFVEDDDNTILRAADSS 
DLELVQLHGNGSRAAFSRLVRKRRVIYVLNANQDGKLLNEVPEEDCHLADWILVDSATGGSGHGFNWAQF 
KLPSVRSRNGWLLAGGINPTNVSEALSILQPDGIDVSSGICGTDGIQKDKSKISSFITAVRSVHY- 
 
>PAI3_AT1G29410 
MSTGISSDLHLHPRALNFSKTSKSGLSNRKVSFSSVGYAQNRKLSCSVSSTENVAPKDDDRGKDRPLVKM 
CGITSARDAAMAVEAGADFIGMIIWPHSKRSISLSVAKDISQVAREGGAKPVGVFVEDDENTILRAADSS 
DLELVQLHGNSSRAAFSRLVRERKVIYVLNANEDGKLLNVVPEEDGHLADWILVDSATGGRYLDQLLSFF 
ALSHCNVFLRGTSYTITLVHETVCLSQVTEISRV- 
 
>ChlNC64A_1_11532_gw1.11.180.1 
QPVIKVCGVTNAEDAAAAAEAGANLVGMILWPRAKRSIPATTARQVAAAARGGGAEPVAVFVDEDAATIA 
RVCEECEVRIAQLHGDGARAALEGLPPGLAAIWVLHADKAGRVQSALPPSPGTPRWLIVDSLQGGSGEAF 
DWRQLRAAAPDLAQHSSHGWLLAGGLTPDTVAEAIATAAPTGVDVSSGVCSPDGLKKDLGKVQRY 
 
>Chlre3_184947_estExt_fgenesh2_kg.C_310074 
MAWTVSLHRTSALHRTGLAPKKATCSARSPCIRTLASAAPQQKRDGPLVKICGITNAEDAQHAVQSGADL 
LGMIMWQKAKRAVSADTARAIAAVARGAGAKAVGVFVDEDAATISARCRDAQIPIAQLHGDGARAALPDL 
DPTLEVVYVLNCAPDGTPLTPPPSELLRGLGRAGARLPDWVLVDSAQGGSGQALDWRNLKVPAHEARQGW 
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LLAGGLNPDNVATAAGLAQPSAVDVSSGVCGPDGLKKDHGKVSSFISSAKAVKYH* 
 
>Chlvu1_25314_e_gw1.2.603.1 
LIKICGVTSAEDAELAAAAGANFIGMIMWPKAKRSVAPAVAQAIAAVAREHGAQAVGVFVDEDARTIEHR 
CREAGIGVAQLHGDVAREAVASLPEFLQIIYVLHADSDGHLLVRTSPGERQSVEWVLVDGIVGGSGEKFD 
WANLQPPKQVAQRGWFLAGGLGPHNVANAVQQLHPNGVDVSSGVTGPDKLRKDAAKIHAFVSSVQQLESV 
PQTA* 
 
>MicpuC2_63121_est_orfs.10_2104_4278469:1 
MSSAAAAAAAFSASASPRRLASRAATARAPTARRAPRATVRARSDAKRRSRSAASVVVRADAAADGPNKS 
PLVKVCGVTSAADATHAARAGADFVGMILWPKSKRSISLDVAKEVAAAARADGAVPVGVFVDETAAEIVA 
ACEAAGIDHAQLHGDGARASLVDLPMKIKAIYVVNASADGAIATPMPGDEAKLTDQRNEALKGEKGWRAA 
IDWVNGPRRTVDWLLIDGVNAGSGEAFEWGNLKVPRGVSRKGWLLAGGLTPENVAEAVGCVGRSRLLFSA 
RSPSLLDFFSFAFASRARCEPHDLTRGDAISQ* 
 
>MicpuN2_103599_fgenesh2_pg.C_Chr_12000311 
MAAKDEKKTLVKVCGVTTPEDATQAAVAGADFIGMILWPKSKRSIPLDVAKEVADAAKAAGATPIGVFVD 
ESAEEIVAACEAVGIDHAQLHGDNARAALTDLPMKIKAVYVVSAAKDGAIVTPMPGDEEKLCEDRRTKLS 
GAGGWKAAIDWVNGPRRTIDWLLVDGVVAGSGETYDWTNLRVPRGCSRKGWILAGGLDPENVTDAIGACK 
PTAVDVASGVADEGGVKKDPVKVDAFIANAKSASMEMA* 
 
>Ost9901_3_6627_gwEuk.11.334.1 
KPIVKVCGITTVRDCESACEHGANFVGMILWPKSKRSVDEATAKEIVACAKAKGAVPVAVFVDEDASEIT 
RVCDAIGCDHAQLHGDGARDALETLPMRLKAIWVLNADANGQIVSKFPGDEENGPRRVVDWLLIDGVNAG 
SGTAFDWSKLKAPRGASRKGWLLAGGLNPENVAQAIETANPTGVDVASGVADEGGVVKDAAKIAAFIGNA 
RAA 
 
>Ostta4_19960_e_gw1.11.00.255.1 
MSTATRARARADDRDRAVVKVCGITTVEDCVRACASGADFIGMIAWPRSARSVTRDAARAIADAAKTHGA 
IPIAVFVDENAEEITAMCDAIGCDHAQLHGDGARAALETLPSRIKAIWVLNADADGKIVTKLPGDEENGP 
RRVVDWVLIDGVNAGSGTTFDWSGLKPPRGCSRKGWILAGGLTPDNVASAIDQLHPNGVDVASGVADEGG 
VRKDEAKVKAFIENARNAAAASA* 
 
>Phypa1_1_17202_gw1.68.130.1 
RPLIKMCGITSPEDAAVAARAGATYIGMIVWPKSKRSVTVSLAQEIAAAARENGAEPVGVFVDEDAEQIE 
RACNDAKLGIAQLHGDGARASLLQGLPESLKVIYVLHANKNGIIQTKFPESSEGSPLVDWVLVDSLQGGS 
GEQFDWRNFRAPSMQSRRGWLLAGGLTPSNVATALSLVTPNAVDVSSGIAGPDGIRKDPARIQAFVHAVQ 
N 
 
>Selmo1_67644_gw1.1.1792.1 
PVVKMCGITTPGDASRAAAAGASYIGMILWPRSKRSVSISLAREIAAAAREQGAVPVGVFVDEDAHTIAD 
SCREAGLDCAQLHGTGARAALDGLASSSSSLRVIYVAHAGKDGSIQTPQPVAGAPVEWTLIDSIQGGSGE 
SFDWESLSRPGLGFVGKRGWFLAGGLKPENVGRAISLLRPSGVDVSSGIAGPDGIAKDLDRIASFVSAVH 
N 
 
>Volca1_57561_e_gw1.8.302.1 
QICGITNPDDARHAVNSGADFIGMIMWQKAKRAVSADTARSIAAVAREGGARAVGVFVDEDAATISARCR 
DAGIPVAQLHGDGARAALPGLDPSLEVVYVLNCAPDGTPLTQPPSELLRQMGKPGARQPEWVLVDSAQGG 
SGQALDWRNLRVPAGEATRGWLLAGGLSPDNVAIAAGLAKPTAVDVSSGVCGPDGLKKDPAKVSSFISAA 
KGVKYC* 
 
 

PAT1 
 
>PAT1_AT5G17990 
MVIAVATTSSIVSGIKLSGILTSFNAVDDASSSCGRSNLTGVRIFPTLSRRRFSSIGAVSPIRGDAQSSF 
SRSSFACSQNLGLSGGFSAAEALPPACANASPSSIKSFNQLIETLIDRVDLSETEAESSLEFLLNEANEA 
LISAFLVLLRAKGETYEEIVGLARAMMKHARKVEGLVDAVDIVGTGGDGANTVNISTGSSILAAACGAKV 
AKQGNRSSSSACGSADVLEALGVVLDLGPEGIKRCVEEGGIGFMMSPMYHPAMKIVGPVRKKLKIKTVFN 
ILGPMLNPARVSYAVVGVYHKDLVVKMAKALQRFGMKRALVVHSCGLDEMSPLGGGLVYDVTPEKIEEFS 
FDPLDFGIPRCTLEDLRGGGPDYNADVLRRVLSGESGAIADSLILNAAAALLVSNRVQTLAEGVTVAREV 
QSSGKAIKTLDSWINISNLAQKSQ- 
 
>AT3G51050 
MRKRDLAILMLSGFAIFFTLQHEGDFAFKEAWFHLYDEYPVKYEADRLPPPIVADLNGDG 
KKEVLVATNDAKIQVLEPHSRRVDEGFSEARVLAEITLLPDKIRVASGRRAVAMATGVID 
RYYKNGTPQKQVVVVVTSGWSVLCFDHNLKKLWETNLQEDFPHNAHHREIAISISNYTLK 
HGDTGLVIVGGRMEMQPYNHMDPFEELGMTAQNADQHRRSATENQASEDSGAINLRHFSV 
YAFAGKTGLLRWSKKTDDVEAHTSDASQLIPQHNYKLDVHALNSRHPGEFECREFRESIL 
SVMPHRWDRREDTLLKLAHFRRHKRKTLKKQAGSKSTAYPFHKPEEHTPAGKDLSRKIPK 
LIGKAARYAGSAKPKKGMQYIPTITNYTKLWWVPNVVVAHQKEGIEAIHLPTGRTLCKLS 
LLEGGLHADINGDGVLDHVQTVGGNVGERTVVSGSMEVLKPCWAVATSGVPIREQLFNVS 
ICHHSPFNFLHYGGDYSRHFAQARDTSTLEIATPILIPRDDGHKHRKGSHGDVIFLTNRG 
EVTSYTPDVHGHDAVWQWQLQTEATWSNLPSPSGLTESGTVVPTLKPFSLRIHDNQPMIL 
AGGDQAAVIISPGGSILASIELPSQPTHALITDDFSNDGLTDVIVMTSNGVYGFVQTRQP 
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GALFFSSLVGCLLVVMAVIFVTQHLNSIQGKPRPSSSF- 
 
>ChlNC64A_1_27114_e_gw1.24.92.1 
SQVLEVLMQRQDLSEQQTSEALQALVAGAEPTQMAAFLVLLRAKGETAEEIAGLAKAMRALSIPVHTSYD 
GKCWVLDIVGTGGDGIGSVNISTGATVVAAAAGAKVAKHGNRSVSSLCGSADVLEALGVAVELGPGGVSL 
CLEEAGVGFMFAPTYHPAMKTVVPVRKSLRVRTAFNLLGPMLNPADAAYGLVGVYSTSVSHLMADALQAS 
GMRLGVKKALVVHSSGLDELTPMGPADVVEVTQQGKHSYSLEPIELGIPRCEVADLAGGDAALNARILMD 
AFGGARGPVADALNLNAGVALAAATLAADAKEGVAMAQDAQRSGRAGDTMRKWLEVSQAARATELAAAAA 
PAPAT* 
 
>Chlre3_126030_estExt_gwp_1H.C_80012 
MQTLLGKRATRPFTSQRCRPSAASTVRTSTCRSSSVRCQAKMQMREVIEKLIVREDLTEKQAEEALGTLL 
DDFVTEQAAAFLVLLRAKGETPAEIAGLAKAMLDKALPVKTSQPVVDIVGTGGDGIGSVNISTGASILAA 
AAGAKVAKHGNRSVSSLCGSADVLEALGIAIDLGPAGVNHCLDQAGIAFMYAPRYHPGMKAVRPVRSALK 
VRTALNMLGPLLNPAEASYGLVGVYDTSISELMAGSLLRMGVQKALVVHSMGLDELTPMGPADVVEVTAG 
GPLKRYSLDPKEVGIPRCEVEDLKGGDAQLNAAILRDVFAGQKGAVADALCLNAGYALAACRVAATPAEG 
VKMAQEVQRRGDATATLQRWAEASQAAAAAEREQAHAVAA* 
 
>Chlvu1_25836_e_gw1.2.365.1 
MQILEALLEQRDLTELQTQEALTALVDGAHQTQMAAFLVLLRAKGETAEEVAGLAKAMREKSVHVATSGD 
VLDIVGTGGDGIGSVNISTGATVIAAAAGAKVAKHGNRSVSSLCGSADVLEALGIAVDIGPEGVSRCLEE 
VGLGFMFAPRYHPAMAAVVPVRRSLKVRTAFNILGPLLNPAAAAYGLIGVYSPAISGLMAATLQRLGTKR 
ALVVHSHGLDELTPMGDAEILEVTPSGTRSYRLDPLDLGIKRCQVADLAGGDAQLNASILTDVFGGARGA 
VADALNLNAGVALAAAEIAASPAEGVAMAQEAQQSGKAGDLLQRWRKVSQGCREAEAR* 
 
>MicpuC2_40109 
MASSFAISRAGVAPRASAARTTRARASSPSIARPQSSSSSSRSPSRRRRSSFPPLGARGGSVATRAAAAA 
VDLRNIIERLCDREDLTEEETEASLDALLDADPAQIAAFLVLLRAKGETPAEMAGMARAMKGRAVAVDAG 
DDVLDIVGTGGDDAGTVNISTGSCVLAAAAGAKVAKARPTSLRRSLSFSNETSTSSNN* 
 
>MicpuN2_107872_est_cluster_kg.Chr_03__29__3201590:1 
MGFMFAPRYHPAMKAVVPVRKALKVRTAFNMLGPMLNPAGTQYALVGVYTPDLQPLMADSLMALGMKKAL 
VVCSTVGDLSLDEMTPCGPTSVVEVTPAGTKSYSFDPKDVGIPPCELKDLAGGDAKLNARMLTDALGGEK 
GPVADCLMLNAGVAMAAAAQAESVEEGVAMCKEAHAQGKAGDTLRSWIELSQELKLQEA* 
 
>Ost9901_3_32105_eugene.0600010164 
MRARRWERARGCGNGRAGRAVVARATARRAAVDLRKVIEDLCEGADLSEEDAHAAMEALLDADPTQIAAF 
LVLLRAKGETASEMAGLARAMQSRAVTVDAGDDVLDIVGTGGDDAGTVNISTGSCVLAAAAGAKVAKHGS 
RSVSSLCGSGDVLEALGVDIELGPESMKRCVEEVGVGFMFAPRYHPAMAKVSPVRKALKVRTAFNMLGPM 
LNPAHSKYALVGVYSTGVQQLMADSLMKLGMKKALIVHSMGLDELTPAGPADVVEVTPSGTRAYTFEPKD 
VDIKPCTLEDLRGGDPTTNARILRAALEGEKGPVAETLILNAGVAMAAAQQAKDVVEGIAMAREAHESGK 
AGKTLDSWIKLTQELRKTEA* 
 
>Ostta4_33342_0600010189 
MRRTSGGVILAVSAPANAIDLRKVIEDLCAGVDLSEERAYAAMEALLDADQAQIAAFLVLLRAKGETAAE 
MAGLAKAMQSRAVEVDAGDEVLDIVGTGGDDAGTVNISTGSCVLAAAAGAKVAKHGSRSVSSLCGSGDVL 
EALGVEIDRHGLHVCPEIPPAMAKVSPVRKALKVRTAFNMLGPMLNPAHSKYALVGVYSTGVQQLMADSL 
MRLGMKKALVVHSMGLDELTPAGPADVVEVTPNGTRSYTFEPKDVGVKACTLEDLRGGDPQMNAKLLRAA 
LEGEKGPIAETLILNAGVAMAAAQQAKDVTEGIAMAREAHESGKAGKTLNAWIALTQDVFIKPISRGNVN 
SY* 
 
>Phypa1_1_219372_estExt_Genewise1.C_1730077 
MAAALASQRTWLPSSSVGPFRGSFATAPASSPRVLGVPRKFAVESGKWEVLVRNVRAQSSTVTVPARTLS 
IPQVLEQLIQGTNLTQAQTEEVMETLLADANPAIIGAFLALLRAKGETLDEVTGLASAMLSRAIPVRTVP 
GSLDIVGTGGDGANTVNISTGSCILAAACGAKVAKHGSRSSSSACGSADVLETLGVAIDLGPEGVAKCVE 
DVGVGFMFAPTYHPAMKVVAPVRRSLKIKTAFNILGPMLNPSRAPHSIVGVYHDNLVEKMAKILQHFGTK 
RTLVVHCHGLDEMSPLGGGRVLEVTQDKIESFVFDPLNFGIPRCTLEDLKGGNADFNAKSLRNVFAGEPG 
PIADSLILNAAAGIMACGLVKDLGEGVSLARDVLRSGRANTVLDNWISLSQKLKAEEVSE* 
 
>Selmo1_230552_fgenesh1_pm.C_scaffold_5000108 
MAAAVGASFDLFKLPLLRSSSRGSSLRARTGMCFTRSVQCAASNSLHSVPRLIETLLEKTDLTSEQTESV 
TDMLLEGADAAQISAFLVLLRAKNETFEEIAGLAKAMIKRSIAVPGLVGGLDIVGTGGDGANTVNISDWS 
LYPCCFLRSQGCKGTMHGNRSSSSACGSADVLEALGVEINLGPEGIARCVKEAGIAFMMAPKFHPAMKVV 
GPVRKSLKVKTVFNILGPLLNPARVPHQIVGVYSKSLVPKMAKALQLLGTKHALVVHSEGLDEMSPLGPG 
FILEVTPTSIKEFSFDPLDFGFPRCTVEDLRGGDAAFNSKVLRDVLGGQEGHIANALILNAGAGLVACGV 
ADDLKSGVEMAQAAQQSGQALKVLDSWIHLSQELKMQEEAVAVS* 
 
>Volca1_118599_fgenesh5_synt.40__30 
MTCPQLTPTNIGRELQVIEKLIRREDLTKELAEETLGALLDDFVSEQAAAFLVLLRAKGETSDEIAGLAQ 
AMLAKALP 
 
 

PINs 
 
>AtAAP1 
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MKSFNTEGHNHSTAESGDAYTVSDPTKNVDEDGREKRTGTWLTASAHIITAVIGSGVLSLAWAIAQLGWI 
AGTSILLIFSFITYFTSTMLADCYRAPDPVTGKRNYTYMDVVRSYLGGRKVQLCGVAQYGNLIGVTVGYT 
ITASISLVAVGKSNCFHDKGHTADCTISNYPYMAVFGIIQVILSQIPNFHKLSFLSIMAAVMSFTYATIG 
IGLAIATVAGGKVGKTSMTGTAVGVDVTAAQKIWRSFQAVGDIAFAYAYATVLIEIQDTLRSSPAENKAM 
KRASLVGVSTTTFFYILCGCIGYAAFGNNAPGDFLTDFGFFEPFWLIDFANACIAVHLIGAYQVFAQPIF 
QFVEKKCNRNYPDNKFITSEYSVNVPFLGKFNISLFRLVWRTAYVVITTVVAMIFPFFNAILGLIGAASF 
WPLTVYFPVEMHIAQTKIKKYSARWIALKTMCYVCLIVSLLAAAGSIAGLISSVKTYKPFRTMHE 
 
>spra_contig01436_c_s 
IESMYGTLARTLMSQLVAIQVIVWYTATVLIFEIWAAKKESFEKIQSFRESFRQNLKENS 
DTREKQNASFTSKVANFNANVANFDDRTLSEENSKQSQTNEKTELTNSPDIEITFYNDAS 
KTSNNNINNDGADDYNDGNYNNKNNERTNKLKDAQNSSPNVSTSINSETKHYERNLSLSA 
TDASKLEHNLEEPISEKEKVIDVISAENKFLPPENWGQIEKNLEKEFQVGTILFRKLVAN 
PSLHSSLYGVIYSLIAFGFDFKMPLLLKNNLDIIANTGMGMAMFSLGLFIASPRNFESCG 
VWRVTWTMMIRLLACPVITAAFSYALALHGRVLYISILQGALPQAVLSFVLSNEYKIHPE 
IHTALIVVTTGLCFPLMLLMYMAFESL 
 
>AtPIN1 
MITAADFYHVMTAMVPLYVAMILAYGSVKWWKIFTPDQCSGINRFVALFAVPLLSFHFIAANNPYAMNLR 
FLAADSLQKVIVLSLLFLWCKLSRNGSLDWTITLFSLSTLPNTLVMGIPLLKGMYGNFSGDLMVQIVVLQ 
CIIWYTLMLFLFEYRGAKLLISEQFPDTAGSIVSIHVDSDIMSLDGRQPLETEAEIKEDGKLHVTVRRSN 
ASRSDIYSRRSQGLSATPRPSNLTNAEIYSLQSSRNPTPRGSSFNHTDFYSMMASGGGRNSNFGPGEAVF 
GSKGPTPRPSNYEEDGGPAKPTAAGTAAGAGRFHYQSGGSGGGGGAHYPAPNPGMFSPNTGGGGGTAAKG 
NAPVVGGKRQDGNGRDLHMFVWSSSASPVSDVFGGGGGNHHADYSTATNDHQKDVKISVPQGNSNDNQYV 
EREEFSFGNKDDDSKVLATDGGNNISNKTTQAKVMPPTSVMTRLILIMVWRKLIRNPNSYSSLFGITWSL 
ISFKWNIEMPALIAKSISILSDAGLGMAMFSLGLFMALNPRIIACGNRRAAFAAAMRFVVGPAVMLVASY 
AVGLRGVLLHVAIIQAALPQGIVPFVFAKEYNVHPDILSTAVIFGMLIALPITLLYYILLGL- 
 
>AtPIN2 
MITGKDMYDVLAAMVPLYVAMILAYGSVRWWGIFTPDQCSGINRFVAVFAVPLLSFHFISSNDPYAMNYH 
FLAADSLQKVVILAALFLWQAFSRRGSLEWMITLFSLSTLPNTLVMGIPLLRAMYGDFSGNLMVQIVVLQ 
SIIWYTLMLFLFEFRGAKLLISEQFPETAGSITSFRVDSDVISLNGREPLQTDAEIGDDGKLHVVVRRSS 
AASSMISSFNKSHGGGLNSSMITPRASNLTGVEIYSVQSSREPTPRASSFNQTDFYAMFNASKAPSPRHG 
YTNSYGGAGAGPGGDVYSLQSSKGVTPRTSNFDEEVMKTAKKAGRGGRSMSGELYNNNSVPSYPPPNPMF 
TGSTSGASGVKKKESGGGGSGGGVGVGGQNKEMNMFVWSSSASPVSEANAKNAMTRGSSTDVSTDPKVSI 
PPHDNLATKAMQNLIENMSPGRKGHVEMDQDGNNGGKSPYMGKKGSDVEDGGPGPRKQQMPPASVMTRLI 
LIMVWRKLIRNPNTYSSLFGLAWSLVSFKWNIKMPTIMSGSISILSDAGLGMAMFSLGLFMALQPKIIAC 
GKSVAGFAMAVRFLTGPAVIAATSIAIGIRGDLLHIAIVQAALPQGIVPFVFAKEYNVHPDILSTAVIFG 
MLVALPVTVLYYVLLGL- 
 
>AtPIN3 
MISWHDLYTVLTAVIPLYVAMILAYGSVRWWKIFSPDQCSGINRFVAIFAVPLLSFHFISTNNPYAMNLR 
FIAADTLQKIIMLSLLVLWANFTRSGSLEWSITIFSLSTLPNTLVMGIPLLIAMYGEYSGSLMVQIVVLQ 
CIIWYTLLLFLFEFRGAKMLIMEQFPETAASIVSFKVESDVVSLDGHDFLETDAEIGDDGKLHVTVRKSN 
ASRRSFCGPNMTPRPSNLTGAEIYSLSTTPRGSNFNHSDFYNMMGFPGGRLSNFGPADMYSVQSSRGPTP 
RPSNFEENCAMASSPRFGYYPGGGAGSYPAPNPEFSSTTTSTANKSVNKNPKDVNTNQQTTLPTGGKSNS 
HDAKELHMFVWSSNGSPVSDRAGLNVFGGAPDNDQGGRSDQGAKEIRMLVPDQSHNGETKAVAHPASGDF 
GGEQQFSFAGKEEEAERPKDAENGLNKLAPNSTAALQSKTGLGGAEASQRKNMPPASVMTRLILIMVWRK 
LIRNPNTYSSLIGLIWALVAFRWHVAMPKIIQQSISILSDAGLGMAMFSLGLFMALQPKLIACGNSVATF 
AMAVRFLTGPAVMAVAAIAIGLRGDLLRVAIVQAALPQGIVPFVFAKEYNVHPAILSTGVIFGMLIALPI 
TLVYYILLGL- 
 
>AtPIN4 
MITWHDLYTVLTAVVPLYVAMILAYGSVQWWKIFSPDQCSGINRFVAIFAVPLLSFHFISTNDPYAMNFR 
FVAADTLQKIIMLVLLALWANLTKNGSLEWMITIFSLSTLPNTLVMGIPLLIAMYGTYAGSLMVQVVVLQ 
CIIWYTLLLFLFEYRGAKLLIMEQFPETGASIVSFKVESDVVSLDGHDFLETDAEIGNDGKLHVTVRKSN 
ASRRSLMMTPRPSNLTGAEIYSLSSTPRGSNFNHSDFYSVMGFPGGRLSNFGPADLYSVQSSRGPTPRPS 
NFEENNAVKYGFYNNTNSSVPAAGSYPAPNPEFSTGTGVSTKPNKIPKENQQQLQEKDSKASHDAKELHM 
FVWSSSASPVSDVFGGGAGDNVATEQSEQGAKEIRMVVSDQPRKSNARGGGDDIGGLDSGEGEREIEKAT 
AGLNKMGSNSTAELEAAGGDGGGNNGTHMPPTSVMTRLILIMVWRKLIRNPNTYSSLIGLIWALVAYRWH 
VAMPKILQQSISILSDAGLGMAMFSLGLFMALQPKIIACGNSVATFAMAVRFITGPAIMAVAGIAIGLHG 
DLLRIAIVQAALPQGIVPFVFAKEYNVHPTILSTGVIFGMLIALPITLVYYILLGL- 
 
>AtPIN5 
MINCGDVYKVIEAMVPLYVALILGYGSVKWWHIFTRDQCDAINRLVCYFTLPLFTIEFTAHVDPFNMNYR 
FIAADVLSKVIIVTVLALWAKYSNKGSYCWSITSFSLCTLTNSLVVGVPLAKAMYGQQAVDLVVQSSVFQ 
AIVWLTLLLFVLEFRKAGFSSNNISDVQVDNINIESGKRETVVVGEKSFLEVMSLVWLKLATNPNCYSCI 
LGIAWAFISNRWHLELPGILEGSILIMSKAGTGTAMFNMGIFMALQEKLIVCGTSLTVMGMVLKFIAGPA 
AMAIGSIVLGLHGDVLRVAIIQAALPQSITSFIFAKEYGLHADVLSTAVIFGMLVSLPVLVAYYAALEFI 
H- 
 
>AtPIN6 
MITGNEFYTVMCAMAPLYFAMFVAYGSVKWCKIFTPAQCSGINRFVSVFAVPVLSFHFISQNNPYKMDTM 
FILADTLSKIFVFVLLSLWAVFFKAGGLDWLITLFSIATLPNTLVMGIPLLQAMYGDYTQTLMVQLVVLQ 
CIIWYTLLLFLFELRAARLLIRAEFPGQAAGSIAKIQVDDDVISLDGMDPLRTETETDVNGRIRLRIRRS 
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VSSVPDSVMSSSLCLTPRASNLSNAEIFSVNTPNNRFFHGGGGSGTLQFYNGSNEIMFCNGDLGGFGFTR 
PGLGASPRRLSGYASSDAYSLQPTPRASNFNELDVNGNGTPVWMKSPAAGRIYRQSSPKMMWESGQRHAA 
KDINGSVPEKEISFRDALKAAPQATAAGGGASMEEGAAGKDTTPVAAIGKQEMPSAIVMMRLILTVVGRK 
LSRNPNTYSSLLGLVWSLISFKWNIPMPNIVDFSIKIISDAGLGMAMFSLGLFMALQPKMIPCGAKKATM 
GMLIRFISGPLFMAGASLLVGLRGSRLHAAIVQAALPQGIVPFVFAREYNLHPDLLSTLVIFGMIVSLPV 
TILYYVLLGL- 
 
>AtPIN7 
MITWHDLYTVLTAVIPLYVAMILAYGSVRWWKIFSPDQCSGINRFVAIFAVPLLSFHFISSNNPYAMNLR 
FIAADTLQKLIMLTLLIIWANFTRSGSLEWSITIFSLSTLPNTLVMGIPLLIAMYGEYSGSLMVQIVVLQ 
CIIWYTLLLFLFEYRGAKILIMEQFPETGASIVSFKVESDVVSLDGHDFLETDAQIGDDGKLHVTVRKSN 
ASRRSFYGGGGTNMTPRPSNLTGAEIYSLNTTPRGSNFNHSDFYSMMGFPGGRLSNFGPADMYSVQSSRG 
PTPRPSNFEESCAMASSPRFGYYPGGAPGSYPAPNPEFSTGNKTGSKAPKENHHHVGKSNSNDAKELHMF 
VWGSNGSPVSDRAGLQVDNGANEQVGKSDQGGAKEIRMLISDHTQNGENKAGPMNGDYGGEEESERVKEV 
PNGLHKLRCNSTAELNPKEAIETGETVPVKHMPPASVMTRLILIMVWRKLIRNPNTYSSLIGLIWALVAF 
RWDVAMPKIIQQSISILSDAGLGMAMFSLGLFMALQPKLIACGNSTATFAMAVRFFTGPAVMAVAAMAIG 
LRGDLLRVAIVQAALPQGIVPFVFAKEYNVHPAILSTGVIFGMLIALPITLVYYILLGL- 
 
>AtPIN8 
MISWLDIYHVVSATVPLYVSMTLGFLSARHLKLFSPEQCAGINKFVAKFSIPLLSFQIISENNPFKMSPK 
LILSDILQKFLVVVVLAMVLRFWHPTGGRGGKLGWVITGLSISVLPNTLILGMPILSAIYGDEAASILEQ 
IVVLQSLIWYTILLFLFELNAARALPSSGASLEHTGNDQEEANIEDEPKEEEDEEEVAIVRTRSVGTMKI 
LLKAWRKLIINPNTYATLIGIIWATLHFRLGWNLPEMIDKSIHLLSDGGLGMAMFSLGLFMASQSSIIAC 
GTKMAIITMLLKFVLGPALMIASAYCIRLKSTLFKVAILQAALPQGVVPFVFAKEYNLHPEIISTGVIFG 
MLIALPTTLAYYFLLDL- 
 
>Oenococcus-oeni_mleP 
mnafitsves vveivlvial gyvlrrsgkl adsfkgnisy limnialpls ifvsvltylt 
rdklvslsgg lvfaaasfav syvlaylitk ifkirvgrrg tfinmfvnan tifiglplns 
alfgtksmpy fliyyvmnti stwaigiffi ssddptrdkt ekqsfnwkkl lpmplvgfli 
sivvlllaip ipgwvsttfs mvggivtpms liyigiilad aglksihfdr dsilaligrf 
iivpavmiii lklfggsmpk lesstliiqa aapglavlpi lvgqnhgdve yatnvvttst 
vlfvivvpil mqfv 
 
>Klebsiella-pneumoniae_mdcF 
mtyviihala pifvimllgf wagkagmvdn knvsllnifv mdfalpatlf satvqtpwag 
ivaqsplvlv ltgamwitya aiyflatsvf krtpqdaavl tltvalpnya alglpilgsv 
lgegastsls vavsiacgsv lmtpfcllil erekaraage nsgstlamlp vlmwrsvkkp 
ivwgpllgvv lsaigikmpd lllasikplg laataaalfl tgvilsarkl qlnaliatst 
ivkllvqpfi awglvmllgl hgsiaitail mialaagffg vvfgnrfgvq spdaeavlll 
ssvlcilslp lfisltsgl 
 
 

ST5A 
 
>ST5A_AT1G74100 
MESKTTQNGSEVVELTEFEKTQKKYQDFIATLPKSKGWRPDEILTQYGGHWWQECLLEGLFHAKDHFEAR 
PTDFLVCSYPKTGTTWLKALTYAIVNRSRYDDAANPLLKRNPHEFVPYVEIDFAFYPTVDVLQDRKNPLF 
STHIPNGLLPDSIVNSGCKMVYIWRDPKDTFISMWTFLHKEKSQEGQLASLEDSFDMFCKGLSVYGPYLD 
HVLGYWKAYQENPDRILFLRYETMRANPLPFVKRLAEFMGYGFTDEEEENGVAEKVVKLCSFETLKNLEA 
NKGDKEREDRPAVYANSAYFRKGKVGDWANYLTPEMAARIDGLVEEKFKDTGLLQHDN- 
 
>VPS11_AT2G05170 
MYQLRKFDFFEEKYGGKIPEDVTGDIQCCSSGRGKVVIGSNDGSVSFLDRGVKFDSGFQA 
HSSSVLFLQHLKQRNFLVTVGEDEQISPQQSGMCLKVFDLDKVQEEGTSSSAPECIGILR 
IFTNQFPEAKITSFLVLEEVPPILLIAIGLDNGCIYCVKGDIARERITRFKLQVDGRSAI 
TGLGFRMDGQALLLFAVTPESVNLFSMQAQPPKLQTLDHIGGSVNTVTMSDRSELIVGRP 
EAVYFYEVDGRGPCWAFEGEKKFMGWFRGYLLCVIDDSKTGNTVFNVYDLRNRLIAYSIV 
VDKVSNMLCEWGNIILIKADKSLLCITEKDMESKLDMLFKKNLYTVAINLVQSQHADAAA 
TANVMRKYGDHLYGKQDFDEAMLQYINTIGYLEPSFVIQKFLDAQRIYNLTNYLEKLHEK 
GLASKDHTTLLLNCYTKLKDVEKLNTFIRKEDGIGELKFDVETAIRVCRAANYHEHAMYV 
AKKAGKHEWYLKILLEDLGNYDEALQYVSSLEPSQAGVTIEQYGKILIEHKPKETIDILM 
RLCTEQGIPNGVFLSMLPSPVDFITVFVQHPHSLMHFLERYAEIVQDSPAQAEINNTLLE 
LYLSRDLNFPSISLSENGLDKDLIDHSVAAAVSKADPEKKTNADSKDAMEKDCTERQQKG 
LELLKMAWPSDLEQPLYDVDLAVILCEMNSFKDGLLYLYEKMKFYKEVIACYMQNHDHEG 
LIACCKRLGDSSKGGDPSLWADLLKYFGEIGEDCTKEVKEVLTYIERDDILPPIIVLQTL 
AKNPCLTLSVIKDYIARKLEQESKIIEEDRRAVEKYQETTKNMRKEIEDLRTNARIFQLS 
KCTACTFTLDIPAVHFMCMHSFHQRCLGDNEKECPECAPEYRSVMEMKRSLEQNSKDQDL 
FFQQVKGSKDGFSVIAEYFGKGIISKTRDATS- 
 
>AT2G03750 
MFTFFTILSLCFKSWEQIITMEASKEAHHLPNYMKDDNVSQETKNLITSLPSDKDFMGYG 
LYNYKGCWYYPNTLQAVLDVQKHFKPRDTDIILASLPKGGTTWLKSLIFAVVHREKYRGT 
PQTHPLLLQNPHDLVPFLEVELYANSQIPDLAKYSSPMIFSTHMHLQALREATTKACKTV 
YVCRGIKDTFVSGWHYRNMLHRTKMDQATFELMFDAYCRGVLLYGPYWEHVLSYWKGSLE 

189



AKENVLFMKYEEIIEEPRVQVKRLAEFLECPFTKEEEESGSVEEILKLCSLRNLSNLEVN 
KNGTTRIGVDSQVFFRKGEVGDWKNHLTPQMAKTFDEIIDYRLGDSGLIFQ- 
 
>ChlNC64A_1_59577_estExt_fgenesh3_kg.C_30013 
MPADLSASDREDVVRTVQKMEEANRNLETAEGRMAGANLRVTQDDIMIVSPPKCGTTWLCQIVHMLRSGG 
DMSYDEINLVIPCIEMAWDYGLKDMTVQDGWRPRVYKTHFWRPHCPKGAGKYLFITRDPLDAGPSFFYFL 
QGWIFDAGAISMHDFLVHFWLRRGDPPSPLFNAGMWNNMASWYPHRADPNLLWLHYEDLQEDLPAAVSLI 
AEFLGIGQHDPALQALAVERSTIGWMKRFPEKYDEHMLKLARNEACGRPREAGLRTGKVREGRVGRNKEE 
LTPELRQAIQERWDDTMLPVTGYATYEEMRRGINRELGRPFSR* 
 
>Chlre3_157945_acegs_kg.scaffold_22000005 
MAAATAKLLAAALLGASLLCTAVQAQEVNPSSYLASQVNEPKYTIQEVWGAHKHLNNFREIDMAAKDTFV 
ALPREYSSTHRNPCWEQEGAFKCLPYFQILGVSKCGTTDLYNRLTEHPDMVDCTWKGPHFWDEAAYPVRV 
KRAPGRYDGSFPAYIGIFDKPAQKIKANPNAITGEASSNTFTAVWSHLRGRTLTKRINATLAEYLWEATP 
YARYIVMFRDPVTRYRSAFFYYRTKSLPKATDKEFLDRVKEDIAEWENCLSSNSKLYCLKMYTPQQLVKG 
MYADFLPAWLAVWPRDRFLFFRTEDYKAAPVPHITATMKFLGLRDLQESEMKSILELQAKNTQSSKYDDS 
TLSPELKEAYKTLQDFYRPYNQALSKAFGDDPRWLWGY* 
 
>MicpuC2_53089 
MAEEAPPPPPPPPPSREMTPLELMRHRNDLMHSAESIHAGRSFAPRPTDVFIVTYPKCGTTWATQARSIH 
RAPYDRVGVVCHQIRCIASNASCAAKHAAAMGGPASGATARAHVVDAMAFGEITQVVPWDILALDCGQRL 
DDEQVCDPRLFKSHERWENVAKGARYVCVVRDPLDVFFSFYNFLPAYMGIAPGKITHEEFADAIFAGASH 
SGHVWAHFLGYWEQRAREDVLLVCFEDMKENLARVVERVARFILGDGNGNGDGNAASASAFEWTSAMTDE 
VCEKSEFEYMRSRAAQFDDHFVREEMWRRVRIDENEWGGDKLVGKVREGGGKVGGGKEGMSAELRERIEK 
RWDEVMRPAGFEAYADFRAAINALYR* 
 
>MicpuC2_53691 
MEAHGPWLPITSPRTLRACKDFETRPTDVFVCSYPKSGTTWTQNVLAQIITALETTATFAHVSDVSPFFE 
ASSSSLIPSICAKHETYGRRCFNTHLPWELAPRGAKYVYVYRDGRDAAVSFYHHLRNQSVDDGGFEGGWD 
RFFERWIDGQIAFGSWFEHVLGWGAAAGEGADVLAVGYEELVRDLRGVVEKIADHVLLNASPADRGPRLT 
EAQLDAIAAKCGFDAMKADVDRFQPRSVRWRDPEYCFIRKGVVGDHRTTMTAAQSAAFEAKAAEAFGPKG 
VDDAPLFKSRAAPRVDSPHS* 
 
>MicpuN2_104367_fgenesh2_pg.C_Chr_15000139 
MGGVDEAAMTPLELMRHRNGLMHSESSVANGRGFVPRPTDVFVVTYPKCGTTWTTQICHQIRCVRAGRDD 
PSMDAMAFGEITQVVPWDILTLDCDQDLDADHVCDPRVFKSHERWEDVAKGAKYLCVVRNPVDVFYSFYN 
FLPAYMGIEPGAIAPEEFADAIFAGASHSGHCWQHFLGYLDARDGDEGKGEGKGEKIMMICFEDLKEDLP 
RCVRAIASFMGFHDMTPREIDRVVHASSFEFMRANATSFDDHFVRRKMWARCGIPESDWRGGGVGKVRHG 
GGCVGGGVIGMSEALRRRIDGKWNEVMRPRGFATYDDFRAAVNKVNTR* 
 
>MicpuN2_107876_est_cluster_kg.Chr_03__33__3199036:1 
MAGWTKTKTYDSHHFDSGAWDVVKPRDDDIVIATAYKAGTTWMQQIVAQILFNGEPPAAVGELSPWVDLR 
VPPREVKEGMVEAIPGRRFLKTHLPTDALDYNPSQKYIYVARDGRDAFMSLMNHYKFGNEMWYGALNESP 
GLVGAKLPAWEEACEGKEGDEAIRAVFDKWLNTPWGEHPWEKDGWPFWSLFYNMKTWWDAKDLPNVLMVH 
FTDLKKDLAGQMRRIADFIGVPVDEAKFDAQVHACTFEAMKGNAAAVAPLGGAMWKGGADTFINKGTNGR 
WVGVLTDEQVAAYEKAAQERLGGECAKWLAAGGDI* 
 
>MicpuN2_63276_EuGene.1200010448 
MSKKAAKKAAKAKAKADAKAKARLEKGLDPNPPPNPRQRLVPMMESKRAALAGTKRAAPEPDADAPAPDG 
DGAGTLLPKSAIIKRTTKDNEIVAEEEEEYYDWMPVDPDYYRNEPVDDDDDDDDDADGVDDPTLVDPRPT 
WMRRKQRAMEKKARAEALIREQDPDPQPKAPPVRIEDHGPWLPMTSHRTLHACWKMQTFASDVFICSYPK 
SGTTWMQNIVAQIITQCERKKNGATGATMKFKHISDVAPFLEIDPHWNHDRLDDFGRPMHTDELYENFEK 
FERRTYNTHLPFELVPGKGKVGEIFLPWETWAHKPGVSVRPRYVYVVRDGRDCAVSFYHHLSSQAPEDGG 
YAKGWNAFFDEWIEGKIAFGGWAEHLKSWQVPGDFDPAVLVVRYEDMKNNLREVVKRVATHVLGGPCQVS 
EQDLYRIAARCSFDRMKKEIDRFQPKSVRWSNPDYCFLRKGEVGDWEVTFTAEQEERFQKKIEEVFGFDR 
FGKPLGPPLLDRMSAMYSDIGVWEEAWTGIPERPIARY* 
 
>Ost9901_3_32551_eugene.0700010148 
MRERNARMHSAASVARGTTGFAPRASDVFIATYPKTGTTWMMQICHQVRCEAARARGEDANGEAFDEITE 
VVPWDVVALDCGQDLDAAQTTTPRLFKSHERATTMARGARSVVVTREPADVFHSFYEFLPAYMGIERGAI 
TREEFAEAIFAGASHSGGFAEHYLSWYDAATASRDDVLMVAFEDMKEDLGAVVDDVAAFLRCELDERGRD 
VVLERASFAYMRKNHTKFDDHFVRARLAEQIGLPKASTFSVGKVREGGGAVGAGARELPQTVRDAIQAHW 
DARMAPRGFKTYDAFRAALRDLRR* 
 
>Ostta4_17079_e_gw1.05.00.328.1 
MPRGWTKTRAYDSHHFDADAWSVVTPRAGDVIIATAYKSGTTWMQQIVSQLVFEGAAPAALGELSPWVDL 
RVPPREVKRGMIEGLPSPRILKTHLPTTGLEYDENAKYIYVARDGRDAFMSLMNHYKNGNEAFYGALNGP 
GLKGAPLPTWEEACEGEGDEKLRALFDKWLNTPWGQHPWEEDGWPFWSLFYNMKTWWDARESKNIIFVHF 
SDLKKDLKGQMRRIAKFLNAPIDESKFDAQVTACTFESMKGNAASVAPLGGALWKGGAETFINKGTNGRW 
RNVLTKEQVKQYEQVAEKRLGKDCAKWLANGGDMNGRGCVIM* 
 
>Volca1|107151|estExt_fgenesh4_pg.C_590017 
MLIRLALRLRALGFETAYVQIGGVCITNHGLSRSHGPSGKSPHQEPWRSLPQRQPRLRAPRRADADSDRD 
DDGDGGDGCSSDVLEEDLQDYLENVLGATDIGSSKQSGAGSKSHSSSAGCRRPAAVAAATSAHGPGSSDG 
DDSDGDDNDGEEVEEEGDKVVMRAVEGLDNGEDEQREEEDEDEVEGGGEEEEEEEEKMRRLPVRAASPWL 
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PLSLTLAAASSSTTFSSSAYVTKEARQTAFGLAKEQVEEANAPVSGNLPSWLRGTVVINGCGDYRGMEHL 
FDGFAFLTRIHLDGVTGRATASQRFLDTDAYRSFRKTGRMKYREFQTPVPADGPVGRVQVVLENIKALMS 
KGRAFTDNASINLIPLPGNRLLALGETRSAAYIVDPATLATVRQVEYDDDFPGDLTTAHPKVAPDGSIMN 
FTRSLPLGGYHVFRQDPVTLRRTKIAFIRDRNPWAPCWVHDMAITSSSLVVVETPLFISMASLILGTKRP 
YAFMDWKPEAGCRVHVIALDGSGVVTHTAPAFFTFHLGNAFERPSGTSSGTEICLDFSVYDDPEIINDLS 
LDRLKAFPGKDISPGRLRRLVIPLRDAANRPVGPSSLAAPVPLLTDENAYGNFFEFPAINPRFRGKPYRY 
MYGTAAIRPTNMGNALARHDRKKGAVFAASCNDLRLLSSEAENTSVFTATESPCQLLGHTAQLSLHVANT 
ARINTTAAAAAGRVAAGAKGGTIGGGGGSGFTVADRVHALFTAAIGSAAATLVVGVNASGQDASKQSGAG 
GDGVNVNPSSYLAPQVKVPNYHVNDIWKAHTHLPNYPEIEAAARDTFVALPSSYDTKYRNPCWTQDGTFK 
CLPYFQILGVSKCGTTDLYNRLTEHPDMIDCSWKSSKYDDSKGASRELNTAYQLLRDFYKGRTLVKRINS 
TLSEYLWEATPWARYIVMFRDPVTRYRSAFFYYRNKALGKPTDREFLERVQQDIADWEKCLADNSELYCL 
KAYHPQQLVKGMYGKYLGGWLSVWPRDRFLFMRTEDYKSAPVEHLTAAIKFLAADTVIPLLFLPPPYSGP 
RVHLMRHRRPFNQELSRAFGNDPRILPIAQHVHIQPWLST* 
 
>Volca1|107145|estExt_fgenesh4_pg.C_590006 
MNSKLRTAIVTLCVFLSLHLQNVFSDGVNVNPSSYLAPQVKVPNYHVNDIWKAHTHLPNYPEIEAAARDT 
FVALPSSYDTKYRNPCWTQDVTFKCLPYFQILGVSKCGTTDLYNRLTEHPDMIDCSWKGPHFWDESAYPV 
RVKRPGRYDGSFPAYVSVFDKAAARIQANQAAITGEASSNTYTAVYSHLRGRTLVKRINSTLSEYLSSSL 
GGRGYDAGCGGGDC* 
 
>Volca1|92489|fgenesh4_pg.C_scaffold_26000093  
MANMRRNSPPRDKAPVKKAWTGQVAAQLACSSPHTKMLRPIFYHVADVWASFKPSSNHEEIVKAAPDTWE 
VLPKAFDKNYRNPCWTDASGRFRCAPYFQIIGVSKCGTTDLYGRLNRHPDMAEGAKGPHFWDECPYPPKG 
ACTAPPNGDFDGYINLFEKGAAVIRTNSLAIVGEASSNTYTGVFTFVRGLARLKTNVTLAQLIYEAQPYQ 
RQIIIMRDPVSRYYSAFHYYRRRPTDPFEGPDKFHERVERDINLWTTCEQRFGVKECVKRYEPQQLVKGM 
YSEFVDAWTSVFPSEQLMFLRTEDYKAAPREHIQAVIKFLGMRDLSDEETTTMMRLRRFNAQSEKYPRMW 
PKSRKMLEDFYRPFNQKLAKLMGDDPRFLWEDTAKKAAAAAAAAGTTASQ* 
 
>Volca1|118754|fgenesh5_synt.43__12 
MSGWVGGWVGGWVGGWVGGWVGGPSTTELTDTRRSDTQAAASDVASDTQLAHLPSPTGGWAGTGIRQAPS 
TDSLARHSLQSIIDSLQPKATGSSFREEARLEATPLGETVAPASLAPSSKTPSHSSVDNIEGVSVGEDSP 
SAPSKKDSEAQRLLPVATVNLPGSADAGPGSGGPRGSTPDLLRLERVELPPPPPPPPPSLQLHQQQQSPE 
PRGASRHHSGCELLVAVPESTDYMYEEEELDRLARSPQFLSERAKDPGFTLLHFVAMLGHGMLADALPDD 
MMSRYHHFARLASCLISRQRVEVFATDKYGCTPLQLAAAIGNTEMVRVLLEPYDFETSGSEVLPQNYHGY 
DYLNHQDSQVCFSALHGAVNHNAHDAVILLLKHGANPQALDVTRKTAFEVAPSLVSLQELLRLAVQRQDE 
VPRSVIVQLMAVVLDKQTKEGGTQDGKGATTAVAATSGGGGGGPDGPNLQDSKGSRSFRAQQRWSKAARY 
ATSAAQAPVIPAQRFTSAIIETIGNMHNSDVASTIRRHFGKLYEAKRYDVLVEYVILAINSNQYSLTEMM 
IERICNDCPDVLANSKWHETLEPLVCTYPTLFHGLLFKLQDMRDEDVRGFVRCLTPSTLQTGGYRGRPQS 
VNPLMAMSQRGMTKAHAVDRVKLLIYQQLVEGLKKVSYRIIKTFFEESDQRLLNDMAQFPIFAEFVGLVA 
NMDTGKAIGESDDMRQALLDLLRPPKPPTPATAVVPVAPFANAAVAAQAIAGGDASTPVTRPSTAISAAA 
ALPRPSDAPPVTMAWGSVDSRKVLLAAKESAAAPKVSFKLDAPPRDEGLGIGSDCGVVGAAGAGGVGGSA 
GDSGQLSSLMTSGGSGRLSTGGTSIGQLSSVSAASGRLGSGRSAGGGGGSSGGGGDDDRLRRQARFGSGA 
ARGFGSGGESYGYGDEGEAEDDDVKRRRARLSLQTLNARPVLWAAVKAGKAYNVETTVMSIVSWVETNSK 
DGKAVFVAGITADLIQELAMRFPSACATLLNLVSKDVLEQLDTLQVSANVLYGKDHLVKCSHVRNHFTWR 
EQELRKLITLNQGYNEHVVDALVDYGVPFECVYKAAVEMGATPQDCATPEHFAALIEHGFTGPELKQLIS 
NGIRLAKVIGYIEECAKPPPDGVGSEFVNQLNVAMPVLLRDMLKERLSPRIVDIILREEKMFETTKYNNF 
RPGRPLRKVFPERLFVPKYTHHFVQMLLIMWQRGNKDGQGRVTLRPWAKEFIDTVFELNDPLSTKLKSAY 
DNKLTDTQARLTVYIQGGDNPAAEGALESKSSGWLRDQQQSQVQVADEEKAKQAYIRQLLRIFIGNNLLI 
HRWPVYLAAHLWVFLDGAFNTYWQRLEALYYRKKARRLGLQMSLAKKARSGTIDAAVLAFPILGLLQSDG 
GDILTALVHADAPSSWFHYAIVRAMYGLHWSNFGRVMVYLNAAVQLQLASVFLTFFLLVLNYPPLANGTE 
EDLGRMNSIPIIQGVLCVAVVLSTSMLIERLLEARVPQLGTWVSFGRRLELCCHGMVWTVALIVWRGRST 
DLVPALSGLTMLLFVARLTLFGLITEKLSTAVLALLEILSDSRYFFLLIALVYGGFVLAVAGLRQQTEHR 
PAIYTSQLFTVLLGDFQSSQLADDEERSVWRFPEFSLVLLSFYAMLMLIVFMNLLIATMNDTYDRVKEFR 
EVEVMRLRSHMMVFVKDFIRRKGRKELAPLNGDVLHLLLRPEEVKSGRWLAQSGSEPSEYSAWAGRITYM 
RSTIVREVEAVMRSHAEKATEQLGAIQQRLEKLEGNAVAAAAAAAAATAAPAAAGEQFAALEHRLGEMHR 
GLEALLSRHSAGGKVREEGACLTLVVPYWTAQPWWQQLMELAVDLVFLPSNTELFAPGEGDTSVPEPALV 
NLTVISVAASRHSAIATADGVVWTMGHNDSKGGGGHGSPPLDASGQLGRAGTKEPGPVEGPLRGKFVVQV 
VTGRYHTMAVTEDGELYSWGLNDWGQLGRPAVGATSESDPTPCTAGPSCHSGIPGLVSLPGGVRVVGAAA 
GRYVSMAVDDSGRLYTWGHDGCSNGGKLPERNEAYKPKLVSGELAAKRVVAFDAGYVFWIAATAEGEVYT 
CNSQDDGYAGTLSSRRAPNNAGELGRGGDPLVPGRVEGGLVGKKVEAVAAGREHAVVSTADGKVFTWGSR 
DLLMGRKGNSREPGQALGALGADNIRFVSAGEYHSGAASETTLYGWGSNGYFCTGVGRGNPVQGVIALGG 
WQVQAMVGGFQHGLAIAANKGGRWEVMGHGRQMARRAVSRNLGGGRSAFQLHSMTAGALSSLASATQVAS 
SVAVTGIGTAVATAASRPAGGGGDGGDAAVAPARPVAALLQAVDTSAPDYHTRYLAPQLHPIELNASEHW 
RRYVRSPRFELIQVVGACWRMAGERLRCIPFYHILGVSKCGTTDLYHRLSKHALLFKSRNKARCGGMGPH 
WWDECIHPPVGPCTAPPNGDFDGYVELFADAAEKIRNIPDGITGEASSNTFTSAAGVYLRGPSWDRNTTV 
TMPELMREASPFLRNIIIFRNPVDRYYSAFYYYRRWDRTQAPPGPDEFHDAAEKEIAAWRSCTDQKDLKY 
CVRHYHPQQLVKGMYSEFIMDWLAHWPRDQLLFLRNEDYSAATRVHLEAVFQFLDVRRPTEDEWFKIVGM 
ETRNKNSDKYQKMLPETRTMLEEFYRPFNERLSEILGDDRWLWRDSPGTTTSSAAASTS* 
 
>Volca1|107156|estExt_fgenesh4_pg.C_590028 
MTVEASKMNSKLRTTIVTLCVFLSLHLQNVFSDGVNVNPSSYLAPQVKVPNYHVNDIWKAHTHLPNYPEI 
EAAARDTFVALPSSYDTKYRNPCCSSCRSRPPADSHSTPLSLSATGHKMARQGPHFWDESAYPVRVKRPG 
RYDGSFPAYMSVFDKAAARIQANQAAITGEASSNTYTAVYSHLRGRTLVKRINSTLSEYLWEATPWARYI 
VMVVVVTMLVVVVALQSGAFEGVWERPAVVMGVLNTPHRTHVMTGGQTSMRRGGTREGERKGILPIAQHV 
HIQPWLST* 
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>Volca1|107148|estExt_fgenesh4_pg.C_590013 
MNSKLRTAIVTLCVFLSLHLQNVFSDGVNVNPSSYLAPQVKVPNYHVNDIWKAHTHLPNYPEIEAAARDT 
FVALPSSYDTKYRNPCWTQDGTFKCLPYFQILGVSKCGTTDLYNRLTEHPDMIDCSWKRSHIGEANQLHA 
VRIPIKFLAADTVIPLLFLPPPYSGPRVHLMRHRRPFNQELSRAFGNDPRWLWGY* 
 
>Volca1|101239|fgenesh4_pg.C_scaffold_537000001 
MNSKLRTAIVTLCVFLSLHLQNVFSDGVNVNPSSYLAPQVKVPNYHVNDIWKAHTHLPNYPEIEAAARDT 
FVALPSSYDTKYRNPCWTQDGTFKCLPYSK* 
 
>Volca1|107147|estExt_fgenesh4_pg.C_590008 
MCMRLVGTMGYPCAGLPACKLQLRQDSQNQDLFFFEPMDTVSAAAAASAGVSSMFFLDPEGRQIAELKKW 
LDLAEDEYCMGRPIRPLFINGLVKTGKSYMLKEVLPAVANTYYSSGGSGRQHAGTVLSEPNFLHVNCLVC 
RRGSGISGFLKEILVVLKRSAAKQQLSAAASTPAPSDNSAVTAAGAIQDFMERLPRDRLNFLLIDEAQSF 
YLLTRAMPGDFSPRGTTLDVEEVQLMRCIFKELLLDSPHWVAWAVTGSSMATLWANVAVTPTNGVALITY 
HSQLNLSPMVSKDVLEVAWEQLKAQAASWDPPLPSDLLWQSPQQIAMLAYLCQEWRGRLGTAITAAELVK 
QTLRGKLIPEVRDHRCNSRGSKTNFERDNRAQTDVKVGLRWFHRLLRNILCHAPILDHQKFLDAYPPEMA 
AFHSSGRISKVLTATYESPKPRRSGAAAAAPSVEAAAAPSTAAAAVPSMAAAAAPGVAAAVMVVAVGRVV 
MNSTTPTATGHKDTARHYQRSVRGAEVAGGLTDGERPRKRARGPPTAGVVESGGSGGGGGGATDAYHPQQ 
LVKGMYDKYLGGWLSVWPRDRFLFMRTEDYKSAPVEHLTAAIKFLAGPVFTSCDTGGFCQSPNTSTSSLG 
SAHKH* 
 
>Volca1|85926|fgenesh4_pg.C_scaffold_1000174 
MRPVRLGAKISAEKDQGQGHTGSADTSSSGTQSTAKHTVVDVVRLRKAAKVLDPEVMEQVPDTFLSEVKN 
PCWNTSNGDFRCLPYFYVTGMFHAGAMSISTKLMQHPDVVVDACSGCQFWGEEGKTMAFYLDNMKEAPKA 
IRQNPDTKVLMDSSASTFAFYWAAAGKAHRGYADAMKPCYRACVELFNTEKVPVGTCMSQRCYNTSVAAD 
SKRATDAGIDWETEAHNPLLVRAVYGDKMPKMILVARDPIARLYSAFHGYPHYHGKYGKSSSGFTAYVEE 
QVAAFRACAQDFGEAPCALYFEALSHREEQVYFHADQLMRGMYGLFLEIWYRFIPPSNWMVVHSDDLFQR 
PKETMAKLVDFLGLTKVDDATLTRMASAGTPQSFTRGQEPVQPRARQLLMELYKPYNTKLAQLTGDRRYE 
KWNEQPASH* 
 
>Volca1|121489|estExt_fgenesh5_synt.C_570023 
MSMDNGNEVGAYEFDRNALDNIARRRQDRPRKKYSQHRLVDEFGVHKFARANNLSQFTACQLEDALSKER 
MLVLLLKALLVLLKALLVLLKALLVLVLLLKALLVSPPQHQTARGGVSVANTRPWSSRSRSVAMAAAAGT 
AASSSSSSGEVPLFPPPAGLPSDPAVSAAIAAADSWQRLRDLYSATARKLDPGQLLALTQRLAHVTGAVV 
WPEDSPLPEAAPPGGAPWAPVLYEQEAEEVVALAQTLCRATQVCLPEMYGMQQVAGLLQLDGPPVLLATY 
TRISRANQLAEGGPGGGRGRSADEAAEAAEAEAALGLGGLAALLWAAVMMEARPADPGPNVSSVAQLLRA 
CTASPFRSVLGCTADGRWMAELSAAALRRLRELLAAPPLVVVAATEAAGGGGGSAAAAASTLSPESSADS 
LQDMVSLLSAFQQMMYDPGPMWSNTCLQAAAVVQARTDPFSAVQATAAIGSPPPGDALAAVLFLTAQYDH 
PQDEATRGAVLLMSLVRMGGQPSAEWVEAWAAAAEPLTRAGSGGGGGGDGVAGFDVDQMVAILATAAEAQ 
IQLPDQLQRDMVHGLIMQPQAQAQAPQGAAAGAAAGGPPPSPPVGDGVAVRSLPQFRQLLGILELQSYPL 
EPDWLEPLTGLVEDFRLRLGPRELLSVLRVLGSFSSPVLPPFPYPSAAPSSSTSSSTTSSSSSSAPAVLD 
SEWLGSLLEDLKVRGGVGGPNDLMQMAQALSSLSAPPSLLSYVEVFAIALTGEDGRRRVPAPRRTTTTTA 
TTTAATATAGSPAAASATKPSLAKIRLRLQKEASERRGAQPGQMAAGAPSAGAGEEEEEGGSGDEGDGGD 
EEQQWSLAWPAMLGAFAAAGHLPERRWWDRFAAATLPALESYEGPRLASTAVAALGLSSQAAAAAAAAEE 
SESESEEQQPQEEDEESKLLPSLDWHQQALSRVAEAIRACPVSMDEIRDQAVMLLSEQRQRRRQRRTAAP 
GAAADDSDEDDEYDNVELDDDGANDDDPLASGAPLEFSADEFTDAVLTLSSQLPMLLEPLAQPRVPLPPQ 
LLELLKDVAEEAVEGAAEAVAAAREGAMSTAVAKAGGPGGRGSSEGVSEAQGGMDLDALSYGQQVVTLVM 
QILISSDYPPGEEWMRRVGELMLVSRPEWGPGSETGELQQQQHLLLNADQLTSLSYLAGRFETPMKPEQV 
RLLLQHAARLAGSGELGGGELAATLVGLSGVTGVEVVEEGPEEVAVVLEALASQSGRLSAQGLSEAATAL 
LQLGLGLQSDMAVRFRAATARCLPELTPPQMLTVLTVGGSLGLEPPSRELLGTLSLQVGRLAAHSDPLAP 
AAATEAAYQVLKWFPEVAPNDSDTYIARLKSGLQPLLGRLGEVVPASAAKLALLMASTGLVPEPSDIRGS 
SSRPGRAGPEEGQQEEEPRRLLQQQQQLYEARAVALAPLVDATAEGLPDYDNEQLSNAVMGLSLLGLQLS 
SSWLESFMESSRRQLDDADGRSLAYLLSGLADQRALPDGPYTAAFWSAVRRRAAPPDRDLDLLSGRTLLE 
AAGQLGMRPDRELMQSVLDCALLRYRESPDPEGLTELVQASEGAGVMASFSFVPSPAWATESERSRYLEA 
RTWLLNSITSQSPPSNVRLACWEPLLAEALAAPQRSPDPRVTDPHRGGGGPGGTAAVGSVPGLMELLTQL 
LMLVSEVWPEKVAALLLDRPQLFVDFFQGPGSSRRILLWFSHFSMDGMRSFKYGSYALAHYALAHREEVW 
DLLHWEGKHPQAPVAVAAKTHYFCELALLPSFWSSEQWKECCRDGAVLELDRRYFCEVCELKRVLLNDFR 
KGGVHGEPTRGTHALHGGNRLAALLRDFLSAPAPLGPQVPSQPHPHWQLLCKRLLHQLNDRQLLQLVNTL 
AAGRSLPAAAPPSIIGGVCGDGAGWQDLSFLVLRGGVEWGSVAEAVLAHALAAGRGPLQRLLAEEREELA 
GRLEEIEQLAVELHGAPGCGEQEVAAAPGPGGVCSAAAHAALLLGGRLDVCGGSCAQDRLLLLAELWTLR 
EALRRAQRAAESGGAAREGRGAGCAVPTPPPPPSPPAAPVIPAPPRAGTTSSSATTIATTTAAAPAAAPA 
PAAGRTADGGSCPVSDRIAKLRSCGGGAAMLPLERVMAEVDGLVFERLQGGAGSGEGGSGGRRAPAGGRR 
SGNDTVAGGKHPDDNDDHHHDGAELGMGLAPQQGGLPVMPRRLKRKHRKRRYETTSSSSSSSTSSSSDSE 
GPGDRKQRRERCGSSGLDGGGGGARRRGSHRSRRSGSGLYGSCKSSNLAVAGHGELYGGRRAEDSGEVGE 
LDPLALFRGDGGEAWGSSRREGGLVWRVRLLGGGGAGRADEKTAVVEQQPTTSGVEMVGGCDDLADFLAA 
LACSSVGRVSFAFFALGCIILAISGLTTFPRPIKQVDDLTVRVEAAFDHALSLLSISDALLASTPSLKPA 
LAKVQAAMQIKTNRTLAEDIQCFSDAMYWAQSNYELGRKLGVISAINSRVVPRAKEVTQLYNATTAPAPY 
GATPSAKVIVGLQDLVTEISSKVKTYENALLGLPENRLPISISDLWIRELQAAQSAMNLSRWISALDVMS 
ASVQTLDAAANSLLYNRLGAAMQAFVEAAQAQLSDYEASILRFNTTLERNSIDTFTDMANSFISGLMYRI 
NLTDPWKLTYYPLGLATKLELPWSARITPKWASLLMDYFYPVNGTRFKEQCDYAQTMLTLKDTKDRSVSR 
LRDVKPVVAQLSALRGTLATLQQLADGVQAALSAYAGLSSDAMYGSLRTAVNAAKPAATNATAVANSSVT 
GEPAWLRTIANNTAFAADFAADGSRTGMQILKDRMAELTYWLVDKVLGIGVLNEVTTELGRILDRLSAAN 
WVLLSSGWGNYSAAQLQPNSTVPPYAFLQPLPQSMQLIYSALTDCIAAINDLLDQSLSKAPSLTGRARQL 
GQSSSPTAKPSGTAALRRELERYRNDTLAALHSDAVRRYSNLFYSTAVTVYSLLIATWLLLGLALYFNFP 
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AGIAVGLMMLLMLATCLLAGAWAAAAGMVTAQDVCANIDAIVLDAVPPSSPLFPLVHYYLQDIGSLTSIL 
RTTGLGDVSPLTTAINIINADILERFLLPPPADAISGVNFTKPWPSMYGTVQYPLADTLLRLSAVAANIS 
AQLSDLQTMSSRTAVLAQYRAITSWVCCGMGTQLLAVWVCAVPCGFLACLAGISALLVLKNLENMPDPKP 
CGWICYNRKDFPPPGGWAPEGGVGPSSNTDAARKRSPRFPSVLLWRQGLGSAFGGFSNIGSAFFGDRTAI 
PDQNMMKNPLGYGDASEPRGTELTGSPFQGALPLSPTGGSPFGSPLSPRGINLGPSAPGPYNQPPMEYSP 
TRLPLSMGALPPTMMMPQPYY* 
 
>Chlvu1|83984|estExt_fgeneshCV_pg.C_160081 
MADVLSMSLDDIINKNKSKTGGNVRAKDSDGSKRGRDERKNGRKTAKAGTRGEGRTLPIDSLRVVVKISG 
VSKAGGSRIGRGQGPRKAMPTREPKAPVDPEVLDGNKKWRHDLYDDLEQGPPRRNLQHRMRGPADGFRLM 
VTNLADGVTDDDIKELFESCGKVKYAGIHWDRSGRSTGEAEVVYENKADALKAKSQFDNVALDGQAMSIE 
LFQSQGGERVLASGIRVGAGGAEDGAGMRSNVAFTRSFQRAASGAMGAPRGRRVGRGGGGGFRSGGAGRG 
ASIQGIAKQLGSLISFHSTFKEVDALKGICSKTVAIPDSEAGPCEADRRLLSLLAELLFLENSRPVHRQL 
LSGLQRLPSNRFAAIQDAILDKVLAVVSDYNARKLTNGATPASTPASAQSEVQLPRAILADTMFSLLEYK 
PMSAKLRRVCTGALAVLAAGILDVLEAASTGLRIMQSSAEEVQDAVSGMYAILQMHGGYIAGEAGPKGRE 
AVAAAAQAMLLLLQTPHVVAREALSSAAVLLGSACLLPAVPPAALAARIAAGLWQPEGALTDKRINSSGA 
DSCQQDGSVPSKETGIAEAALRARGTPLAAELSRLGPLSRVCALKGWLSMLPRMLHGLTERPPEQQTAKH 
SYRTFKEPLQQTVRQIHSAFDALLDIEEVQQEQAAALGLSAQAGAATQAFLEDTAREIMNAGGHRKGKYI 
PLRALTSRLGATRLLLLQPALIRNTVNAMAGDAVCPAAAGLLEAVLGSLRHECLARSGSQDEAMGQWRDA 
WLPAVLGALTSANERLQTNVSVYGLPVPLCMDSGSLVVLLQRILDPAFATPAPGASPDGQVAALVAVLKV 
ARQLQLVRELDAVQVPGHAALPIPEALLQRAIGHAHEGLLVDAMTLACVHPKTTAMPGPLELRLVARGLL 
LGMRCVSTSLRNKWTTLVGKLLRRVATSTHGVLHRWASRPDAPGNADPADRAHDLAGLRQQAAFTRWVSR 
ALQGSLYPGAPFERKFLAMLLLNTLLAVWNTPDKAVRCSSPGIGQQNDGSLADLLRTADAQGVHLLCPGF 
LGPKTVLLGSVVDSWDKLRETATEALMALPAPLPGLEAPAQVAALLQWARKLVASPRVRESDAGARLQSL 
VFRKYVLQLRWRVQVRPDGSAAVDNQRQLSEADAEEESFQAALAHLQSLADCLEADVVESEEDFAAACRH 
SLAHGNLLSLRYLVPDIPWQAAKAHPPRLRQMQAWIARVLSLLLRAAETAQHPLSTPQETMAISAMDVDG 
SDMNFEDLEDDSDGEDSNNDAQLAPRAQVIVTGCWLTLKEVALLLGCLAREAPLSRDEAPESSFFEAVQL 
GGMGERLIHCMGVIKHNGAVEKAQAGFIALSERLLREPAPALNRLPGRWLVALLERVGAPGQGRDDIVRR 
SGGLPFAFVALFLAEPIGSHKTLLHTGMTELLRTANATSLPEPWPRVHAFNVLRLAFNDKNLATDSSGFF 
AEGVAAAIGGMSASEWEIRNSASLTFTSLVVRTVGFKNVLKGEAPKRAITGAEFFHRFPLLHSYLLDQLK 
AAAAAMQSPAAKLHPSLYPILMDLLTPAAFAPVVKAFASARPLAVRHLAARALAPLIAPEELCTTLMELL 
DGVPCQAPIANHNEVHGRLLQTRLLLERNPASATATERDDLINQTAAALAARRQLMRADGRIPAAIATEV 
LRTAAALVDIILKPSPPYATPMSATEGEEVIEARAEQEPVPGRQQLPGEPAAGSPAVAAFAAAVLECCRA 
AVVGAGPSVVAGGSPLGGAGTDAADPMRSLFLKEAALLFFGGSLHGLLRQQHAAETPSDGSGSFSEACSG 
LREEDVASALAHPLYDVRATTLKALLRRFSAGGGVPGWLAELLRGHMTRETHHKATQRALQLLTLPVADA 
CAPSSADSNAGAGAEQAWAEVHALQRRLTEAQHPQVQERALRGLGAAMRGPIAALSQCQPPVAHMEADLA 
RLSIAQDGESGCAALLPGPCTALADFLEALKSFSAASLPSEMRLAAVTALQSSACLTALPRPAEQEPCTS 
TPGLVRDAAAAAAGDAMGAVAGVHCAGLHVEQIERQAFQFLGRCCGHLPAFQRQLMHWVYRPEGRGALER 
EWQPGAVRKLFDKEIDNHHEEPLLAAQLAAWQLRSLCSSLQGPALAAFSAALTAWLLQVLQDLEETCGRL 
AEMHGRVSWPGGLTHHQDAFAPLSRMLLAPYAAAALFSSAADEEEHNWLPAVQKGMQRCAELLTRQPLQP 
LLGNTLYQVLTSLEAQCGRSLGSEAVWKELGDAMDSEFSVLFLLAPHVPAGTLQNLDPIDFLT* 
 
 

SUR1 
 
>TAA1_AT1G70560 
MVKLENSRKPEKISNKNIPMSDFVVNLDHGDPTAYEEYWRKMGDRCTVTIRGCDLMSYFSDMTNLCWFLE 
PELEDAIKDLHGVVGNAATEDRYIVVGTGSTQLCQAAVHALSSLARSQPVSVVAAAPFYSTYVEETTYVR 
SGMYKWEGDAWGFDKKGPYIELVTSPNNPDGTIRETVVNRPDDDEAKVIHDFAYYWPHYTPITRRQDHDI 
MLFTFSKITGHAGSRIGWALVKDKEVAKKMVEYIIVNSIGVSKESQVRTAKILNVLKETCKSESESENFF 
KYGREMMKNRWEKLREVVKESDAFTLPKYPEAFCNYFGKSLESYPAFAWLGTKEETDLVSELRRHKVMSR 
AGERCGSDKKHVRVSMLSREDVFNVFLERLANMKLIKSIDL- 
 
>AOAT2_AT1G70580 
MSLKALDYESLNENVKNCQYAVRGELYLRASELQKEGKKIIFTNVGNPHALGQKPLTFPR 
QVVSLCQAPFLLDDPNVGMIFPADAIARAKHYLSLTSGGLGAYSDSRGLPGVRKEVAEFI 
ERRDGYPSDPELIFLTDGASKGVMQILNCVIRGQKDGILVPVPQYPLYSATISLLGGTLV 
PYYLEESENWGLDVNNLRQSVAQARSQGITVRAMVIINPGNPTGQCLSEANIREILRFCC 
DERLVLLGDEVYQQNIYQDERPFISSKKVLMDMGAPISKEVQLISFHTVSKGYWGECGQR 
GGYFEMTNIPPRTVEEIYKVASIALSPNVSAQIFMGLMVSPPKPGDISYDQFVRESKGIL 
ESLRRRARMMTDGFNSCKNVVCNFTEGAMYSFPQIKLPSKAIQAAKQAGKVPDVFYCLKL 
LEATGISTVPGSGFGQKEGVFHLRTTILPAEEEMPEIMDSFKKFNDEFMSQYADNFGYSR 
M- 
 
>SUR1_AT2G20610 
MSEEQPHANLAVPAFKTEKEPITQTRNGQSSVWRFGGSDKAAKASTVTLRGVIYMLFDNCGKDVNKTILP 
LGHGDPSVYPCFRTCIEAEDAVVDVLRSGKGNSYGPGAGILPARRAVADYMNRDLPHKLTPEDIFLTAGC 
NQGIEIVFESLARPNANILLPRPGFPHYDARAAYSGLEVRKFDLLPEKEWEIDLEGIEAIADENTVAMVV 
INPNNPCGNVYSHDHLKKVAETARKLGIMVISDEVYDRTIFGDNPFVSMGKFASIVPVLTLAGISKGWVV 
PGWKIGWIALNDPEGVFETTKVLQSIKQNLDVTPDPATIIQAALPAILEKADKNFFAKKNKILKHNVDLV 
CDRLKDIPCVVCPKKPESCTYLLTKLELSLMDNIKDDIDFCVKLAREENLVFLPGDALGLKNWMRITIGV 
EAHMLEDALERLKGFCTRHAKKTETETESLQALKLSDNNLEM- 
 
>MicpuC2_25369 
MDTTNCDSLAGFSNRDTTNWRVRATTLTQSKNPIRIIVDDLLGKENPQKELISLAQGDPTAYGHLKPSEE 
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AVSAVVRAFSSGNHDGYTASTGSAACRAAIAAAHSHDFCHPLSLHDVYVTAGCSEALEHCIAVLVAPGKN 
ILLPRPGFPLYETICQRHGVVCLFYDLVPGRGWEVDLCSIRRLANTSTAAILINNPSNPCGAVYSRQHLE 
EIVGISSALKLPVLADEVYAGMTFRKEFVSLAEFSCSVPMFIVGALSKRWLVPGWRLGWVCVHDIQGNLH 
GSGVRAAINNLCQISLGPSAPIQAAVPAILATDDSVWLSEIMCALNRCTTLSEKRVLNIDGLSIVSPPEG 
AMYLLVKIDLCAFRGCLTTSHFAESLLSEESVLVLPGECFRAPGFIRVVTTVPESLIQVAWDRIEAFCKR 
RFKG* 
 
>MicpuN2_77545_e_gw2.01.358.1 
MKVNPLVSKANNPIRSIVDDLVGKQNPAKDLISLAQGDPTAYGHLKPPEEAVAAVVRAFLSGNHNGYTAS 
SGSAACRAAIATTHSCKNRPPLSRDDVFVTVGCSEALEHCITVLAVPGANVLLPRPGFPLYETLCQRHGV 
SFRFYDLLPETGWEVDLESVRRVYDDATAALLINNPSNPCGAVYSRDHLKDLVTLAQTLELPLIADEVYA 
GMTFGKPFIPVAEVAGKVPVLSVGALSKRWLVPGWRLGWLCIHEIGTTLYDSGVRTAINRLCQISLGPST 
PLQAAAPQILALDDSIWLRNVLRKLMSAAAYSAKRVARIRGLRILSPPQGAMYVLVHIDRHAFLDCPSDL 
LFAEKLLEEESVLVLPGTCFRAPGFVRIVTTVPEPVLQAAWDRVESFCARRCTRTLQITDTSTSSAREGH 
 
>Ost9901_3_3820_gwEuk.1.338.1 
LISLAQGDPTVFGHLLPPKTAMDEVAGAFSTSAHNGYTASAGSATARAAVAMRYSLPDRPPLRTEDVFMT 
VGCSEALSHSFAAMAVEGANILLPRPGFPLYETLCHRHGLGYKFYDLDDENGWEVKIDDVRRLRDENTVA 
IVVNNPSNPCGAVFSEGHLREICETCHELRLPIIADEVYEDVAFDEDRPFLSIAAFSGRVPVMVVSALSK 
RWLAPGWRIGWLVLHDYDHILQTAGVQLAINNLCQVSLGPPTPIQAAIPGIFKANETEWLKATLGVLRRA 
SQRCVERCARVRGLTVPCEPQGAMYVLLKMNGDAFKDANGFFTDVTFAKRLLAEESVLVLPGTCFHAPGY 
LRLVITVPDDELQNAWDRIETFCERY 
 
>Ostta4_14847_e_gw1.01.00.247.1 
MTIERRKSVDGYHRDGWNVRASALRELCNPIRRIVDEMVGCANPNKALISLAQGDPTVFGHIAPPKAASE 
EVREAFERGTHNGYTASVGSTSARSAVATRYSLPDRPALQIDDVFMTVGCSEALSHALAALAVEGANVLL 
PRPGFPLYETLCHRHGLAYKFYDLDDENGWEVKIDDVFRLRDEKTVAIVVNNPSNPCGAVYGEAHLRAIC 
EACDTLRLPIIADEVYEDIAFEPSRPFLSIASFSGRVPVMAVSALSKRWLAPGWRIGWLVLHDYEHILQT 
AGVHLAITNLCQVSLGPPTPIQAAIPGIFGANETEWLKSTLNVLRCSSAYCIDRCARVRGLSVPCEPQGA 
MYVLLKISVDTFRNDDGTYDDVRFAKQLLAEESVLVLPGECFHAPGYLRLVITAPHAEQQRAWDRIESFC 
ERYSSERKMTDSPKDLDAYVGEDLKQKLHLVTSHDDLVCKSLDAARTVI* 
 
>Phypa1_1_215944_estExt_Genewise1.C_1210090 
MVTFITHNSIQEKDVRFENGFTRKGSSVVVASTPEVKASQPQVVNGDLKVLPATGVLSQEAKSDAEWNIR 
ASPAAIASTNPIRELLESLCVVSSRKKEKISLAQGDPTAFGHLKVPDAAVEAMVAATKSYMFNGYTHSAG 
SHECRKAVADYHSSSLPFKLTAEDIAITVGCSQAIQLCLAALSTEGANILIPRPGFPIYETFCKYYDVEC 
RFYDLLPERDWEIDLDQITSLADRNTVAWIVCNPSNPCGSVYRYPHLLKIANTAEKLKIPLISDEIYANM 
IFGPTEFTPMAAFSMKVPVLTVGGISKRWLAPGWRLGWIIIADPKGILARGKVVEALTRLMQMTIGTSTL 
SQAAVSGMLLNTPSSFFEGTIKSLKAGAELCYERVQCIKGLQCPTKPQGAMYIMVKIDPSVFTDIANDVE 
FASLLVEEESVVVLPGSAFGSPNWLRIVFATPLPLLEEAWDRIDMFCLRHATAIPYTGTELY* 
 
>Selmo1_145611_estExt_Genewise1.C_100718 
MASKVLDPDNINENVKKCVYAVRGELYLRASELQKEGKKIIFTNVGNPHALGQKPLTFPRQVMALCQAPF 
LMDDPNVGLLFPPDAVARAKHYLSMTSGGVGAYSDSRGLPGVRQEVAEFIQKRDGYPSDPEHIFLTDGAS 
KGVMMMLNALIRNEKDGVLVPIPQYPLYSASIALYGGILIPYYLNEESNWSLDFSDVRNQVVIARNKKIV 
PRALVFINPGNPTGQCLSVTNLQDLIKFCYKERLLLMADEVYQVNVYQDERPFVSAKKVLMDMGAPYSNT 
VELVSFHSVSKGFLGECGQRGGYFEMTNIHPQTVEELYKVASISLSPNVVGQIMMGLMVTPPRPFDISYP 
QYQAESKAIIESMRRRAHIMTDGFNKCEDVVCNFTEGAMYSFPRIKLSKAAMDAAAQAGKAADVFYCLKL 
LEATGISTVPGSGFGQKEGTLHLRTTILPLEQDMPGIMAKFQKFHADFMAQYSDYSVSSRL* 
 
>Selmo1_75495_e_gw1.0.2222.1 
METYSDELAPSSGSIIKKKSASSISKRCSSVLDGGDSPYYLGWKEFQRNPYDPVFNPGGCIQLGLAESKL 
SLDLLEQWLDSHPEATRFPVDEIAVYPDYAGLASFRKVFASFMEEVLGGGQVAFDPDNIVMTAGATAAID 
VLSFCLAQAGDVFLVPAPYYPGFTRDSRWRSDVELTPVESSSANGFNVTPASLKAAFHQCAKLGKKVRAL 
LVASPSNPVGNSLQADTLKQMLEFTKSEGIHLICDEVYAGSTFDDPEFVSIAKIMESGDYDRASVHMVYG 
ISKDLGLPGLRVGALYSWNKQVLSTAARLGRFCSVSTQTQCFVSAFLSDKEFVRDYLRENKKRLKARRDW 
VVEMLRNTGTGCAKGNAGFYCWIDLSRFLKAPTEEAETELWKKVVYEVGLNLTPGSACHSPEPGWFRFCF 
ANQDEDTLEVAIRRLEDLRA* 
 
>Selmo1_91640_e_gw1.12.423.1 
MTWLSPLTIGNVNPKVKSIVDACSLIEFSLVQVMKCEYAVRGEIVMRAQLLEQELITKPSSLPFEEIIYC 
NIGNPQSLGQVPITFFREASVVALCDNPSLLDKAETHALFSADAIARAWKIIDKIPGKATGAYSHSQGLQ 
YCREEIAAAIARRDGYPAKAEDLYLTDGASVAVHMMMQLLISSEKDGIMCPIPQYPLYSASMTLHGGSLV 
PYYLNESAGWGLEVQELQQQIQKARGSGINVRALVVINPGNPTGQVLSEENQKKIIQFCKDERLLLLADE 
VYQENIYAEGKKFQSFKKVARSMGLGENDLSIVSFHSVSKGYYGECGRRGGYMEVTGVDKDVKEQIYKIA 
SVNLCSNISGQILMSLVSNPPKAGDESYEDYVRERDGILASLARRAKLLAEGFNKLEGVSCNQAEGAMYL 
FPRLHLPERALKAAAAVSMAADTFYARRLLDATGIVVVPGSGFGQVPGTWHIRCTILPAEEKMPALITRL 
TSFHQRFMDEFRD* 
 
>Selmo1_91812_e_gw1.12.730.1 
AVPFNSVLDLFFFATCDPGDGCLIPAPYFPAFDNDMNIRNEVAPLPVQPKDTHTYIPTIAEMDAAVDEAA 
KRNVRARVLLITNPGNPLGTLYPEATLKELLLWAVRREMHVLSDEIYANSKFGTSEDEFVSLEKVAQNAV 
EEKLLSPEMVAEFVHTAYGMSKDFGMNGFRVGCLHTKNGDLLNLWQNMGMFAAVSNDTQHALAVMLQDDT 
FVDFYVEENKRRLKNSYNLLTSAFTSVKLNYMPACAAMFCWLDLRSLLTECTFEAERALWKEILEDCKVL 
LTPGEACHYAEPGFFRVCYASMPPEHLQVACTRLTSFVEKKRRKRKLSSA* 
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>ChlNC64A_1|48481|fgenesh3_pm.C_scaffold_2000036 
MAASHTAAAPVDTTLNPRVAALKPSKTMALTDLATKLKEEGADIIGLAAGEPDFDTPAPIVEAGVEALRL 
GLTRYTPNTGTSALRKAVCAKLEAENGVRYDPDQIVVSNGAKQCIWQALLAVCAPEDEVIIPAPFWVSYP 
EMARLAGATPVIVEATPQEGFKLTPASLRAALRPRSRLLILCTPSNPTGAVYTREELEALAEVVAEHPRL 
LVLSDEIYEYIVYRPAAHHSFAALPGMYERTLTVNGFSKAYAMTGWRLGYLAAPRHFAKAAAVIQSQSTS 
GASSIAQHAAVAALGMGPQGGPLVQDMIAAFEQRRDFVTQRLQQIPGVGLAAPQGAFYVMPEVAAFVGPG 
VEARGWGPVEDVDALCRCRTHSSPPACLAPPCACLPAPHPFHLSFLFCRYLIETANVALVPGDAFGAPSC 
IRISYAASMETLEKALDRVAAALALGNFTRAG* 
 
>Chlvu1|80584|estExt_fgeneshCV_pm.C_70018 
MLLSDLASSLKESGVDVVTGITHYTPNVGTGAIRAALVKKLAEENGLTYAANEIVVTNGAKQAIWQSLLA 
VCSPGDEVLIPAPFWVSYPEMARLAGAEPKIIDCGADEGYLLTADQLRAALTPASRLLILCTPSNPSGAV 
YPLSRLQELAEVVAEHPRLMVLSDEIYEHIIYPPAEHHSFAVLPGMWPRTFTVNGFSKAFAMTGWRLGYL 
AAPRDFAKAAAIVQSQTTSGASSIAQHAALAALGLGKAGGQPVAAMRAAFQERRDYVMERLQRIEGVRVA 
APDGAFYVLPDLSAFFGTDVHADDFGPIPDADTLCRYILEKGNVALVPGDAFGAPACLRISYAASLETLQ 
KGLDRIEGALTSAALHRPALAASR* 
 
>Volca1|103084|estExt_fgenesh4_pg.C_30343 
MFVMHNSTAHSRSHNGSIACGGRTCIERLARATTPHCPITSSVITATRAKTISMAAAAAAPTSNVVPVDT 
TLNPLVASVKPSKTMALTDLATSMKEAGIDVIGLAAGEPDFDTPAPIVEAGVAALRAGYTRYTPNTGTTA 
LRKAICKKLQDDNGLSYSPDEVVVSNGAKQSIWQAVLATVSPGDEVIIPAPYWVSYTEMVRLANATPVVV 
PTTPEEGFLMSPEKLAATLTPRSRLLILCSPSNPTGAVYPKEHLEALARVVGAHPRLLVLSDEIYEYITY 
APAKHVSFGALPGMWDRTLTVNGFSKAYAMTGWRLGYLAAPRIYAKAAAIIQSQSTSGASSISQQAALAA 
LALGPGGGEPVQQMVRAFQERRDFVCARLRGIPGVNLAEPSGAFYVLPEMSAFFGPGAHADGFGPVPDSD 
TFCRYLIEKANVAVVPGDAFGADSCIRISYAASLETLGKALDRIAASLDPKIYKRRTGSS* 
 
>Chlre3|118364|e_gwW.24.42.1 
MSAAAAPAGAVKVDTTLNPLVASVKPSKTMALTDLATSMKESGIDVIGLAAGEPDFDTPAAIVEAGVAAL 
RQGYTRYTPNTGTSALRKAICKKLKGRAGGVGVRGSVWVAYEKGKACGKSGRAATDICTRGGAGGLLAPS 
HETYEALSTRAGARALRLPTRVPVSHALTHSPELDRAPPHTPTRPRSRLLILCTPSNPTGAVYPKEHLEA 
LAAVIAKHPRLLVLSDEIYEYITYAPATHVSFGALPGMFERTLTVNGFSKAYAMTGWRLGYLAAPKHYAK 
AAAIIQSQSTSGASSISQQAALAALALGPGGGEPVQAMVRAFRERRDYVSARLKAIPGVNLAEPAGAFYV 
LPEMSAFFGPGAAAQGFGAVPDSDTFCRYLIEVANVAVVPGDAFGADSCIRISYAASLETLGKALDRIAA 
ALDPAVYTLRTDRQ* 
 
 
 

TAA1-TARs 
 
>ALAAT1_AT1G17290 
MRRFVIGQAKNLIDQSRRRQLHHHKNLSFVSLIPPFSAPSDSSSRHLSSSSSSDMSASDSSSSLPVTLDT 
INPKVIKCEYAVRGEIVNIAQKLQEDLKTNKDAYPFDEIIYCNIGNPQSLGQQPITFFREVLALCSYTAL 
LDESATHGLFSSDSIERAWKILDQIPGRATGAYSHSQGIKGLRDAIADGIEARDGFPADPNDIFMTDGAS 
PGVHMMMQLLITSEKDGILCPIPQYPLYSASIALHGGTLVPYYLDEASGWGLEISELKKQLEDARSKGIT 
VRALAVINPGNPTGQVLSEENQRDVVKFCKQEGLVLLADEVYQENVYVPDKKFHSFKKVARSMGYGEKDL 
ALVSFQSVSKGYYGECGKRGGYMEVTGFTSDVREQIYKMASVNLCSNISGQILASLIMSPPKPGDDSYES 
YIAEKDGILSSLARRAKTLEEALNKLEGVTCNRAEGAMYLFPCLHLPQKAIAAAEAEKTAPDNFYCKRLL 
KATGIVVVPGSGFRQVPGTWHFRCTILPQEDKIPAIVDRLTAFHQSFMDEFRD 
 
>TAR1_AT1G23320 
MMVGCENSKKSDSGSNEDKSLSDDIINLDQGDPTAFQEYWMKKKDRCTVVIPAWDLMSYFSDTKNVCWFL 
EPELEKAIKALHGAIGNAATEERYIVVGTGSSQLCQAALFALSSLSEVKPVSIVAAVPYYSTYVEEASYL 
QSTLYKWEGDARTFDKKGPYIELVTSPNNPDGIMREPVVNRREGGKVIHDLAYYWPHYTPITRRQDHDLM 
LFTFSKITGHAGSRIGWALVKDIEVAKKMVHYLTINSIGVSKESQTRATTILNELTKTCRTQSESFFEYG 
YEKMKSRWERLREVVESGDAFTLPNYPQDFCNFFGKTLSTSPAFAWLGYKEERDLGSLLKEKKVLTRGGD 
RCGCNKRYVRVSMLSRDDDFDVSLQRLATIKDLKCVEP- 
 
>TAR3_AT1G34040.1 
MIHNKLLIAGSIILNLVFTIHILYNNTSTWSPTWTNRAALEAEAAASVSCSGHGRSYVDGLGVLDGHKPC 
ECHDCYTGKDCSVLLKDCPVDANSGDPLFLEPFWIRKAEESAVVESGWHRMSYTFNGYGLFMSAELEKII 
RKLHNVVGNAVTDNRFIIFGAGATQLLAASVHALSQTNSLSPSRLVTSVPYYNLYKQQADFFNSTNLKFE 
GDASAWKRSERNDDIKQVIEIVTSPNNPDGKLKRAVLDGPNVKYIHDYAYYWPYFSPITRQADEDLSLFS 
LSKTTGHAGSRFGWALVKEKTVYEKMKIYISLSSMGVSRDTQLRALQLLKVVIGDGGNEIFRFGYGTLKK 
RWEILNKIFSMSTRFSLETIKPEYCNYFKKVREFTPSYAWVKCERPEDTDCYEIFKAAKITGRNGEMFGS 
DERFVRLSLIRSQDDFDQLIAMLKKFVSKEAVVVDSI 
 
>TAR4_AT1G34060 
MMQKKLLLIVSIILNLVFTIHILYYSSTTWNPTWTNRAAAEAETVASFSCSGHGRAFVDGLGVLDGQKPP 
CECNNCYIGKDCSVLLKDCPVDANSGDPLFLEPFWMRQAERSAILVSGWHRMSYIYEDGTYVSRELEKVI 
RKLHSVVGNAVTDNRFVIFGSGTTQLLAAAVHALSLTNSSVSSPARLLTSIPYYAMYKDQAEFFDSAHLK 
FEGNASAWKQSGRNDNITQVIEVVTSPNNPDGKLKRAVLDGPNVKTLHDYAYYWPHFSPITHPVDEDLSL 
FSLSKTTGHAGSRFGWGLVKDKAIYEKMDRFIRLTSMGVSKETQLHVLQLLKVVVGDGGNEIFSFGYGTV 
KKRWETLNKIFSMSTRFSLQTIKPEYCNYFKKVREFTPSYAWVKCERPEDTNCYEIFRAAKITGRNGNVF 
GSEERFVRLSLIRSQDDFDQLIAMLKKLVYHEEDVPSENFMYI 
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>TAA1_AT1G70560 
MVKLENSRKPEKISNKNIPMSDFVVNLDHGDPTAYEEYWRKMGDRCTVTIRGCDLMSYFSDMTNLCWFLE 
PELEDAIKDLHGVVGNAATEDRYIVVGTGSTQLCQAAVHALSSLARSQPVSVVAAAPFYSTYVEETTYVR 
SGMYKWEGDAWGFDKKGPYIELVTSPNNPDGTIRETVVNRPDDDEAKVIHDFAYYWPHYTPITRRQDHDI 
MLFTFSKITGHAGSRIGWALVKDKEVAKKMVEYIIVNSIGVSKESQVRTAKILNVLKETCKSESESENFF 
KYGREMMKNRWEKLREVVKESDAFTLPKYPEAFCNYFGKSLESYPAFAWLGTKEETDLVSELRRHKVMSR 
AGERCGSDKKHVRVSMLSREDVFNVFLERLANMKLIKSIDL- 
 
>TAR2_AT4G24670.1 
MGQIPRFLSWRNMLVLSLAINFSLILKILKGDRERGDSWDRTAYVSIWPVVSTTASESSSLSSASCNYSK 
IEEDDDRIINLKFGDPTVYERYWQENGEVTTMVIPGWQSLSYFSDENNLCWFLEPELAKEIVRVHKVVGN 
AVTQDRFIVVGTGSTQLYQAALYALSPHDDSGPINVVSATPYYSTYPLITDCLKSGLYRWGGDAKTYKED 
GPYIELVTSPNNPDGFLRESVVNSTEGILIHDLAYYWPQYTPITSPADHDVMLFTASKSTGHAGIRIGWA 
LVKDRETARKMIEYIELNTIGVSKDSQLRVAKVLKVVSDSCGNVTGKSFFDHSYDAMYERWKLLKQAAKD 
TKRFSVPDFVSQRCNFFGRVFEPQPAFAWFKCEEGIVDCEKFLREEKKILTKSGKYFGDELSNVRISMLD 
RDTNFNIFLHRITSSFNSTL- 
 
>ChlNC64A_1_49237_fgenesh3_pm.C_scaffold_29000018 
MAAADFIRPHLLKLKPYTPIEPFEILAQRLGREAKDIVKLDANENPYGPPPEVLAALGSMPFPNIYPDPE 
SRRLREALSKWHSVPSEHLLVGCGADELIDLLMRCVLDAGDKIVDCPPTFTMYVFDAAVNNASVVTVPRL 
EGFRIDVEAIKRAVAEHKPKMVFLTSPNNPDGSMLSTEELLEVLRLPVLVVLDEAYIEFSEEPSKMGWVA 
QHPNLVVLRTFSKCAALAGLRVGYGAFPLDMIQYLWRAKQPYNVSVASEVAAVAALSNLPYIERVRDALV 
AERQRLFEGLGGIPYLEPCPSHSNFVLCKVANGRDARGLKDALAQQHGIMVRHYSTKELNNYVRVSVGLP 
EHTNKLLAALRTLA* 
 
>Chlre3_103841_e_gwH.28.33.1 
MEPSTSTSSAPSSTQFLRKHILKLAPYTPIEPFEVLSSRYNRKPEDIIKLDANENPYGPPPEVREALATM 
PFPHIYPDPETRALRRALAEMHNIPMENLLVGCGADELIDLLMRCVLEPGDKIVDCPPTFTMYVFDADVN 
DARVVTVPRLDGFRIDVEAVKRAVVEHKPKVVFLTSPNNPDGSMISEADLVSILDLPVLVVLDEAYIEFS 
TEASRMHWVLQRHNLIVLRTFSKSAALAGLRVGYGAFPIGMMEYMWRAKQPYNVSVAAEVAACAALTNMN 
YLNTVRDALVSERERLFARLKEIPFLEPYPSHANFILAKVTNGRDAKAVKDALATQHGIMVRHYAKKELS 
GFIRVSVGRPEHTDKLIEALKQL* 
 
>Chlvu1_34460_e_gw1.25.56.1 
MAFHGLLLPQSAPVLCDNTLRRNCQQLISLRAARPVVCSASPAVEVAPSMNGSCTDTFIRPHLRKLAAYT 
PIEPFEVLSKRLGRAPEDIIKLDANENPYGPPREVLAALGDMPFPNIYPDPETRRLRSALAELNDIPMEH 
LLVGCGADELIDLLMRCVLDPGDSIVDCPPTFTMYAFDAAVNGANVITVPRLDGFRIDVPAIERVVRERR 
PKMVFMTSPNNPDGSMITEADLLAVLALPVLVVLDEAYIEFSEEASRMRWVMERPNLVVLRTFSKSAGLA 
GLRVGYGAFPAGMIDYLWRAKQPYNVSVAAETAACAALTNPQYLQDVRDKLVVERERLFGLLQDVPFLEP 
YQSSANFILCKVVGGQDAKAVKDTLASEHGIMVRHYAKAELSGFIRISVGRPEHTDALIAALRTLEQPVA 
AVVEEE* 
 
>MicpuC2_49460 
MTTGTLRGQKICRTATASSNSRYVRKHILELAPYTPILPFEVLSEKFGFLPEDIVKLDANENPYGPPPEV 
AEALSSLKFPHVYPDPESRQLRQTLAKETGVPFENLIIGCGADELIDLLMRVVIDPNDVVINTPPTFGMY 
AFDCAVNGGTVVDVPRCNADGFKIDVEAIQRAVYKHKPKLLFLTSPNNPDGCVLSDRELLLMLELPVLVV 
LDEAYIEFASCKSHIADVVKYDNLIVLRTFSKCAALAGMRVGYGAFPKGLIDYIWRAKQPYNVSAAAEVA 
ACAALSNPEYLQEVKGKLVQERTRLHSLLSRISYLKPYPSEANFVLCRVIGRDALQLKEKLAKNGIMVRH 
YSSPESISGCIRISVGRPEQTDAIVAVLSAI* 
 
>MicpuN2_54982_EuGene.0100010209 
MFDHTQCVVRSSLLEKLGRTLPVKGRHRKTVIVHANSNVRRNPNIAKLQAGYLFPEINRIKMKHLEENPD 
AKIISLGIGDTTEPIPQPITKAMAAAAENLGTLDGYAQYGGYGAEQGQTLLREKLAERFYAEVNIQASDI 
FVSDGSKCDISRLQMMFGSNRRVAVQDPSYPAYVDSSVMIGNTEMYDHASKQYGKIVYLACSSENDFFPN 
LGLAKDAELIFFCSPNNPTGAAATRDQLIELVRHAKETGSIIIYDAAYAIYISNPNCPKTIFEIPGADEC 
CIETCSFSKYAGFTGLRLGWTVVPDKLKFADGSLVKNDWNRLMCTSFNGASNIAQAGGMACLSDEGMNAM 
SELVSFYKENATILKNTFEEMGYAVYGGTDAPYVWVSFDGRDSWEVFTEVLTKCDIVVTPGSGFGPAGDG 
FIRCSAFGHRENILEAAQRLKESFSRS* 
 
>MicpuN2_93189_estExt_Genewise2Plus.C_Chr_010853 
MHCHALSTSGARFVRKHILRLAPYKPIVPFEILSEELGIAPEDIVKLDANENPYGPPPEVEMAMSNLRFP 
HVYPDPESRTLRRALAADCNVPVENILVGCGADELIDLLLRVVLDPDDVVINTPPTFGMYSFDCAVNGGK 
IIDVPRQLSYPFAINVQEIEKAVLQHEAKVLFLTSPNNPDGGIIADADIDRLLQLPVLVVLDEAYIEFSD 
SASSRISDVPKRQNLVVLRTFSKRAALAGMRIGYGAFPNGLIEYIWRAKQPYNVSVAAEVAACAALGNKE 
YLTMVKNLIVEERDRLFSVLSNCPYLTPYPSDANFILCRVEGRDALELKEQLASRGIIVRHYSSPPSISG 
CLRISVGKPKHTDALRDALENLGAGNQISASASE* 
 
>Ost9901_3_30059_eugene.0200010246 
MISHVGSIRNFKGLSCSRSQHKTHTSRKNHSASRLCSRLQSSSGDISSSNFVRKHILDLQPYTPIVPFEV 
LSEKLQRPITEIVKLDANENPYGPPPDVYDALRDIKYPHIYPDPESRRLRAALAAECAVPTENLLVGCGA 
DELIDLLLRVVLEPGDKIINTPPTFGMYSFDCNINAGDVIDICRGLSFKIDVEAIEAAVKTHSPKLLFLT 
SPNNPDGSLIEEDDLLRLLRLPILVVLDEAYIEFASAKSYITQVPSRKNLIVLRTFSKRAALAGLRVGYG 
AFPSDLIEYIWRVKQPYNVSAIAETAALAALSNPSYLQEVRDKIVFERARMFGLLSEFDFLEPFTSESNF 
ILCRVKRMSAEYVKACLLERGVVIRHYSSPKEIADCIRISVGRPEDTDAVVSALASIKL 

196



 
>Ostta4_22755_estExt_fgenesh1_pm.C_Chr_03.00010014 
MAQLKAGYLFPEIARIRTAYLEKNPDAKVISLGIGDTTEPIPAAITKGMVEAAAALGTVEGYSKKGGYGP 
EAGQADLRKAVAERLYKGTPITFEDVFCSDGSKCDISRMLQMFGAGRKIAVQDPSYPAYVDSSVIMGHST 
GFNDGVKQYQNITYMPCGAENDFFPDLSAARDAELIFFCSPNNPTGAAATREQLTQLVNQALETGSFIIY 
DAAYSAFVSDPNCPKTSTKSSAKYAGFTGLRLGWTVFPEALKFSDGYSLNGASTVAQSAGLACLSDDGMK 
AMEDLVNFYKENAAILKRTWEEMGYKTYGGTDAPYVWVSFDGRDSWEVFTEILEKTQIVTTPGAGFGPAG 
NGYVRCSAFGSRENINEAARRLKEAYSK* 
 
>Ostta4_31051_0200010382 
MSARFRLAHNPKMYLNGRGVPHRQKSSTSRTNSSHSRAKSSRTSNELITTDFVRKHIINLQPYTPIIPFE 
VLSEQLQRPTSEIIKLDANENPYGPPPEVYDALRTVTYPHIYPDPESRRLRAMLSSECKVPAENLLVGCG 
ADELIDLLLRVVLEPGDKVINTPPTFGMYSFDSYINGITDGCVIDVKRGPAPSFRVDVDGIERAVAEHNP 
KILFLTSPNNPDGSVLDESDLERLLCLPVLVVLDEAYVEFSSSYTSRIAEVPNRKNLIVLRTFSKRAGLA 
GIRVGYGAFPNELIEFIWRVKQPYNVSVIAEEAAMAALSNPTYLQDVRDKIVCERARLFTLLSQFDFMDP 
FPSESNFILCRRVCHSCRTALCSTSCRVTGASAEFIKKSLLARGIVIRYYSSPKEISDCIRISVGRPEDT 
DAIIAGLTSISSK* 
 
>Phypa1_1_112298_e_gw1.3.147.1 
LCSGDPTMFEEFWFRHEVSSITVILGYQRMSYFAQSKHVWFMENELELQIRALHEVVGNAVTEGRHIVVG 
TGSTQLFQATLYALTSPDQPKPTNIVSAAPFYSSYPAVTDYLRSALFKWVGDAAKFSLGVEREEPYIEMV 
CSPNNPDGRIQHAIVNGTGHVVHDLAYYWPHYTPITEAADHDIMLFTLSKSTGHAGTRIGWAILKDEKVA 
KKMMKFVELNTIGVSHDSQVRATQIVKSVVQGYAYSSANNNKLFHFGASVMHYRWRRLRDSLSGSSEFSI 
PEFQPSYCNFFQKQVNHAPAFAWLRCRKVVDCEAFLKENRIISRSGRHFGVGTEYVRLSMLERNQKFEML 
LSRLARIDSSRTPD* 
 
>Phypa1_1_113303_e_gw1.6.104.1 
GDPTMFEAYWNAHKDDHVKVGYANDTLSYFVKSKEQEGCPWFVSALLDDAIRELHSFVGNAVTGDRAIVV 
GNGSTQLFQAALYALATRDGTSTPVVSEAPFYSAYREIIDYLQSKLFHWAGDSKTFHPKANETFIEMVTT 
PNNPCGTMREGLGLGDKGTIVHDLAYYWPTYVPIISSFDSDVMLFTLSKCTGHAGLRIGWAVVKNPAVAK 
KMAEFVALNTIGLAQDAQSRAAGLIRTIRITEALLAKKFFHWSRQVMESRWVKVRSALAGNKNFSLQNNV 
ASATHTFSTCTFSGTSHSTYPAFIWLKCEKEGTDCQMILKRNGILGRNGALFGVSTQYARLSLLDHEPAV 
DLLVERLTTLEC* 
 
>Phypa1_1_118724_e_gw1.26.202.1 
DGCVGINSGDPTLFEEYWLTQPDAPTIIPSWQGLSYFAHRHNSYLFVDSFLEQTIRQLHGMIGNAVTEGR 
FLVLGVGSTQLYQAALYALTSPDSPTPTSVVSAIPHYSSFEGVTRFLDSRRFKWIGDAEKFRDSGTSEPY 
IELVTSPNNPCGSMNKAVVNGNGSVINDLAYYWPHYTPITAPADYPIMLWTLSKITGHAGTRLGWAIVED 
EKIATKMAFFVQMNTLGVSQDAQARGVTLLRSITSSYNTRPERQPFFHLSQAVLEDRWARMSQALQNSSR 
FVLPEFEPASCSFFGRAFQPNPPFMWLKCKVDEDCAQLLKDHKIISRGGRAFGVSTQYVRVSMLDRRPLF 
DLLLSRLAALH* 
 
>Phypa1_1_131332_e_gw1.88.56.1 
SGNGNVFVDIVDVNDGGTAACECNDCFTGPDCSTPVRECRADSDSGDPLLFEAYWRANPNLGTVVIPGWY 
RMSYLTRDNAAILYTDALLRTIRDLHGMVGNAVTKDRYIVVGTGSMQLINAVVHSLALLNSDRVSSVVAK 
APYYSAYKVQTEYLDSPLFNFARDPARFTGNATGRGAQIELIASPNNPDAQIQEVPQNISEHVIYDHAYN 
WPHLSPITKASDHDIMLFTLSKITGHAGSRIGWAIIKDYNLYRTVQWYVVLNTLGVSHESQLRATQLIRT 
IIKSYSEGIRNEKGLFHYGREVLESRWATIQSILKNSSRFSLQELKPDYCFFFAQIVDPSPGHAWIRCNY 
EEDVDCAAVMLSAGIIGRKFGSGNRFVRLSLLKRRSHFEILTARLTKLVAQTSSST* 
 
>Phypa1_1_191756_estExt_gwp_gw1.C_1670077 
MADFDTERSLGICKCYECFGGVDCSQVIDNCVIDLDHGDPTMFEEFWFRNAANTITVILGYQRMSYFAQS 
KHVWFMENELEVQIRELHRVVGNAVTEGRHIVVGTGSTQLFQATLYALTSSDQSKPTNIVSAAPFYSSYP 
AVTDYLRSALFKWAGDAVEYNLGAEHEEPYIEMVCSPNNPDGRIQHAVVNGTGHVVHDLAYYWPHYTPIT 
GAADHAIMLFTLSKSTGHAGTRIGWAILKDERVAKKMTKFLELNTIGVSHDSQVRATQVIKAVIEGYTSS 
EPQSGSPQTVAQHSDNNKLFHFGNSVMHYRWKRLREALNGSSAFSIPGFQPSYCTFFQKDIDQTPAFAWL 
RCKKTADCQAFLKERRIITRSGRHFGAGAEFVRLSMLERNQKFEMLVDRLARVEASRTPD* 
 
>Phypa1_1_204939_estExt_Genewise1.C_230157 
MEADDTSARLLPLASWQSTHKNSTEAKFSLRNVVLYVSLLVNLPALVIVFHPIQGFLWTPPRSEQPAAPQ 
WAEAVQAAERAASKWCSGNGNVFVDTVGIDADGSPSCECNDCFAGPDCSLPLPDCVADAISGDPLLFEAY 
WRKNSDLGAVVIPAWYRMGYQTRDVTSMPYTEALVASIRELHAMVGNAVTEGRYIAFGTGSTQLINAVIH 
SLALQDPGRVTPVVSKAPYYNAYYTQTEYFKSPFYSFSGEPDRKVGQQGPAQIEVIASPNNPTTQIQEVP 
QNVSGHVVYDHAYYWPHLTPITKAVDYDIMLFTLSKLTGHAGSRIGWVILKDFDLYTKVLRYADVSTIGL 
GHEAQLRASQLIRTIIDGYSEGNSGREGIFHFAHDVLQSRWAKLQAIFQNVSRFSLQELKPGYCSFFKRV 
SDPSPGYAWIRCNREEDADCSAVLLSAGIIGRAGPIFGTTPRYVRLSLLKRASHFDNLADHLLKLVAQS* 
 
>Selmo1_163364_estExt_Genewise1.C_1900030 
MAAREMILSAAVCLCSIAAVRLMDLYWDSPSPGPHWMEQESGPALRASCSGHGRVFNDGSDLACECSDCY 
TGVNCSELQHGCMVDADAGDPTFLEPFWMEHGADAGVFMPSWYRMGYSVKKKGSSPAHKELPLVYVIKEL 
EDSIRELHELVGNAVVKDKYLVIGTGSMQLVAAALNALSDSFPEKPGAVVTRAPCYMIYKLQVDVLSSSK 
FQWGGDAVAAFEKKAFDPSSVVELLAAPNNPDTSILEPVYKGTNAKIIHDKAYYWPHYTAIAGALDEDVM 
LFSLSKTTGHAGSRIGWALVRDIEVYKKMFMYIAVSTIGVSRESQLRAHRLIKSLLDGYQNGGSHKARMF 
DFGYHTLQSRWQTLAEIFKASTRFSIQKTDSQHCSFFKKEVSPSPAYAWIRCEQEEDCHSIFAAAGINGR 
PGRAFGVSNRYIRLCMIKRDDEFELLAGKLQALVDTELTNE* 
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>Selmo1_171289_estExt_Genewise1Plus.C_140087 
MFEAYWRANGDSCTTVILGWEQMSYFASRKHFLWFVEQELENEIRQLHSLVGNAVTDGRFIVVGTGSTQL 
FQAALYAVSPRDGAQPASVVSAVPYYSSYPVLTDYLKSGIHKWAGDAANFHLADSSSSSSYIELVTSPNN 
PDGSMKHAVVQGSGPVIYDLAYYWPHYTPITAAAEHDMMLFTVSKCTGHAGSRIGWAIVKDAQVAQNMAK 
FIELNTIGVSHDSQLRAAQILKSISGRLFHFGYSEMSRRWDLLQQAVKVSDRFSLPEFSPAFCAFFGQVT 
SPHPAFAWLKCNRDSDCKEVLKLGGVLSRSGVQFGVGPDYVRISMLDREGNFETFIARLSDMAAASLAST 
AASYQEQML* 
 
>Selmo1_176918_estExt_Genewise1Plus.C_370084 
MFEAYWRANGDSCTTVILGWEQMSYFASRKHFLWFVEQELENEIRQLHSLVGNAVTDGRFIVVGTGSTQL 
FQAALYAVSPRDGAQPASVVSAVPYYSSYPVLTDYLKSGIHKWAGDAANFHPADSSSSSSSYIELVTSPN 
NPDGSMKHAVVQGSGPVIYDLAYYWPHYTPITAAAEHDMMLFTVSKCTGHAGSRIGWAIVKDAQVAQNMA 
KFIELNTIGVSHDSQLRAAQILKSISGRLFHFGYSEMSRRWDLLQQAVKVSDRFSLPEFSPAFCAFFGQV 
TSPHPAFAWLQCNRDSDCKEVLKLGGVLSRSGVQFGVGPDYVRISMLDREGNFETFIARLSDMAAASLAS 
TAASYQEQML* 
 
>Selmo1_406798_fgenesh2_pg.C_scaffold_6000049 
MAAREMILSAAVCLCSIAAVRLMDLYWDSPSPGPHWMERESGPALRASCSGHGRVFNDGSDLACECSDCY 
TGVNCSELQHGCMVDADAGDPTFLEPFWMEHGADAGVFMPSWYRMGYSVKKKGSSPAHKELPLVYVIKEL 
EDSIRELHELVGNAVVKDKYLVLGTGSMQLVAAALNALSDSFPEKPGAVVTRAPYYMIYKLQVDVLSSSK 
FQWGGDAVAAFEKKAFDPSSVVELLAAPNNPDTSILEPVYKGTNAKIIHDKAYYWPHYTAIAGALDEDVM 
LFSLSKTTGHAGSRIGWALVRDIEVYKKMFMYIAVSTIGVSRESQLRAHRLIKSVLDGYQNGGSHKARMF 
DFGYHTLQSRWQTLAEIFKASTRFSIQKVDSQHCSFFKKEVSPSPAYAWIRCEQEEDCHSIFAAAGINGR 
PGRAFGASNRYIRLCMIKRDDEFELLAGKLQALVDTELTNE* 
 
>Selmo1_423204_fgenesh2_pg.C_scaffold_60000142 
MAAGSPRDEEKPLLHYVSSIKIITGRARHPQKAAAIPCSGHGRVFLDTILAANGEPSCECNRCFAGTDCS 
SKIKNCNAKVDSGDPMFLEPFWDANAEAGAVVIPPVHRMSYLTEATAEGRRITLELERLIRQVHEFVGNA 
VIKDKFIVIGTGSMELINAAVASLAPIASNTLPKSPPALVVSRAPYYQAYQMQTEFFASTQYIWGGEPSI 
AAKKFANTGSTFIEFVAAPNNPDASMKEPELKFNGSFTVFDRAYYWPHYSPIFKAMDDDVMLFTLSKLTG 
HAGSRLGWAIVKDPKVYARLSQYVLLNTNGVSHDTQLRASRLLRAVLEGYSTTGAKTGVRDPQVYAKSQH 
IFHFAQSVMNSRWQKLEKIFARSMQFSLQYVEAQQCNFFKAIISPSPAYAWVKCEDPGLIMNSSCFNVFK 
NAGIIGRAGGYGDERDNSYVRFALLIGNDDFDNFMEHLNKFLTE* 
 
>Selmo1_75581_e_gw1.0.2224.1 
MAAGAPRDEEKPLLHYVSSTSHPWVVSKQALLLSLLLNLLLAFAIAVFFLQSEFFHLGRSAGVLRSSRDY 
HWTSKASAEAEKAAAIPCSGHGRVFVDTILAANGEPSCECNRCFAGTDCSSKIKNCNATVDSGDPMFLEP 
FWDANAEAGAVVIPPVHRMSYFTEATGEGRKITLELERLIRQVHEFVGNAVIKDKFIVIGTGSMELINAA 
VASLAPIASNTLPKSPPAIVVSRAPYYQAYQMQTEFFASTQYIWGGEPSIAAKKFANTGSTFIEFVAAPN 
NPDASMKEPELKFNGSFTVFDRAYYWPHYSPIFKAMDDDVMLFTLSKLTGHAGSRLGWAIVKDPKVYARL 
SQYVLLNTNGVSHDTQLRASRLLRAVLEGYSTTGAKTGARDPQVYAKSQHIFHFAQSVMNSRWQKLEKIF 
ARSMQFSLQYVEAQQCNFFKAIISPSPAYAWVKCEDPGLIMNSSCFNVFKNAGIIGRAGGYDDERDNSYV 
RFALLIGNDDFDNFMEHLNKFLQHFIDRTAIL* 
 
>Volca1_109854_estExt_fgenesh4_kg.C_320006 
MQTSAPTGSRVYPAAQRQARAGRPLVLTSRATATMEPSTSAPAVPSATQFLRKHMLKLAPYTPIEPFEVL 
SSRYGRKPEDIIKLDANENPYGPPPEVRQALGSMSFPHIYPDPETRALRQALSKMHNIPMENLLVGCGAD 
ELIDLLMRCVLEPGDKIVDCPPTFTMYVFDADVNDARVVTVPRLEGFRLDVEGIRRAVLEHQPKVVFLTS 
PNNPDGSMISESDLLAILDLPVLVVLDEAYIEFSTEASRMHWVTERHNLVVLRTFSKSAALAGLRVGYGA 
FPSAMIEYLWRAKQPYNVSVAAEVAACAALTNMEYLDKVRNALVSERDRLFSRLKEIPFLEPYPSHANFI 
LAKVTGGRDAKAIKDALASQYGIMVRHYAKKELSGYIRVSVGRPEHTDKLIEALKQL 
 
>Volca1_81843_estExt_Genewise1Plus.C_300007 
MCPVHVRRPEFDVGRSLLAGVLNVNRNENFGKLRAGYLFPEIARRRKAHQEKHPDAKIISLGIGDTTEPL 
PKYIADAMARAAAGLATREGYSGYGAEQGQGALREAVAATFYSGLRTADEIFISDGSKCDIARIQMMFGS 
KPTVAVQDPSYPVYVDTSVMMGMTGDHNGTGFDGIEYMVCNPDNAFFPDLSKVKRTDIIFFCSPNNPTGA 
AATRAQLTELVNFARRNGSILVYDAAYALYISNPDCPKTIYEIPGAEEVAIETCSFSKYAGFTGVRLGWT 
VVPKALKYSDGTPVHNDWNRVMTTCFNGASNIVQAGGLACLQPEGLKEMYDMITFYKENARILKDTFTEM 
GFKVYGGNDAPYIWVGFPGKPSWDVFAEILERCNIVTTPGSGFGPAGEGFVRASAFGSRENILEAVRRFK 
EAYGNK* 
 
 

TPL-TPRs 
 
 
 
 
>AT2G33340 
MNCAISGEVPVEPVVSTKSGLLFERRLIERHISDYGKCPVTGEPLTIDDIVPIKTGEIIK 
PKTLHTASIPGLLGTFQNEWDGLMLSNFALEQQLHTARQELSHALYQHDSACRVIARLKK 
ERDEARQLLAEVERHIPAAPEAVTANAALSNGKRAAVDEELGPDAKKLCPGISAEIITEL 
TDCNAALSQKRKKRQIPQTLASIDTLERFTQLSSHPLHKTNKPGICSMDILHSKDVIATG 
GVDATAVLFDRPSGQILSTLTGHSKKVTSVKFVGDSDLVLTASADKTVRIWRNPGDGNYA 
CGYTLNDHSAEVRAVTVHPTNKYFVSASLDGTWCFYDLSSGSCLAQVSDDSKNVDYTAAA 
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FHPDGLILGTGTSQSVVKIWDVKSQANVAKFDGHTGEVTAISFSENGYFLATAAEDGVRL 
WDLRKLRNFKSFLSADANSVEFDPSGSYLGIAASDIKVYQTASVKAEWNLIKTLPDLSGT 
GKATCVKFGSDAQYVAVGSMDRNLRIFGLPGDEKANVDDDSAQDS- 
 
>TPL_AT1G15750 
MXMSSLSRELVFLILQFLDEEKFKETVHKLEQESGFFFNMKYFEDEVHNGNWDEVEKYLSGFTKVDDNRY 
SMKIFFEIRKQKYLEALDKHDRPKAVDILVKDLKVFSTFNEELFKEITQLLTLENFRENEQLSKYGDTKS 
ARAIMLVELKKLIEANPLFRDKLQFPTLRNSRLRTLINQSLNWQHQLCKNPRPNPDIKTLFVDHSCGPPN 
GARAPSPVNNPLLGGIPKAGGFPPLGAHGPFQPTASPVPTPLAGWMSSPSSVPHPAVSAGAIALGGPSIP 
AALKHPRTPPTNASLDYPSADSEHVSKRTRPMGISDEVNLGVNMLPMSFSGQAHGHSPAFKAPDDLPKTV 
ARTLSQGSSPMSMDFHPIKQTLLLVGTNVGDIGLWEVGSRERLVQKTFKVWDLSKCSMPLQAALVKEPVV 
SVNRVIWSPDGSLFGVAYSRHIVQLYSYHGGEDMRQHLEIDAHVGGVNDISFSTPNKQLCVITCGDDKTI 
KVWDAATGVKRHTFEGHEAPVYSVCPHYKENIQFIFSTALDGKIKAWLYDNMGSRVDYDAPGRWCTTMAY 
SADGTRLFSCGTSKDGESFIVEWNESEGAVKRTYQGFHKRSLGVVQFDTTKNRYLAAGDDFSIKFWDMDA 
VQLLTAIDGDGGLQASPRIRFNKEGSLLAVSGNENVIKIMANSDGLRLLHTFENISSESSKPAINSIAAA 
AAAAATSAGHADRSANVVSIQGMNGDSRNMVDVKPVITEESNDKSKIWKLTEVSEPSQCRSLRLPENLRV 
AKISRLIFTNSGNAILALASNAIHLLWKWQRNERNATGKATASLPPQQWQPASGILMTNDVAETNPEEAV 
PCFALSKNDSYVMSASGGKISLFNMMTFKTMATFMPPPPAATFLAFHPQDNNIIAIGMDDSTIQIYNVRV 
DEVKSKLKGHSKRITGLAFSNVLNVLVSSGADAQLCVWNTDGWEKQRSKVLPLPQGRPNSAPSDTRVQFH 
QDQAHFLVVHETQLAIYETTKLECMKQWAVRESLAPITHATFSCDSQLVYASFMDATVCVFSSANLRLRC 
RVNPSAYLPASLSNSNVHPLVIAAHPQEPNMFAVGLSDGGVHIFEPLESEGKWGVAPPAENGSASGAPTA 
PSVGASASDQPQR- 
 
>TPR1_AT1G80490.2 
MXMSSLSRELVFLILQFLDEEKFKETVHKLEQESGFFFNMKYFEDEVHNGNWDEVEKYLSGFTKVDDNRY 
SMKIFFEIRKQKYLEALDRHDRPKAVDILVKDLKVFSTFNEELFKEITQLLTLENFRENEQLSKYGDTKS 
ARAIMLVELKKLIEANPLFRDKLQFPTLRTSRLRTLINQSLNWQHQLCKNPRPNPDIKTLFVDHSCRLPN 
DARAPSPVNNPLLGSLPKAEGFPPLGAHGPFQPTPSPVPTPLAGWMSSPSSVPHPAVSGGPIALGAPSIQ 
AALKHPRTPPSNSAVDYPSGDSDHVSKRTRPMGISDEVSLGVNMLPMTFPGQAHGHNQTFKAPDDLPKTV 
ARTLSQGSSPMSMDFHPIKQTLLLVGTNVGDIGLWEVGSRERLVQKTFKVWDLSKCSMPLQAALVKEPVV 
SVNRVIWSPDGSLFGVAYSRHIVQLYSYHGGEDMRQHLEIDAHVGGVNDIAFSTPNKQLCVTTCGDDKTI 
KVWDAATGVKRYTFEGHEAPVYSICPHYKENIQFIFSTALDGKIKAWLYDNMGSRVDYEAPGRWCTTMAY 
SADGTRLFSCGTSKDGESFIVEWNESEGAVKRTYQGFHKRSLGVVQFDTTKNRYLAAGDDFSIKFWDMDT 
IQLLTAIDADGGLQASPRIRFNKEGSLLAVSANDNMIKVMANSDGLRLLHTVENLSSESSKPAINSIPMV 
ERPASVVSIPGMNGDSRNMVDVKPVITEESNDKSKVWKLTEVGEPSQCRSLRLPENMRVTKISRLIFTNS 
GNAILALASNAIHLLWKWQRNDRNATGKATASLPPQQWQPASGILMTNDVAETNPEEAVPCFALSKNDSY 
VMSASGGKISLFNMMTFKTMATFMPPPPAATFLAFHPQDNNIIAIGMDDSTIQIYNVRVDEVKSKLKGHS 
KRITGLAFSNVLNVLVSSGADAQLCVWNTDGWEKQKSKVLQIPQGRSTSSLSDTRVQFHQDQVHFLVVHE 
TQLAIYETTKLECMKQWPVRESAAPITHATFSCDSQLIYTSFMDATICVFSSANLRLRCRVNPSAYLPAS 
LSNSNVHPLVIAAHPQESNMFAVGLSDGGVHIFEPLESEGKWGVAPPPENGSASAVTATPSVGASASDQP 
QR- 
 
>TPR4_AT3G15880.2 
MXMSSLSRELVFLILQFLDEEKFKDTVHRLEKESGFFFNMRYFEDSVTAGEWDDVEKYLSGFTKVDDNRY 
SMKIFFEIRKQKYLEALDKKDHAKAVDILVKELKVFSTFNEELFKEITMLLTLTNFRENEQLSKYGDTKS 
ARGIMLGELKKLIEANPLFRDKLQFPSLKNSRLRTLINQSLNWQHQLCKNPRPNPDIKTLFVDHTCGHPN 
GAHTPSPTTNHLMGSVPKVGGFPPLGAHGPFQPTPAPLTTSLAGWMPNPSVQHPTVSAGPIGLGAPNSAV 
SMLKRERPRSPPTNSLSMDYQTADSESVLKRPRPFGISDGVNNLPVNVLPVTYPGQSHAHATYSTDDLPK 
NVSRILSQGSAIKSMDFHPVQQTMLLVGTNLGDIAIWEVGSREKLVSRSFKVWDLATCTVNLQASLASEY 
TAAVNRVVWSPDGGLLGVAYSKHIVHIYSYHGGEDLRNHLEIDAHAGNVNDLAFSQPNQQLCVVTCGEDK 
TIKVWDAVTGNKLHTFEGHEAPVYSVCPHQKENIQFIFSTAVDGKIKAWLYDNMGSRVDYDAPGRSCTSM 
AYCADGTRLFSCGTSKEGESFIVEWNESEGAVKRTYLGLGKRSVGVVQFDTMKNKFLVAGDEFQVKFWDM 
DSVDLLSSTAAEGGLPSSPCLRINKEGTLLAVSTTDNGIKILANAEGSRILHSMANRGLDSSRAPPGSVA 
KGPIVGTFGTPNSSTGMSLSMGERSGPVASVTGLNGDNRSLPDVKPRIADDAEKSKTWKLTEISERSQLR 
TLRLPDTLLPARVVKLIYTNSGGAILALAENAAHKLWKWQKSERNLLGKANSNVPPQLWQPSSGVLMTND 
TREGNKEDVVPCFALSKNDSYVMSASGGKISLFNMMTFKTMTTFMAPPPAATSLAFHPQDNNIIAIGMDD 
SSIQIYNVRVDEVKSKLKGHQKRVTGLAFSNVLNVLVSSGADSQLCVWSMDGWEKQASKQIQIPSGHSPN 
PLAHTRVQFHQDQIHVLVVHASQLAIYEAPKLENMKQWIPKESSGSVTDAVYSCDSQSIYAAFDDGSVSI 
LTATTLQLKCRIGPNSYLPSNPSSRVYPATVAAHPSEPNQFAVGLTDGGVHVIEPPGPEGKWGISAPPEN 
GAGPSVSSAPGSDQQPSDS- 
 
>TPR2_AT3G16830.1 
MXMSSLSRELVFLILQFLDEEKFKESVHKLEQESGFFFNIKYFEEKALAGEWDEVEKYLSGFTKVDDNRY 
SMKIFFEIRKQKYLEALDRNDRAKAVEILAKDLKVFATFNEELYKEITQLLTLENFRENEQLSKYGDTKS 
ARSIMYTELKKLIEANPLFREKLAFPSFKASRLRTLINQSLNWQHQLCKNPRPNPDIKTLFLDHSCSPSN 
GARALTPVNLPVAAVARPSNFVPLGVHGGPFQSNPAPAPNANALAGWMANPNPSSSVPSGVVAASPFPMQ 
PSQVNELKHPRAPSNSLGLMDYQSADHEQLMKRLRSAQTSNEVTYPAHSHPPASLDDLPRNVVSTIRQGS 
VVISMDFHPSHHTLLAVGCSSGEVTLWEVGSREKVVTEPFKIWNMAACSVIFQGSIVKEPSISVTRVAWS 
PDGNLLGVSFTKHLIHVYAYQGSDLRQHLEIDAHVGCVNDLAFAHPNKQMCVVTCGDDKLIKVWDLSGKK 
LFTFEGHEAPVYSICPHQKENIQFIFSTALDGKIKAWLYDNVGSRVDYDAPGQWCTTMLYSADGSRLFSC 
GTSKEGDSFLVEWNESEGALKRTYLGFRKKSAGVVQFDTTRNRFLAVGEDNQIKFWNMDNTNLLTVVEAE 
GGLPNLPRLRFNKDGNLLAVTTADNGFKILANTDGLRTLRAFEARSFEASKASIDMKVSTSAMASSISPA 
IGKIEHMDAGSPARPTPIPNGIEAMSRTMEKPRNLDSVDKSKPLELTEIVDPTQCRQVTMPDSKDSVSKV 
ARLLYTNSGVGVLALGSNGVQRLWKWIRNEQNPTGKATASVTPQHWQPNSGLLMANDVPENPEGSVPCIA 
LSKNDSYVMSACGGKVSLFNMMTFKVMTTFMPPPPASTFLAFHPQDNNIIAIGMEDSSIHIYNVRVDEVK 
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TKLKGHQKHITGLAFSTALNILVSSGADAQLFFWTADSWEKKKSSAIQLPPGKAPVGDTRVQFHNDQIQL 
LVSHETQLAIYDASKMECIHKWVPQEALSSPITSASYSCNSQLVYASFADGNIAVFDAESLRLRCRIAPS 
AYMPQPTPNSAPIFPQVITAHPQEPNQLAVGLSDGSVKVIEPSELSRRWGVGVAAGSDKAGTENGRPSSS 
SAANNSSSDQIQR- 
 
>TPR3_AT5G27030.1 
MXMSSLSRELVFLILQFLEEEKFKESVHRLEKESGFFFNTKYFDEKVLAGEWDDVETYLSGFTKVDDNRY 
SMKIFFEIRKQKYLEALDRQEKAKAVEILVQDLRVFSTFNEELYKEITQLLTLQNFRENEQLSKYGDTKT 
ARGIMLGELKKLIEANPLFRDKLMFPTLRSSRLRTLINQSLNWQHQLCKNPRPNPDIKTLFTDHTCTLPN 
GPLAPSAVNQPVTTLTKPAAYPSLGPHVPFPPGPAAANAGALASWMAAASGASAVQAAVVTPALMPQPQN 
QMSILKRPRTPPATPGIVDYQNPDHELMKRLRPAPSVEEVTYPAPRQQAPWSLEDLPTKAALALHQGSTV 
TSMEFYPMQNTLLLVGSATGEITLWELAARERLVSRPFKIWDMSNCSHQFQALIAKETPISVTRVAWSPD 
GNFIGVAFTKHLIQLYAFSGPNDLRQHTEIDAHVGAVNDLAFANPNRQLCVITCGDDKLIKVWDVSGRKH 
FTFEGHDAPVYSICPHYKENIQFIFSTAIDGKIKAWLYDNLGSRVDYDAPGKWCTRMLYSADGTRLFSCG 
TSKDGDSFLVEWNESEGSIKRTYKEFQKKLAGVVQFDTSKNHFLAVGEDGQIKFWDMNNINVLTSTDAEG 
GLPALPHLRFNKDGNLLAVTTADNGFKILANPAGFRSLRAMETPASETMRTPVDFKAVPGAPVASVNCKV 
ERGSPVRHSQMLNGVDPSKSRIDDSTDKPKSWQLAEILDPSQCFQATLPDTAGSSTKVVQLLYTNSGAGI 
LALGSNGIQRLWKWVPNEQNPSGKATATVVPQHWQPNSGLLMTNDVSGVNLENAAPCIALSKNDSYVMSA 
AGGKVSLFNMMTFKVMTTFMPPPPASTFLAFHPQDNNVIAIGMEDSTIHIYNVRVDEVKSKLKGHQKRIT 
GLAFSTALNILVSSGADAQICFWSIDTWEKRKSVAIQMPAGKAANGDTRVQFHVDQLRILVVHETQLAVF 
DASKMECIRQWIPQDSLSAPISSAVYACNSQLIYTTFRDGNIGVFDADSLRLRCRISPSAYLPQGNQGLS 
PLVVAAHPQDPNQFAVGLNDGSVKMMEPTEGEGKWGMIPPSEAINSPSTTSNQTPEQLQR- 
 
>Phypa1_1_150439_e_gw1.316.3.1 
MSSLSRELVFLILQFLDEEKFKETVHKLEQESGFFFNMKYFEDQVQGGEWEEVERYLSGFTKVDDNRYSM 
KIFFEIRKQKYLEALDKQDRAKAVDILVKDLKVFSSFNEELYKEITQLLTLENFRENEQLSKYGDTKSAR 
NIMLLELKKLIEANPLFRDKLAFPSLKASRLRTLINQSLNWQHQLCKNPRPNPDIKTLFIDHTCGPPNGA 
RAPPPANNPLVGGIPKQGAFPLGTHSPFQPAPPSASSLAGWMANPNPPAPHAPVANGPAALTAPPNSAAL 
LKRPRTPPSTTPTVDYQSADSEHLMKRARPGVQSVDEVFVPGGTSHPQNNVSPDDLPKSVARSLNQGSCV 
MSMDFHPIQQSVLLVGTNVGDIGIWEVGSREKLAQRTFKVWDITAASMPMQAALVKDPAVSVNRTVWNPD 
GTLLGVAFSKHIVHIYAYNGGSDLRQHLEIDAHVGGVNDLAFSHPNKQLCVITCGDDKTIKVWDAATGRK 
QYTFEGHEAPVYSVCPHHKESIQFIFSTAIDGKIKAWLYDLLGSRVDYDAPGHWCTTMAYSADGTRLFSC 
GTSKDGESYLVEWNESEGAIKRTYSGFRKRSAGVVQFDTTRNRFLAAGDEFLIKFWDMDNTNLLTTIDAE 
GGLPASPRLRFNKDGSLLAVTTSDNGIKILANRDGMQMLRALEARAYDTNRVPPEPAVSKSGMEGGRTPE 
TKPRIPDEIPDRSKSWKLTEITEQNQCRTIRLPDSLPPNKVARLIYTNAGVALLALASNAVHKLWKWQRN 
ERNINGKATASVSPQLWQPASGILMTNDISETNPEDAVPCIALSKNDSYVMSASGGKVSLFNMMTFKVMT 
TFMPPPPAATFLAFHPQDNNIIAIGMEDSTIQIYNVRVDEVKSKLKGHQKRITGLAFSNTLNVLVSSGAD 
AQLCMWGTDGWEKRKSKFVQVQPGGRSPSMGDTRVQFHNDQVRLLVVHESQLAVYEAAKLDRLRQWVPQN 
PFPAAISNATYSCDSQLIYAGFVDGSVGVFDAESLRPRCRLAPSVHIPPGVSGSTVYPLVIAAHPAEPNQ 
FALGLSDGGVQVIEPLESEGKWGTGPPADNGTASGVPSGPASGNQGSDQTPR* 
 
>Phypa1_1_234967_estExt_fgenesh2_pm.C_990019 
MSSLSRELVFLILQFLDEEKFKETVHKLEQESGFFFNMKYFEDQVQSGEWEEVERYLSGFTKVDDNRYSM 
KIFFEIRKQKYLEALDKQDRAKAVDILVKDLKVFSSFNEELYKEITQLLTLENFRENEQLSKYGDTKSAR 
NIMLLELKKLIEANPLFRDKLAFPSLKASRLRTLINQSLNWQHQLCKNPRPNPDIKTLFIDHTCGPPNGA 
RAPPPTNNPLVGGLPKQGAFPPLTTHSPFQPAPPSASALAGWMANPNPPAPHAPVANGPAALTAPPNSAT 
LLKRPRTPPSTTPTVDYQSADSEHLMKRARPGIQSVDEAKTVNCVGPSHPQNNVSPDDLPKNVARSLNQG 
SCVMSMDFHPIQLSILLVGTNVGDIGIWEVGSRDRLAQRTFKVWDITAASMPMQAALVKDPAVSVNRTVW 
NPDGTLLGVAFSKHIVHIYAYNGGSDLRQHLEIDAHVGGVNDLAFSHPNKQLCVITCGDDKTIKVWDAAT 
GRKQYTFEGHEAPVYSVCPHHKESIQFIFSTAIDGKIKAWLYDLLGSRVDYDAPGHWCTTMAYSADGTRL 
FSCGTSKDGESYLVEWNESEGAIKRTYSGFRKRSSGVVQFDTTRNRFLAAGDEFLIKFWDMDNTNLLTTI 
DAEGGLPASPRLRFNKEGSLLAVTSSDNGIKILANRDGMQMLRALEARAYDTNRAPPEPAVSKPPVGNTL 
GVVSTPGGGGGDRPNSSSMAGSVMDGPTLNMGGSRVRPRDRVGNDHSGMEGGRTPETKPRIPDDIPDRSK 
SWKLTEITEQNQCRTIRLPDSLPPNKVARLIYTNAGVALLALASNAVHKLWKWQRNERNVSGKATASVTP 
QLWQPASGILMTNDISETNPEDAVPCIALSKNDSYVMSASGGKVSLFNMMTFKVMTTFMPPPPAATFLAF 
HPQDNNIIAIGMEDSTIQIYNVRVDEVKSKLKGHQKRITGLAFSNTLNVLVSSGADAQLCMWGTDGWEKK 
KSKFVQVQPGGRSPSIGDTRVQFHNDQVRLLVVHESQLAVYDASKLDRLRQWVPQNPFPAAISNATYSCD 
SQLIYAGFVDGSVGVFDAESLRPRCRLAPTVHVPSGVSGSTVYPLVIAAHPAEPNQFALGLSDGGVQVIE 
PLESEGKWGTGPPADNGTASGVPSGPASGNQGSDQTPR* 
 
>Selmo1_163891_estExt_Genewise1Plus.C_01032 
MSSLSRELVFLILQFLDEEKFKETVHKLEQESGFYFNMKYFEDQVQNGEWDEVERYLSGFTKVDDNRYSM 
KIFFEIRKQKYLEALDKQDRARAVEILVKDLKVFASFNEDLYKEITQLLTLENFRENEQLSKYGDTKSAR 
NIMLLELKKLIEANPLFREKLQFPGLKASRLRTLINQSLNWQHQLCKNPRPNPDIKTLFVDHTCGAPNGA 
RAPPPANSPLVGSLPKGAGFPPLGAHSPFQPAAPTASALAGWMANPNPPSHPGVVGGPAALAGAPNPAAM 
LKRPRTPPPAPTVDFQTADSEHLMKRNRPVGRDESDSLNFVSDLQLQVNFPGPNIQQASYTIDDIPKTVA 
RTINQGSCVATMDFHPLQQVILLVGTNVGEIAIWDVATRERLALKTFKVWEVSVCSMPLQTALVKDPAVA 
VTRVVWSPDGNFIGVAFNKHIVQVYQYFGGVELRQQVEIDAHVGSVNDLAFAHPNKQLCIISCGDDKTIK 
VWDAVSGRNKYTFEGHEAPVYSVCPHHKENIQFIFSTAMDGKIKAWLYDCLGSRVDYDAPGSWCTTMAYS 
ADGTRLFSCGTSKEGDSFLVEWNESEGVIKRTYIGFRKRMPNVVQFDTTRNCFLAVGDEFSVKFWDMDNI 
NLLTSIDADGGLPASPRIRFNKEGSLLAVTTIDNGFKILANADGLRLLRSFEGNKVPPETKGNVASASGS 
GVDRPVSQPVPFTGGNGIENGRPETKPRTTDDSNKLWKLTEIVEPSHCRALKLPDTLPASKISRLIFTNN 
GLGLLALASSAVHKVWKWSRNPLGKATASFPPQLFQPSSGILMTNDTTENNPEEAVPCIALSKNDSYVMS 
ASGGKVSLFNMMTFKVMTAFMPPPPAATFLAFHPQDNNIIAIGMEDSTIQIYNVRVDEVKSKLKGHQKRI 
TGLAFSNVLHVLVSSGADDQLCVWGTDGWEKRKSKFLQTPPVKGTPATGDTKVQFHNDHTRLLVVHETQL 
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AIYDAAKLERLSQWVPKDNFPAGISSGTYSCDSRLVYAAFLDGAIGVFEAETLRPYCRIAPTVYLPQGVT 
GAHPLVVAAHPSEPNLFALGLTDGSVQVLEPLESEAKWGVAPPAENGSAMVTTSGPPTGSVQVSDQASR* 
 
>Selmo1_439915_estExt_fgenesh2_pg.C_80440 
MSSLSRELVFLILQFLDEEKFKETVHKLEQESGFYFNMKYFEDQVQNGEWDEVERYLSGFTKVDDNRYSM 
KIFFEIRKQKYLEALDRQDRARAVEILVKDLKVFASFNEDLYKEITQLLTLENFRENEQLSKYGDTKSAR 
NIMLLELKKLIEANPLFREKLQFPGLKASRLRTLINQSLNWQHQLCKNPRPNPDIKTLFVDHTCGAPNGA 
RAPPPANSPLVGSLPKGAGFPPLGAHSPFQPAAPTASALAGWMANPNPPSHPGVVGGPAALAGAPNPAAM 
LKRPRTPPPAPTVDFQTADSEHLMKRNRPVGQHVEEVNFPGPNIQQASYTIDDIPKTVARTINQGSCVAT 
MDFHPLQQVILLVGTNVGEIAIWDVATRERLALKTFKVWEVSVCSMPLQTALVKDPAVAVTRVVWSPDGN 
FIGVAFNKHIVQVYQYFGGVELRQQVEIDAHVGSVNDLAFAHPNKQLCIISCGDDKTIKVWDAVSGRNKY 
TFEGHEAPVYSVCPHHKENIQFIFSTAMDGKIKAWLYDCLGSRVDYDAPGSWCTTMAYSADGTRLFSCGT 
SKEGDSFLVEWNESEGVIKRTYIGFRKRMPNVVQFDTTRNCFLAVGDEFSVKFWDMDNINLLTSIDADGG 
LPASPRIRFNKEGSLLAVTTIDNGFKILANADGLRLLRSFEGNKVPPETKGNVASASGSGVVAIDRPVSQ 
PVPFTGGNGIENGRPETKPRTTDDSNKLWKLTEIVEPSHCRALKLPDTLPASKISRLIFTNNGLGLLALA 
SSAVHKVWKWSRNPLGKATASFPPQLFQPSSGILMTNDTTENNPEEAVPCIALSKNDSYVMSASGGKVSL 
FNMMTFKVMTAFMPPPPAATFLAFHPQDNNIIAIGMEDSTIQIYNVRVDEVKSKLKGHQKRITGLAFSNV 
LHVLVSSGADDQLCVWGTDGWEKRKSKFLQTPPVKGTPATGDTKVQFHNDHTRLLVVHETQLAIYDAAKL 
ERLSQWVPKDNFPAGISSGTYSCDSRLVYAAFLDGAIGVFEAETLRPYCRIAPTVYLPQGVTGAHPLVVA 
AHPSEPNLFALGLTDGSVQVLEPLESEAKWGVAPPAENGSAMVTTSGPPTGSVQVSDQASR* 
 
>Selmo1_88677_e_gw1.9.632.1 
MSSLSRELVFLILQFLDEEKFKETVHKLEQESGFFFNMKYFEDQVQNGEWDEVERYLSGFTKVDDNRYSM 
KIFFEIRKQKYLEALDKQERAKAVEILVKDLKVFASFNEDLYKEITQLLTLDNFRENDQLSKYGDTKSAR 
NIMLIELKKLIEANPLFREKHQFPSLKASRLRTLINQSLNWQHQLCKNPRPNPDIKTLFIDHSCGPPNGA 
RAPPPANNPLVGAMQKTAAFPPLGAHGPFQPSAGPPASALAGWMGNANSAAPHAAVAPGQALPGPPNPAA 
LLKRPRTPPANSTIDYQSADSEHILKRPRPQADEVNYAGASHQRNATLDDLPKTHARTLNQTSSVTSMDF 
HPMHQTVLLVGTNIGEISIWEVASREKLAYRTFKVWDISACSVTMQTAFVKDPAVLVHRVVWSPDGALIG 
VAFSKFIIHLYMYNGTSELRQLHEIDAHVGGVNDLAFSHPNKQLCVITCGDDKTIKVWEAMTARKIYVFE 
GHEAAVYSVCPHHKESIQFIFSTALDGKIKAWLYDNLGSRVDYDAPGRWCTTMAYSADGTRLFSCGTSKD 
GESFLVEWNESEGAIKNTYNGFRKRSINVIQFDTTRNRFLAAGDDFSIKIWDMDNINLLTTIDADSGLPP 
SPRLRFNKEGTLLAVTTQDNSIRILANNDGLRLLNRAIEKVNEVKPAVNTLAAVSGVTAPVVAVDRNGAE 
NSRAVEVKPRADEGIDKKNWKLADLTEQAHCRSIRLGDQMAASKVLRLIYTNAGNALLALGSNAIHKLWK 
WQKNDWNVAGKATANFAPQLWQPQSAGFMTNDVGETDPEEAVPCIALSKNDSYVMSASGGKVLLFNMMTF 
KIMTQFMPPPPAATFLAFHPQDNNFIAIGMEDSVIHIYNVRVDEVKTKLKGHSKRITGLAFSNNLNILVS 
SGADGQLCVWGTDAWDKRKSKFIQMPPGKDATPTGDTRVQFDVDQTRLLIVHETQLAIYDATKLESIHQA 
TIHDIVSFQWYLRDPFPASVSSATFSCDSELVYAAFIDGSVGVFETDGLRPRCRLAPSTYLPPGASGTSV 
YPLAISAHPTEKYQFALGLSDGGVLVVEPLEPDGKWGPIPVTDNGAAASGATGVPPPADQNAEQSGARAS 
* 
 
>corb_UMD_Coleochaete_c5086_c_s 
XPSGTVMKNDTSPDSNPEEASTLXXXXXXXFLRDVSFGWKDFTFQHVQFQGNDHVHASSXSSNVPGISPP 
QDNNIIAIGMEDSTIQIYNVRLDEPKSKLKGHTKRISGLAFSNTQNCLVSSGADAQLFVWATDSWEKRVT 
QKLNVPSKAQPHVADTRVQFHIDQTHLLVQHESQIAIYDGANWGRKSLWPVKEGSPNITCATFSCDSSLV 
IAGFVDGTACIFDADTLWPRARINPSVYSPPNSGPVYPMVIAAHPQEVNQFAMGLSDGGVQVFEPLESDN 
KWGSVQSGDNGNHTNNGLGSGPGTSSQGGVELGARXVEGMDSGGLYAXRYLLGMEFLGIPGRIFGGDDQS 
ATSXMTGCEGXQKSVITCVHNHRANIDSRDFFFLENAAGSGDVLSTAKCPQHWELL 
 
>spra_Contig1095 
XSRSQDIKPRISGEDERNKAFKITEITEPLQCQSIRLPDSLPLSRIPRLIYTNSGSGLLA 
LASNAVHKLWKWMKNDRNPNGKATAANAPQLWQPSPGVMMTNETSESSNPEEAIPCIALS 
KNDSYVMSASGGKVSLFNMLTFKVMTTFMPPPPTVTFLAFHPQDNNIVAIGMEDFSIQIY 
NVRLDEVKSKLKGHTKRITGLAFSNSLNILVSSGADAQICVWGTDAWDKRKSKFLFTPGS 
SRASSQTIDTRVQFHNDQMKLLVTHETQLAVYDAAKLERIRQWTPKESGPLSAPLSAATY 
SCDSQLVFAAFMDGSLCVFDAESLRPRCRIFPSFYLPRELVRNGEGTVYPLVVAAHPQEP 
NQFALGMSDGGVQILEPLESEKWCNASPSENGLTSSTVPQVSNNGSTLADQSSR 
 
 

TSA1 
 
>TSA1_AT3G54640 
MAIAFKSGVFFLQSPKSQIGFRHSSPPDSSLSFKRFTPMASLSTSSPTLGLADTFTQLKKQGKVAFIPYI 
TAGDPDLSTTAEALKVLDACGSDIIELGVPYSDPLADGPVIQAAATRSLERGTNLDSILEMLDKVVPQIS 
CPISLFTYYNPILKRGLGKFMSSIRAVGVQGLVVPDVPLEETEMLRKEALNNDIELVLLTTPTTPTERMK 
LIVDASEGFIYLVSSIGVTGARSSVSGKVQSLLKDIKEATDKPVAVGFGISKPEHVKQIAGWGADGVIVG 
SAMVKLLGDAKSPTEGLKELEKLTKSLKSALL- 
 
>TSB1_AT5G54810 
MAASGTSATFRASVSSAPSSSSQLTHLKSPFKAVKYTPLPSSRSKSSSFSVSCTIAKDPPVLMAAGSDPA 
LWQRPDSFGRFGKFGGKYVPETLMHALSELESAFYALATDDDFQRELAGILKDYVGRESPLYFAERLTEH 
YRRENGEGPLIYLKREDLNHTGAHKINNAVAQALLAKRLGKKRIIAETGAGQHGVATATVCARFGLECII 
YMGAQDMERQALNVFRMRLLGAEVRGVHSGTATLKDATSEAIRDWVTNVETTHYILGSVAGPHPYPMMVR 
DFHAVIGKETRKQALEKWGGKPDVLVACVGGGSNAMGLFHEFVNDTEVRMIGVEAAGFGLDSGKHAATLT 
KGDVGVLHGAMSYLLQDDDGQIIEPHSISAGLDYPGVGPEHSFFKDMGRAEYYSITDEEALEAFKRVSRL 
EGIIPALETSHALAYLEKLCPTLSDGTRVVLNFSGRGDKDVQTVAKYLDV- 
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>AT4G02610 
MDLLKTPSSTVGLSETFARLKSQGKVALIPYITAGDPDLSTTAKALKVLDSCGSDIIELG 
VPYSDPLADGPAIQAAARRSLLKGTNFNSIISMLKEVIPQLSCPIALFTYYNPILRRGVE 
NYMTVIKNAGVHGLLVPDVPLEETETLRNEARKHQIELVLLTTPTTPKERMNAIVEASEG 
FIYLVSSVGVTGTRESVNEKVQSLLQQIKEATSKPVAVGFGISKPEHVKQVAEWGADGVI 
VGSAMVKILGESESPEQGLKELEFFTKSLKSALVS- 
 
>Phypa1_1_115585_e_gw1.13.326.1 
MTRIADTFSTLKQLGKVAFIPYLTAGDPDLDTTAQALRLLDDCGADIIELGVPYSDPLADGPVIQACAAA 
TRSLSKGTTLDKVLSMLKEISPSLKAPVVLFTYYNPILKRGMEPFLKAVKEAGGSGLVVPDIPLEETDKL 
RERSVANGLELILLTTPTTPKSRMKIIAKASQGFVYLVSLTGVTGARTSVQSRVETLLKELKEQVTDKPV 
AVGFGISKPEHAVQVVEWGADGVIIGSAMVKILGEAASPKEGLAELEKFTKDLKNSIS* 
 
>Selmo1_270960_estExt_fgenesh1_kg.C_190012 
MAALQGAHSVGMSSAPFIRSSSGRARVFAVAAVGTPVVTGKGVSAKFAQLRELKKIALIPYITAGDPNLE 
TTADALKLLDARGADIIELGVPYSDPLADGPVIQAAATKALRNGTTLENVLSMVHEVAPTLSAPLVLFTY 
FNPILKRGIDNFVASIKEAGVSGLVVPDVPLEETQALREKTAAQDIELVLLTTPTTPRERMEEIAKSSQG 
FVYLVSLTGVTGARASLSIRVEELLKDLKQVTTKPIAVGFGVSTPEQAAQIAKWGADGVIVGSAAVKLLG 
ESSSPKEGLAKLGAFISEMRSVL* 
 
>Volca1_105923_estExt_fgenesh4_pg.C_360033 
MNSNPRERSRSFLLSARGTQISTRLLQLSASWMRLAQMSLNLECRTRYAGKDPLADGPVIQGAATRALEK 
HTTLDRVIEMVRRTAPAMKAPLVMFTYFNPIMRKGLDKFCKTIKEAGASGLLVPDLPLEETVAVRAACEA 
AGIELVLLTTPTTPQARMSAIAQASQGFVYLVSLTGVTGMKDQVESRVEGLVRTLQDVTDKPICVGFGVS 
RPDQAKQIVSWGANGVICGSALVKALGEAKSPAEGLQAMEDLARSLRAAIP* 
 
>Chlre3_81238_estExt_GenewiseW_1.C_310105 
MNALKAKGKVAFIPFICAGDPDLDTTSLALRKLDEVGADVIELGVPYSDPLADGPVIQGAATRALDKHTT 
LDKVIEMVRRTAPAMKAPLVMFTYYNPIMRKGLDNFARTIKEAGAAGLLVPDLPLEETVSVRAACEKAGI 
ELVLLATPTTPQARMRAIAQASQGFVYLVSVTGVTGMKEQVSGRVEGLVSELKAVTDKPVCVGFGVSRAE 
HAKQIVSWGADGVICGSALVKALGEASSPAEGLQAMEKLARELRAATP* 
 
>Chlvu1_72235_fgeneshCV_pg.C_scaffold_4000337 
MAVDTTSVSGRMAELREQKRGAFIPFITAGDPDIETTEQALLALDRAGADIIELGVPYSDPLADGPTIQA 
ASTRALASGTTLKKVIDVVGKVSPHITAPIVLFTYYNIIMRRGPEKFCQEIKAAGAAGLLVPDIPLEETG 
PIREVATAAGLELVLLTTPTTPQPRMEAIAKASQGFVYLVSVTGVTGQRVSMESRVEGLIEQLHQITDKS 
VAVGFGVSGPEQARQIMAWGSEGVIVGSALVKALGEAPSAKEGLERMEALARSIREAI* 
 
>ChlNC64A_1_48138_fgenesh3_kg.C_scaffold_4000006 
MAASTETKSVSGTMAELKKQGKVAFIPFLVACDPDAATTVKALQKLDELGADVIEMGFPYSDPLADGPTI 
QAAATRALQKGTTMDKVLDVVRQASATIRAPIVMFTYYNPIMARGLDKFCRQAKEAGASGLLVPDIPLEE 
TPEIRAVASQHGLELVLLTTPTTPQPRMRAIAESSQGFVYLVSLTGVTGMRGSMESRVEGLIKQLQSVTD 
KSVCVGFGVSGPEQAQQIKAWGAEGVICGSALVKALGESGSPDEGLKRMAELASSLRAVI* 
 
>MicpuN2_79000_e_gw2.02.600.1 
MAVKTKTLSIPKTFEELKRRGQCAFIPFICAGDGGIDTTEKAVRILDEVGSDVIELGVPYSDPLADGPTI 
QAAATRALEAGTTLDQVIDLVARVTPDISAPIVLFTYYNPIYQRGFEPFVKKIAAAGAKGLLVPDIPLEE 
TGELSAVCKANGLDLVLLSTPTTPTDRMAKIAEKSNGFIYLVSVTGVTGVRSGVESRVEGLVKSLKSVTD 
KPVAVGFGISKREQAAEVVKWGADGVIVGSALVKALGEAKTPEAGLAALKELAVELREGSNREGAKPKGS 
GGGFFARLMGKA* 
 
>Ost9901_3_49484_estExt_Genewise_ext.C_Chr_40617 
MAASASRALRAAPRAPRASRARRNPERGAASRAVATRASVSEAFKAVLDDGKRAFIPFICAGDPDLESTK 
KALKILDDAGADVIELGVPYSDPLADGPVIQAAATRALENGATLNKVIDLVREMTPQIKAPIVMFTYYNP 
IYQRGVDKFCADIAAAGAKGLLVPDIPLEETYDVSEIASKHGIELVLLSTPTTPVERAKKIAQATKGFVY 
LVSVTGVTGVQSNVATRVEQLVEELRSVTDKPIAVGFGVSEAKHAKQIVDWGADGVIVGSALVRALGEAK 
TPEEGLAALKAKAEEIRGGATL* 
 
>Ostta4_16569_e_gw1.04.00.381.1 
MTTRSSATKSVSEQFGAVLRENKRAFIPFICAGDPDLESTKKALKILDDAGADIIELGVPYSDPLADGPV 
IQAAATRALEAGATLDKVIALVKEMSPQIKAPIVMFTYFNPIYQRGVEKFCADIAAAGAKGLLVPDIPLE 
ETYSMSEIASTHGIELVLLSTPTTPVERAKKIAQATKGFVYLVSVTGVTGVQTQVASRVESLVEELRAVT 
DKPIAVGFGVSQAAQAKQIVDWGADGVIVGSALVRALGEAKTPEEGLAALKAKADEIRSGAKL* 
 
>MicpuC2_35499_estExt_Genewise1Plus.C_110076 
MIPRATATTTESTKRPVVKTVSIGATFAALKKRGQCAFIPFICAGDPNLDATERAIAILDDEGADVIELG 
VPYSDPLADGPTIAQAATRALNAGTTLDKTLALLARVSPTTKAPIVLFTYFNPIYQRGFEAFVEAVAAAG 
AKGLLVPDIPLEETPELSAICAKNGVDLVLLSTPTTPEARMTKIAEASNGFIYLVSVTGVTGVRTNVESR 
VQELVSGLKKVTDKPVAVGFGISKKEQAAQVVGWGADGVIVGSALVRALGEAPTPEEGLERLTALAKELR 
EGSNREGAKPAGKSGGASFFDRIMGKA* 
 
 

TSBs 
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>TSA1_AT3G54640 
MAIAFKSGVFFLQSPKSQIGFRHSSPPDSSLSFKRFTPMASLSTSSPTLGLADTFTQLKKQGKVAFIPYI 
TAGDPDLSTTAEALKVLDACGSDIIELGVPYSDPLADGPVIQAAATRSLERGTNLDSILEMLDKVVPQIS 
CPISLFTYYNPILKRGLGKFMSSIRAVGVQGLVVPDVPLEETEMLRKEALNNDIELVLLTTPTTPTERMK 
LIVDASEGFIYLVSSIGVTGARSSVSGKVQSLLKDIKEATDKPVAVGFGISKPEHVKQIAGWGADGVIVG 
SAMVKLLGDAKSPTEGLKELEKLTKSLKSALL- 
 
>TSB1_AT5G54810 
MAASGTSATFRASVSSAPSSSSQLTHLKSPFKAVKYTPLPSSRSKSSSFSVSCTIAKDPPVLMAAGSDPA 
LWQRPDSFGRFGKFGGKYVPETLMHALSELESAFYALATDDDFQRELAGILKDYVGRESPLYFAERLTEH 
YRRENGEGPLIYLKREDLNHTGAHKINNAVAQALLAKRLGKKRIIAETGAGQHGVATATVCARFGLECII 
YMGAQDMERQALNVFRMRLLGAEVRGVHSGTATLKDATSEAIRDWVTNVETTHYILGSVAGPHPYPMMVR 
DFHAVIGKETRKQALEKWGGKPDVLVACVGGGSNAMGLFHEFVNDTEVRMIGVEAAGFGLDSGKHAATLT 
KGDVGVLHGAMSYLLQDDDGQIIEPHSISAGLDYPGVGPEHSFFKDMGRAEYYSITDEEALEAFKRVSRL 
EGIIPALETSHALAYLEKLCPTLSDGTRVVLNFSGRGDKDVQTVAKYLDV- 
 
>AT1G72810 
MASFSLPHSATYFPSHSETSLKPHSAASFTVRCTSASPAVPPQTPQKPRRSPDENIRDEA 
RRRPHQLQNLSARYVPFNAPPSSTESYSLDEIVYRSQSGALLDVQHDFAALKRYDGEFWR 
NLFDSRVGKTNWPYGSGVWSKKEWVLPEIDDDDIVSAFEGNSNLFWAERFGKQYLQMNDL 
WVKHCGISHTGSFKDLGMSVLVSQVNRLRKMNKPVIGVGCASTGDTSAALSAYCASAGIP 
SIVFLPADKISMAQLVQPIANGAFVLSIDTDFDGCMHLIREVTAELPIYLANSLNSLRLE 
GQKTAAIEILQQFNWQVPDWVIVPGGNLGNIYAFYKGFHMCKELGLVDRIPRLVCAQAAN 
ANPLYLHYKSGFKEDFNPLKANTTFASAIQIGDPVSIDRAVYALKKSNGIVEEATEEELM 
DATALADSTGMFICPHTGVALTALMKLRKSGVIGANDRTVVVSTAHGLKFTQSKIDYHSK 
NIKEMACRLANPPVKVKAKFGSVMDVLKEYLKSNDK- 
 
>TSB2_AT4G27070 
MATASTAATFRPSSVSASSELTHLRSPSKLPKFTPLPSARSRSSSSFSVSCTIAKDPAVVMADSEKIKAA 
GSDPTMWQRPDSFGRFGKFGGKYVPETLMHALSELETAFYSLATDEDFQRELAEILKDYVGRESPLYFAE 
RLTEHYRRENGEGPLIYLKREDLNHTGAHKINNAVAQALLAKRLGKKRIIAETGAGQHGVATATVCARFG 
LQCIIYMGAQDMERQALNVFRMRLLGAEVRGVHSGTATLKDATSEAIRDWVTNVETTHYILGSVAGPHPY 
PMMVRDFHAVIGKETRKQAMEKWGGKPDVLVACVGGGSNAMGLFHEFVDDTEVRMIGVEAAGFGLDSGKH 
AATLTKGDVGVLHGAMSYLLQDDDGQIIEPHSISAGLDYPGVGPEHSFLKDVGRAEYFSVTDEEALEAFK 
RVSRLEGIIPALETSHALAHLEKLCPTLPDGARVVLNFSGRGDKDVQTAIKYLEV- 
 
>Volca1_109912_estExt_fgenesh4_kg.C_400002 
MNLHSPRTDAKGRATGRPQTRSKIPRSVRLISRRSTVIVSAVAAPEKPVTEYQRPDATGRYGIFGGKYVP 
ETLIPALEQLEVDYKAALADPSYKAEMEAILKDYVGRETPLYHAVRLSEHFATADGGKAEIYLKREDLNH 
TGAHKINNSLGQALLCKRLNKKRIIAETGAGQHGVATATICARLGLKCIVYMGAKDMERQALNVFRMRLC 
GAEVRPVYSGTATLKDATSEAIRDWVTNVETTHYILGSAAGPHPYPMMVRDFQSVIGRETRAQCLEKWGG 
KPDIVMACVGGGSNAIGIFHEFVNDTDIRLIGVEAGGEGVNTNKHAATLTRGSPGVLHGSYSYLLQDEDG 
QIIDPHSISAGLDYPGIGPEHSFLKDIGRAEYYAVTDAEALEGFQLLSRLEGIIPALETSHAIAYLAKLV 
PTLKSGTRVVINCSGRGDKDVNNAMKYLQL* 
 
>ChlNC64A_1_56342_estExt_fgenesh3_pm.C_250004 
MPVSCTAAPPQPKVQRPDKTGRYGQFGGRYVPETLILALDELTAAYEEAINDPAFQAELDHLLKHYVGRE 
SPLYHAERLSERYRRPDGSRPEIYLKREDLNHTGAHKINNSLGQALLCKRMGKKRIIAETGAGQHGVATA 
TVCARAGLECVVYMGEKDMERQALNVFRMRLLGAEVRPVTSGTRTLKDATSEAIRDWVTNVESTHYILGS 
VAGPHPFPMMVRDFHACIGRETRRQAQEAWGGKPDILVACVGGGSNAMGLFHEFVDDADVRLIGVEAGGE 
GIDTDKHAATLTLGRPGVLHGSYSLLIQDEEGQVVDPHSISADAEALQAFQDLSRLEGIIPALETSHALA 
FLDKLCPTVPDGTRIVVNCSGRGDKDVMNAANYLPHLSGGSTQ* 
 
>ChlNC64A_1_141793_IGS.gm_38_00056 
MPTRWYNLVPDLPMPPPPPLNPATLLPLVAEDLESIFPRSLIEQEMSLEKYIAIPKEVLEVYKLWRPTPL 
YRARRLEKLLDTPARIYYKYEGVSPVGSHKPNTAVPQAWYNAQAGVKKLTTETGAGQWGASLAFACKLFD 
MEASGVRASYDSKPYRRMLMELWGGTVHPSPSTVTQAGRDILAKDPNTPGSLGIAISEAVEVAASDPTAK 
YALGSVLSHVLLHQTVIGEEALQQLAMVGETPDLVIGCTGGGSNFGGLAFPLLREKMAGNMNPIIRAVEP 
EACPSLTRGVYAYDFGDTAGLTPLLKMHTLGAQFIPDPIHAGGLRYHGMSPLISHVKELGLIEAVAVPQV 
DCFKAALQFSQTEGIVPAPEPTHALAEAIKEALKCRETGEGKVILTALCGHGLLDLPAYDKFIHGALEDI 
PLPSAKLDAAFASLPSRSSTSL* 
 
>Chlre3_188307_estExt_fgenesh2_pg.C_90324 
MNITAPTRLDSRPVASARSSARSVAPRVASRKSTVRIAAVAAPERPITDYQRPDANGRYGQFGGKYVPET 
LIPALEQLEKDYNEAIADPAFKAEMEAILKDYVGRETPLYHAERLSAHYKTADGGHAEIYLKREDLNHTG 
AHKINNSLGQALLCKRLNKQRIIAETGAGQHGVATATICARLGLKCIVYMGAKDMERQALNVFRMRLCGA 
EVRPVHSGTATLKDATSEAIRDWVTNVETTHYILGSAAGPHPYPMMVREFQSVIGRETKVQAQEKWGGLP 
DIVMACVGGGSNAIGIFNEFINDTSVRLIGVEAGGEGVNTTKHAATLTMGTPGVLHGSYSYLLQDDDGQI 
IDPHSISAGLDYPGIGPEHSFLKDVKRAEYYAVTDAEALEGFQLLSKLEGIIPALETSHAIAYLEKLIPT 
LKSGTRVVINCSGRGDKDVNNAMKYINP* 
 
>Chlvu1_44845_estExt_Genewise1Plus.C_180287 
MAIAAEPAVAERPPVAQRPDSDGRFGRFGGKYVPETLIGALKELEEEYAKAMADPEFAAILKDYVGRESP 
LYHAERLSERYRRPDGSRPEIYLKREDLNHTGAHKINNSLGQALLCLRMKKRRIIAETGAGQHGVATATV 
CAKFGLPCIIYMGAKDMERQALNVFRMRLLGAEVRPVHSGTATLKDATSEAIRDWVTNVETTHYILGSAA 
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GPHPYPMMVRDFQAVIGRETRRQCQAAFGGKPDVLLACVGGGSNAIGLFHEFVDDEDIRMIGIEAGGEGV 
DTEKHAATLTKGSPGVLHGSFSYLLQDDEGQIIDPHSISAGLDYPGIGPEHSYLKDLGRAEYYAVTDAEA 
LEAFVLVSRLEGIIPALETSHAFAYLEKLCPDLPNGTRVVINLSGRGDKDVNTAAKFLDISGE* 
 
>Ost9901_3_32688_eugene.0700010285 
MTPPTQGKISEQSRPDANGRYGAYGGKYVPETLIPALRALEKEYEAIKTDPAFQAELKDILKDYVGRENP 
LYYAERLSEHFKDANGEGPDVYLKREDLNHTGAHKINNAVGQALLAKRMGKKRIIAETGAGQHGVATATV 
CARFGLECIIYMGAADMERQKLNVFRMRLLGATVRPVRAGTATLKDATSEAIRDWVTNVEDTHYILGSVA 
GPHPYPMMVRDFHAVIGQETRRQAMEKWGGLPDILVACVGGGSNAMGLFHEFIDDESVRIIGVEAGGEGI 
EPGQKHAATLTLGTPGVLHGSFSYLIQDEEGQIVEPHSISAGLDYPGIGPEHAFLKDFGRAEYHAITDKE 
ALDAFVATSRLEGIIPALETSHALAYLWKLCPGLPNGTKVVLNCSGRGDKDVNTAAKFLDISGEVDG* 
 
>Ostta4_18488_e_gw1.07.00.162.1 
MGVDKGRPTAAPGRGATTTRRAVTPVTPGGDISKEQRPDAAGRYGRYGGKYVPETLIPALAELEREYEAI 
KTDAAFQAELKSVLKDYVGRESPLYHAERLSEAFKDADGNGPEVYLKREDLNHTGAHKINNAVGQALLAK 
RMGKKRIIAETGAGQHGVATATVCARFGLECIIYMGAADMERQKLNVFRMRLLGATVRPVWAGTATLKDA 
TSEAIRDWVTNVEDTHYILGSVAGPHPYPMMVRDFHACIGQETRAQAMEKWGGLPDILVACVGGGSNAMG 
LFHEFINDESVRIIGVEAGGEGIAPGQKHAATLTLGTPGVLHGSFSYLIQDEEGQIVEPHSISAGLDYPG 
IGPEHAFLKDFGRVEYHAITDKEALDAFVNTSRLEGIIPALETSHALAYLWKLCPGLPNGTKVVLNCSGR 
GDK 
 
>MicpuN2_93438_estExt_Genewise2Plus.C_Chr_020484 
MASAATAPQALSSRVAVRGARAQQARRSAVSIARRNTIVRAVITDPPKPSIKEVQRPDPTGRYGAYGGKY 
VPETLIPALLDLEREYAALASDKEFQAELESILKDYVGRANPLYFAERLTEHYGTADIYLKREDLNHTGA 
HKINNAVGQALLAKKMGKKRIIAETGAGQHGVATATVCARFGLECIIYMGAADMERQKLNVFRMRLLGAT 
VNPVRSGTSTLKDATSEAIRDWVTNVETTHYILGSVAGPHPYPMMVRDFHACIGRETRAQAMEKWGGKPD 
ILMACVGGGSNAMGLFHEFVDDEDVRLIGIEAAGEGMGPGQKHAATLTLGKPGVLHGSFSYLIQDEEGQI 
IEPHSISAGLDYPGIGPEHSFLKDFGRAEYHAVTDQEALDAFVRISRTEGIIPALETSHAFAYLEKLMPT 
LKKGQKVVINCSGRGDKDVNTAAKFLNISGEVDI* 
 
>MicpuN2_53147_est_orfs.Chr_08_3018_3201704:1 
MGFPPIFGGAKDQGATFPKPKDERLDPAILPNTDGYFGEYGGAFLPPPLVPIIDEIKAKYNELKEDPSFW 
AELRLLEKHFTGRPSPILHCERLSEKIGGAQIYLKREDLNHTGAHKINHCLGEALLAKKMGKKKLIAETG 
AGQHGVALATAAALVGLECDIYMGEVDMAKERPNVVRMKILGANVIPASHGLKTLKEAVDAAFGAYMEDP 
VTQFYAIGSVVGPHPFPAMVRDFQSVVGREAKEQFKELTGGKLPDNLVACVGGGCNAIGLFTAFLGDEKV 
KMFGVEPSGTDLKTVGKHAATLTLGTPGVIHGFKCVLLQDEGGEPAAVNTCASGLDYPGVGPQHCYLKDI 
GRVKYETATDVECVDAFMSLARDQGIIPALESSHAVAYAIKLAKTLPKTETILVNLSGRGDKDVDYVVEN 
FGAKYGVSVPKYEMPKAEAALSAA* 
 
>MicpuN2_105162_estExt_fgenesh2_pg.C_Chr_020334 
MNACVLSIQAKPALRLRGSKPVARRARVASVTRAVISDPPPIKSATKFTQDWALQGVPKDDEIAGTFVTH 
LECSLTGEKYKADELHGLADSGKPLLVRYDFQALKGKLTREILASRPPTLWKWREMLPVRKAEDCVTLGE 
WMTPIVDAPKLAAEAGLEEGGALLVKDEGRLPTGSFKARGLVMAVSMAKELGVTRMAMPTNGNAGAAMSA 
YCSRCGIETYIFAPEDTPDTNIREMALQGANVWRVNGYIDDCGKIVGGGKEEMNWFDTSTLKEPYRIEGK 
KTMGLELVEQFGWDDLPDVIMYPTGGGTGLIGMWKAFGELKELGLIKPETKLPKMVAVQATGCAPMVNAY 
DAGEEFATRVDNAFTRSAMGIRVPAAVGDFLILRAVRESGGWAVAVTDDAIDEGQTEFAKKEGFLLCPEG 
AATYAAFKKGLANGKIKKTDRVLLFNCATGLKYPMPPSNNDIDRHQPIDYGVIAKGI* 
 
>MicpuC2_33061 
MRAISAATALTPGATSLRARAKGANPRRVSRVSTTRAAIVDPPKTSIKDVQRPDETGRFGAYGGKYVPET 
LIPALQELQDEYATLAGDASFQAELSSILKDYVGRANPLYFAERLTELYGTADIYLKREDLNHTGAHKIN 
NAVGQALLAKRMGKKRIIAETGAGQHGVATATVCARFGLECIIYMGAADMERQKLNVFRMRLLGATVTPV 
RAGTATLKDATSEAIRDWVTNVETTHYILGSVAGPHPYPMMVRDFHAVIGKEARAQSLEKWGGKPDVLVA 
CVGGGSNAMGLFHEFIDDEDVRIIGVEAAGEGMGPGQKHAATLTLGSPGVLHGSFSYLIQDEEGQIIEPH 
SISAGLDYPGIGPEHSFLKDFGRAEYHAVTDQEALDAFVRVSRCEGIIPALETSHAFAYLEKLMPTLKKG 
QKVILNCSGRGDKDVNTAAAALNISGEVDI* 
 
>Phypa1_1_177951_estExt_gwp_gw1.C_270122 
MAMAALAPAQATSPIASCQAVLKPSALKDARHSKINALYSSLNGTACVFTCDSPLRKGASVSHGHVRCTL 
AEDVHTRDRDDVRTYKGYERPDSFGRYGVYGGKYVPETLMAALSNLEVAYRATIKDPEFQKELNGVLKDY 
VGRETPLYFAERLTEHYKRDGKGPLIYLKREDLNHTGAHKINNAIAQALLAKRIGKKRIIAETGAGQHGV 
ATATVCARFGLECIVYMGAQDMERQALNVFRMRLLGAEVRPVNSGTATLKDATSEAIRDWVTNVETTHYI 
LGSVAGPHPYPMIVRDFHAMIGTEVRRQAMEKWGGKPDILVACVGGGSNAMGLFHEFIEDEETRLIGVEA 
AGFGTNTDKHAATLTMGEIGILHGAMSYLLQDADGQIIEPHSISAGLDYPGVGPEHSFLKDVGRAEYFSV 
TDDEALEAFQRLSKLEGIIPALETSHALAFLEKLCPTLEDGTRVVLNCSGRGDKDVNSVIGYLKGKY* 
 
>Phypa1_1_112098_e_gw1.3.135.1 
MAALAPTQATGCTASFQVVRKPSALKDARLTQINALSSSSINGAAGVFARDATAKDVHTRDQDDIRTYKG 
HERPDSFGRYGIYGGKYVPETLMDALSNLEVAYRATIKDPEFQKELNDVLKDYVGRETPLYFAERLTEHY 
KRDGKGPLIYLKREDLNHTGAHKINNAIAQALLAKRIGKKRIIAETGAGQHGVATATVCARFGLECIVYM 
GAQDMERQALNVFRMRLLGAEVRPVNSGTATLKDATSEAIRDWVTNVETTHYILGSVAGPHPYPMIVRDF 
HAMIGTEVRRQAMEKWGGKPDVLVACVGGGSNAMGLFHEFIEDEDIRLIGVEAAGFGTNTSKHAATLTMG 
EVGVLHGAMSYLLQDGDGQIIEPHSISAGLDYPGVGPEHSFLKDVGRAEYFSVTDDEALEAFQRLSKLEG 
IIPALETSHALAFLETLCPTLEDGTRVVLNCSGRGDKDVNSVIGYLKGKY* 
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>Phypa1_1_66768_fgenesh1_pg.scaffold_12000053 
MNAQKFENPSILVDGERILLATGRPAAWGLKRPDFFGRYGVYGGMYVPETLMTALSNLETAYRSTINDTE 
FKKELNEVLRDYVGRETPLYFAERLTEHYKRDGKGPLIFLKRGDLNHTGAHLINNAIAQALLAKRIGKKR 
IIAETGAGQHGVATATVCARFGMECIVYMGAQDMERQALNVFRMRLLGAEVRPVNSGTATLKDATSEAIR 
DWVTNVETTHYILGSVAGPHPYPMIVRDFHSMIGAEVRLQAMEKWGGKPDVLLACVGGGSNAMGLFHEFI 
EDDSVRLIGVEAAGLGADTDNHTATLTMGAVGVLHGAMSYLLQDADGQIIEPHSISASLDYPGIGPEHSF 
LKDVGRAEYYSVTDDEALEAFQRLSKLEGIIPALETSHALAYLDKLCPTLEDGARVVLNCSGRGDKDVSS 
VIGYLNGKH* 
 
>Phypa1_1_124222_e_gw1.48.132.1 
MPRQWYNIIPDLPIPPPPPLHPGTLQPLQPYDLAPLFPMALVQQEATMDRFVDIPDEVLQVYKLWRPSPL 
YRAWRLEKLLDTPARIYYKYEGVSPAGSHKPNTAIPQAWYNAQEGVKRLTTETGAGQWGCALAFACTLFD 
LECEVWQVRASYDQKPYRKSMMETWGATVHPSPSPLTKVGQAILDKDPTTPGSLGIAISEAVEAALARDD 
TRYALGSVLNHVLLHQTIIGEECLRQLDILGETPDLLVGCTGGGSNFAGLSFPFIREKLAGKMNPIIRAV 
EPAACPSLTRGVYAYDFGDTSGLTPLMKMHTLGHDFIPDPIHAGGLRYHGMAPLVSHVYELGLMEAIAIP 
QVECFEAALKFARTEGIIPAPEPTHAIAATIREALACKESGEAKVIVTALCGHGHFDLASYDTFLAGGMV 
DLQYPTDKIRESIPKLPKSSL* 
 
>Selmo1_85784_e_gw1.7.232.1 
MAAEEVLNAQYGGFQRPDAFGRFGKFGGKYVPETLMTALADLEAAYRLLVVKPEFQQELAGILKDYVGRE 
TPLYFAERLTQFYKNANGTGPDIYLKREDLNHTGAHKINNAVGQALLAKHIGKKRIIAETGAGQHGVATA 
TVCARFGLECVVYMGAQDMERQALNVFRMRLLGAEVRPVHSGTATLKDATSEAIRDWVTNVETTHYILGS 
VAGPHPYPMLVRDFHTVIGKETRRQALEKWNGKPDVLVACVGGGSNAMGLFHEFVNDNDVRLVGVEAAGF 
GLDSGKHAATLTKGEVGVLHGAMSYLLQDEDGQIIEPHSISAGLDYPGVGPEHSFLKDMGRAEYHSVTDA 
EALEAFQRLSRLEGIIPALETSHALAFLETLCPTLEDGCKVVVNCSGRGDKDVQSAIKYLKFEA* 
 
>Selmo1_80089_e_gw1.3.1171.1 
MHHRVLRLRLYDVPATRRLLSVRRCGSNTKVSLDEKDLPAKWYNITADLPQPPPPPLDPRSLEPLKAEGM 
GALFPQELIRQEMSSDRYIGIPDEVLAVYKLWRPTPLFRAKRLERLLETPARIYYKYEGVSPAGSHKPNT 
AVPQAFYNAKEGIKRLTTETGAGQWGSALAFACSIFNLDCEVWQVRASYDQKPHRKTMMETWGAKVYPSP 
SAITATGRKMLAEDPNCPGSLGLAISEAVEVAVQDSNTHYALGSVLNHVLLHQTVIGEECLLQLAKAGET 
DVDILIGCTGGGSNFGGLAFPFLREKFAGKMNPVIRAVEPAACPSLTRGVYAYDYGDTAGFTPLMKMHTL 
GHDFIPDPIHAGGLRYHGMAPLISHLYNLKLMEAIAIPQKECFQGALQFARSEGIIPAPEPTHAIAATIR 
EAERCRESGEAKVIVLALCGHGHFDLASYEKFLSGEIEDLDYSDEKAAAAMASIPVVKQ* 
 
 

TTGs 
 
>TGG1/BGLU38_AT5G26000 
MKLLMLAFVFLLALATCKGDEFVCEENEPFTCNQTKLFNSGNFEKGFIFGVASSAYQVEGGRGRGLNVWD 
SFTHRFPEKGGADLGNGDTTCDSYTLWQKDIDVMDELNSTGYRFSIAWSRLLPKGKRSRGVNPGAIKYYN 
GLIDGLVAKNMTPFVTLFHWDLPQTLQDEYNGFLNKTIVDDFKDYADLCFELFGDRVKNWITINQLYTVP 
TRGYALGTDAPGRCSPKIDVRCPGGNSSTEPYIVAHNQLLAHAAAVDVYRTKYKDDQKGMIGPVMITRWF 
LPFDHSQESKDATERAKIFFHGWFMGPLTEGKYPDIMREYVGDRLPEFSETEAALVKGSYDFLGLNYYVT 
QYAQNNQTIVPSDVHTALMDSRTTLTSKNATGHAPGPPFNAASYYYPKGIYYVMDYFKTTYGDPLIYVTE 
NGFSTPGDEDFEKATADYKRIDYLCSHLCFLSKVIKEKNVNVKGYFAWSLGDNYEFCNGFTVRFGLSYVD 
FANITGDRDLKASGKWFQKFINVTDEDSTNQDLLRSSVSSKNRDRKSLADA- 
 
>TGG2/BGLU37_AT5G25980 
MQHNTYIYILTMKLLGFALAILLVVATCKPEEEITCEENVPFTCSQTDRFNKQDFESDFIFGVASSAYQI 
EGGRGRGLNVWDGFTHRYPEKGGADLGNGDTTCDSYRTWQKDLDVMEELGVKGYRFSFAWSRILPKGKRS 
RGINEDGINYYSGLIDGLIARNITPFVTLFHWDLPQSLQDEYEGFLDRTIIDDFKDYADLCFERFGDRVK 
HWITINQLFTVPTRGYALGTDAPGRCSQWVDKRCYGGDSSTEPYIVAHNQLLAHATVVDLYRTRYKYQGG 
KIGPVMITRWFLPYDDTLESKQATWRAKEFFLGWFMEPLTKGKYPYIMRKLVGNRLPKFNSTEARLLKGS 
YDFLGLNYYVTQYAHALDPSPPEKLTAMTDSLANLTSLDANGQPPGPPFSKGSYYHPRGMLNVMEHFKTK 
YGDPLIYVTENGFSTSGGPIPFTEAFHDYNRIDYLCSHLCFLRKAIKEKRVNVKGYFVWSLGDNYEFCNG 
YTVRFGLSYVDFNNVTADRDLKASGLWYQSFLRDTTKNQDILRSSLPFKNGDRKSLT- 
 
>BGLU47_AT4G21760 
MKKSIVYEIMETKSSMYLSQFRLWLCFIITTLVSLSSSTRWYDDHISLKEIHAEETFHFP 
KNFLFGTASSAYQYEGAYLTDGKTLSNWDVFTNISGKIADGSHGKVAVDHYHRYPGDLDL 
MEDLGVNSYRLSLSWARILPKGRFGDVNMGGIDHYNRMINDILKTGIEPFVTLTHYDIPQ 
ELEYRYGSWLNPQIREDFEHYANICFRHFGDRVKFWSTFNEPNVQVILGYRTGTYPPSRC 
SKPFGNCSCGDSYIEPLVAAHNIILSHLAAVNLYRTKFQEQQRGQIGIVMNTIWFEPISD 
SLADRLAADRAQAFYLTWFLDPVVFGRYPREMREILGDDLPEFTKDDLKSSKNALDFIGI 
NQYTSRYAKDCLHSVCEPGKGGSRAEGFVYANALKDGLRLGEPVGMEEMLMYATERYKNI 
TLYVTENGFGENNTGVLLNDYQRVKFMSNYLDALKRAMRKGADVRGYFAWSLLDNFEWIS 
GYTIRFGMYHVDFSTQERTPRLSASWYKNFIFQHRALSKDDWCLKQKEDTNFFLI- 
 
>SFR2_AT3G06510 
MELFALLIKVAGLLATVTVGANVVSYSRFRRQNLAKFRSPIDESKEVLADFNSIEHEEGK 
FFFGLATAPAHAEDDLDDAWLQFAKETPCSAEEAEAADKKARRKKVKLAVGAITKGLAKN 
THGKEDKNAADKPPSKNVAAWHNAPHAEDRLKFWSDPDKEVKLAKDTGVTVFRMGVDWSR 
IMPVEPTKGIKEAVNYEAVEHYKWILKKVRSNGMKVMLTLFHHSLPPWAADYGGWKMEKT 
VDYFMDFTRIVVDSMYDLVDSWVTFNEPHIFTMLTYMCGSWPGNNPDFLEIATSTLPMGV 
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FHRALHWMAVAHSKAYDYIHGKISLKKPLVGVAHHVSFMRPYGLFDIGAVTISNSLTIFP 
YIDSICEKLDFIGINYYGQVRELQVKIAIRSQILINNIAFSRISMLESDSRNQEAVCGAG 
LKLVETDEYSESGRGVYPDGLYRVLLMFHERYKHLKVPFIVTENGVSDETDVIRRPYLIE 
HLLALYAAMLKGVPVLGYIFWTISDNWEWADGYGPKFGLVAVDRSHDLARTLRQSYHLFS 
KIVKSGKVTRKDRSLAWNELQKAAKAGKLRPFYRGVDNHNLMYADGLDKPQWRPFVDRDW 
RFGHYQMDGLQDPLSRVARTLLIWPLIMKKRIRKVKIKHTDDAGLVLHPALASPFD- 
 
>AT4G36360 
MREMGTGDSASRLILWFCLGFLILGVGFVQCGVTYDRKALLINGQRRILFSGSIHYPRST 
PDMWEDLIQKAKDGGIDVIETYVFWNLHEPSPGKYDFEGRNDLVRFVKTIHKAGLYAHLR 
IGPYVCAEWNFGGFPVWLKYVPGISFRTDNEPFKRAMKGFTERIVELMKSENLFESQGGP 
IILSQIENEYGRQGQLLGAEGHNYMTWAAKMAIATETGVPWVMCKEDDAPDPVINTCNGF 
YCDSFAPNKPYKPLIWTEAWSGWFTEFGGPMHHRPVQDLAFGVARFIQKGGSFVNYYMYH 
GGTNFGRTAGGPFVTTSYDYDAPIDEYGLIRQPKYGHLKELHRAIKMCEKALVSADPVVT 
SIGNKQQAHVYSAESGDCSAFLANYDTESAARVLFNNVHYNLPPWSISILPDCRNAVFNT 
AKVGVQTSQMEMLPTDTKNFQWESYLEDLSSLDDSSTFTTHGLLEQINVTRDTSDYLWYM 
TSVDIGDSESFLHGGELPTLIIQSTGHAVHIFVNGQLSGSAFGTRQNRRFTYQGKINLHS 
GTNRIALLSVAVGLPNVGGHFESWNTGILGPVALHGLSQGKMDLSWQKWTYQVGLKGEAM 
NLAFPTNTPSIGWMDASLTVQKPQPLTWHKTYFDAPEGNEPLALDMEGMGKGQIWVNGES 
IGRYWTAFATGDCSHCSYTGTYKPNKCQTGCGQPTQRWYHVPRAWLKPSQNLLVIFEELG 
GNPSTVSLVKRSVSGVCAEVSEYHPNIKNWQIESYGKGQTFHRPKVHLKCSPGQAIASIK 
FASFGTPLGTCGSYQQGECHAATSYAILERKCVGKARCAVTISNSNFGKDPCPNVLKRLT 
VEAVCAPETSVSTWRP- 
 
>ChlNC64A_1_50621_fgenesh3_pg.C_scaffold_4000120 
MGWGPLVAAILLCLSSSTRAQTVECTVTELDGSTSTLRPGPFVPPAGAASAAAPAPRGACPNPLAVPAAS 
KAPFFLGSATAAYQVEGAAAEGGRGPSIWDTFSHLPGKTHEGDTGDRADDFYHRWANDIALMRSLGLRNF 
RLSLSWTRLFPNGTVGDLNPEGVAFYDGLFDALRAACIEPWVTLYHWDLPQALQDEYGGWVDERIVEDFA 
AYAQAAFDLFGDRVKYWFTLNEPETFCPLGYETGTFAPGRCSDRTRCLEGNSSTEPHLCAYHAVLAHAAA 
VSAFRQGFCRSCGQACSLEACSLECAGESVPGGQIGMTNAIGWAAPYTGSAEDVAAAERQQSFTGAWFLD 
PLYRGDWPAERKAVYGDLLPSFTPEQRRFILDNPQDFIALQHYTGNYVYQNATNPPLLLSSTTKSSDGYQ 
LPQADSPWLFVFPKALRSLLGWLHRRYGAPIIITENGVSAPGEASKPVLEVLCDQFRLSYFQQYISNATA 
AKRDDGVDLRGYFAWSLLDNFEWADGYSKRFGITYVDFDSLARYYKASAMWLSSWFGMGAVTSAAGA* 
 
>Chlvu1_28225_e_gw1.6.151.1_BGLUs 
MRKRTVLCVSPITLCQQFEGAYYEDGKGMSIWDVQANNPGLLPEGDRIHDNHTGNVANDFYHRYKEDILL 
AKELGATQFRFSISWARIFPNGDGSINQVGLKHYVDMVDFILSIGMEPVVTLYHWDLPQALQERIGGWNS 
EQVAPVFAAYAATMFEALGDKVTYWSTINEPKTFCWEGYGNGGHAPNIHSHVRTHPNRASMSANCTINVL 
RAHAAAVKEFRKLVPGGFVSMNINVETSLPYDSTSELDTAAAQRKMDFEVGVYMDPIFFGQFPDSVRARL 
PYLPDITPKLADALKGSMDYIAMNHYTSSYALCIEHSDYDVPDNHVNKNGFVIGKQGDSGWLYSFPLGFR 
MALNYMNDRYKTDFISVTENGFMVKGEDDMTMDEILNDKARIEYFEEYIKNAIAAVVYDKVPIRSYFAWA 
LMDNFEWKDGYSKHFGVMYWDRFTQVRIKKASARWMQNKFLDAPGN* 
 
>Chlvu1_34087_e_gw1.22.46.1_BGLUs 
MWPLGQQVEGAYKEDGRGMSIWDTFSHTPGKTAQGHTGDVAVDFYHRYEADIAIMKSLGVKVFRFSISWP 
RILPQGTGRVNKLGVQFYSKLIDALLAAGIEPHVTLYHWDLPQALQARHTASHNNALFNLPGCVDVQDKY 
GGWLSDKSIKDFAAYAEVCFKAFGDRVSFWTTFNEPWSFIWIGYGMGIHAPGALQLSAMSMCAEGDSARE 
PWVVTHNVLLAHAAAVERFRALVPQGNISINLNAEWSEPMTSSVADKEAAQRNLDFILGIYADPIFLGDY 
PASVRSRITDLPEFTPEQRASLKGSADYFALNHYTSRYISHDEEAVPTGLSAHTERNGKAIGKQADSDWL 
LAVPWGFRRLLAYVHRRYGAPEIWVTENGCDAPGEDDAAFPAVLEDTFRLQYYQEYLAEAMKAVTEDGVN 
IRGYFAWSILDNFEWADGYTKRFGIVYVDYKHGLLRHLKASAKFLAALFGPEPLAAARAAAAIQSATVD* 
 
>Chlvu1_70390_fgeneshCV_pg.C_scaffold_1000149 
MGPSLLVVQGAVVIALLICLASDTQVAGTLGRGKSFVDNGSLVAPEVQVEGAQTKPPFYLGFATAAPQIE 
GANATDGRGPSIWDTYAAIPGNIDSGDTSAVADDFYHRYLNDIAAMHLLGVKKFRMSLAWPRILPGGDGQ 
VNDKGINFYGRVIEALLVAEIEPHVTLYHWDLPQALQDRFGGWNSDQIVPIFAEYAATAFKAFGDAVVHW 
TTFNEPWTFCFLGYGQGSGAPGLNDKVQAWNCVHNVLKAHAAAVKQFRALVPNGKISMNLNCDWAQPLTA 
SPPDKAAAERKMEYMLAAFADPIFKGDYPASVKQRISFLPQITAQMAADLKGSVDYFALNHYTSTYVADK 
EGAIGLQGPCDYSETQVDLAGKLIGAEAESDWLKVTPWGFRLMLNWVNDRYQPKEIIVTENGMSMKGEDA 
MPMPQALQDTQRVNFYRDYIAAATEAVTIDKVPMTGYFAWSLLDNFEWGSGYKKRFGVVHVDFTTQQRYY 
KASAKYLVTLFKCTLLDPTFTYPSD* 
 
>Chlvu1_72847_fgeneshCV_pg.C_scaffold_6000039 
MSSVAWHVQFEGAYRADGKGASIWDTFTNNHTVFPGGRTVHKNDTGNVAVDFYHDYKQILLLAKQLSAKQ 
WRVSVSWARIYPQGDGVVNQKGLDYYKEMVDFMVAIGIEPVLTCYHWDLPQALQDRFGGWNSEDIVPIFA 
NYTATLFEALGESVKYWTTINEPKTFCWEGYGSGIHAPGIKEPEQVANCIVNVLKAHAAAVKVFRKVVPG 
GMIAMNLNAESSLPFDDSSEMDKAAAQRKTDFELGVFADPIYFGQFPDSVRARIPYLPEISPELAKDLKG 
SFDYFALNHYTSSYARFKHNATCVLGITDYEVGHSNKDGFVIGEEGDSEWLYSVPFGFRMILNYVNDRYR 
LDWISVTENGFQVKGEDDMALDQVLNDKPRIKYLEDYIKNAVEAVVIDKVPVSSYFVWSLLDNFEWQDGY 
SKHFGVVHVDRATLKQTLKASARVLANLFQDAGNN* 
 
>Ost9901_3_2583_gwEuk.11.143.1 
FPPSFAFGVGTSAWQIEGNGGDRPRSVWDAFVSELGEEKRVEAERGIGFHERYAADAQMMADAGVKHFKM 
SLSWPRLMRADGSAIDEGFEYYQNVFGALRERGVEPHVTLFHWDTPIVCEGAWVKDEILKDFEKYADAVF 
SRLGKGIKYWTTISEPKTVAEMGYGAGLHAPGRRSVEEQLKVGHNMLRAHALAVALYREKYSQFGGKLSI 
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NLNSAWVEPASDSPDDVRAAANAMDEELGWFADPIYKGDYPASMRARLGSFLPEFTEEERVLVKGSVDYF 
ALNHYTSYFAKHVTDAQASSQLGLSGRPQPWEITLESEKSKKPIGKEAQSDWLHIVPWGLEKVLLHIKDR 
YDDPAIMISENGVDIAERGDIAETLDDTTRVKFIDAYLGAAREAMRKGANVVGYFYWSMFDNVEWVDGRS 
KRFGLVYVDYDGKYGEKMKRYPKKSLEHFSSYM 
 
>Ostta4_24257_estExt_fgenesh1_pg.C_Chr_11.00010162 
MRRRGREIDRASFGAVLVASLALLATARASDEATLATEHPKSRAIPSRVSGASTSASADPHGAVTVLKAS 
NARFPASFAFGVATSAWQIEGAGGKRPESTWDAFAAATLGRDAAAEMRRGIEFYERYEDDVKMMSEAGVK 
NFKMSLSWPRLMRADGTKREEGFKFYERVLGALRKSGIEPHITLFHWDTPIWLCFANRTRSSNGVCEGAW 
ARDEVVEAFETYADAVFERLGKGVKYWTTISEPKTICELGYGAGMHAPGRRGVEEQLKVGHNMLLAHARA 
VALYRKKSRKLKIKGSVDFFALNHYTSYYVKHVPAPVAASQLGIGGKPQPWEITLFAESSKEPIGKEAQS 
NWLRVVPWGLEKILLHIKEKYDDPEIIITENGVDIAEKGDIAETLDDSERVQFIDAYLGAARSAMRKGAK 
VIGYFYWSMFDNIEWVDGASKRFGLVYIDYSGKYGQKMKRYPKKSLEHYSAYMRGEHAEEPEEPEPALGV 
ARENNAMDDMIASFGKRSDGEALAMRGLGVTFACVFIAAALAKRVRIDIDDTPNEHSGLV* 
 
>Phypa1_1_107172_estExt_fgenesh1_pm.C_1380003 
MTTRSAFGYALQVTGFILLGVPILVLFLQLPRAITPHRIDPSVLPCKLHQDAELSNASTCVPFHRSLFPE 
GFVFGTATSSYQVEGAANVSGREPSIWDTFSRIPGKISDGKTGDVASDQYDKYMGDIDLMSQLNVDAYRF 
SISWTRVMKLGGETPEVNQEGVAYYNNLINGLLKKGIQPFVTLYHWDLPQSLNDAYGGWIDRKVVNDYAQ 
FAEACFTAFGDRVKHWITFNEPQTFTVLGYGNGIHAPGRCSDRSKCTAGNTATEPYLAAHNVLLAHAAAV 
DVYKRKFKAMQGGAVGISLDCEWGEPETNSAADVEAAERHVLFQLGWFLDPIYRGDYPAVMRTNVGNRLP 
EFTADELALLKGSLDFIGLNHYTSRFISSGSGPGNALTSDHWQDQGILSSVTSRNGSQIGHQAASEWLYI 
VPWGIGKTLVWLTERYQKPLIFVTENGMDDLDGSKPVPELLNDVNRIDFYENYLSSVLSAIGNGSDVRGY 
FAWSLMDNFEWSMGYTRRFGLLYVDYDNQQRSLKESAKWFSRFLTRAK* 
 
>Phypa1_1_110732_e_gw1.1.523.1 
MRTRCVCGLFVILFLVSAFVSVDARSHYHYDLRSQSSDESSDPLVASKLNVYATQQFPGELTKSHFPEGF 
IFGSAGSAYQLEGAAFQGNKGRSIWDEFVTRKGTIIDNSTGNIATDHFHRYPEDIWLMKDIGFDAYHLSI 
SWPRIFPDGVGVVNKEGVEFYHKMFDALLEAEIEPYVTIYNWDMPLSLEETMGGWLSPNMVDIYGKFARF 
CFKEFGGKVKKWLTFNEIHSFVQLGYLSGIFAPGRCSQPYGNCIKGDSSAEPWIAAHNALNGHAHVVNIY 
KKEFQKHQNGTIGIKNDCMWYFPLTNSKEDKEAAQRGLEFYLGWFMDPIIFGDYPLSMRNYLGARLPKFT 
KKQKTLIKGSYDWIGFNHYSTQYAYHTNQTIDNDSGVGFTPYCNGTIIGPEAASPWLWIYPSGIRHLLNW 
IRDRYNNPPIYITENGVDEFNTAKTLSIAQQLNDTTRINYYHDYLQNVLLAIKDGCDIRSYFAWSLLDNF 
EWATGYTVRFGLYYVDFDNDQARYPKASAFWFRKVLKGDK* 
 
>Phypa1_1_117888_e_gw1.22.261.1 
MLNTSSELGGVMRRSLFPEGFVFGSSASAYQYEGAAAEDGRGPSIWDEFAKRPGTVKDNATGDIAVDQYH 
RFEEDVKIMKDIGLDAYRFSISWSRILPHGRGFINTAGVAYYNRLINELHRQSIVPFVTLHHFDLPLALE 
QTGGWRNADTASAFAEFAALCFSLFGDRVKYWITFNEIHILAMNGYRFGIGPPGRCSASSGDCFAGDSDV 
EPPLVVHNALNAHALAVSVYRMKFQSKQKGLIGLIEDGSWFEPCKDTDEDRDAALRANEYWLGWILDPLF 
FGEYPASMRAFDHRKTLPRFTKEQSALLKGSLDFLGLNQYTSQFATYDKHSVENNDVTSSRMQLPRCNGV 
PIGPQAAVGWIYVYPDGMRKQLDCIRTRYGNPVVYITENGFPTNANDEPWSSQEVQDFDRISYHHGYMQS 
LLSAIRGGSDVRGYFVWSLLDNFEWHEGFRIRFGLYQVDIGSTLNRQAKASARWFKLMLDRVGGGGGVDA 
KTAR* 
 
>Phypa1_1_122262_e_gw1.39.98.1_BGLUs 
MQNEPRQVRKSNEFPEGFRFGTSSSAYQYEGAVNASGRGPCIWDSASHTPGVIHDNSTGDIATDHYHRYQ 
EDIELMAHLGVGTYRFSIAWTRIFPDGRGPTPNAEGIAFYNRLIDTLLSTGIEPFVTVSHYDLPQTLQDE 
FGGWRSRHIVPLFTFFAETCFAAFGDRVKYWITINEIHNYAIKYTNIGCRNPSGLCAPGNSSTWVYTAGH 
HMLLSHAFAVEVYRTKFQTKQGGKIGIVADAQWYEPYSDNPWDIAAVDRMQAFQVRWYVVLDPIYYGRYP 
EMLVDRLGDRLPRFSEGEAQLLRGSVDFLGINHYTTHYAVDQTNSTEQLDSGAASVGSRGGVPIGPKAGS 
IWLNIVPFGIQKVLNYIRIQYNNPIVYITENGVDEDNDPGIPLDVALKDSFRTKYHVDYLSYVNAAIRDG 
CDVRGYFIWSLLDNFEWDDGLSKRFGLYYVDYDHNQTRYAKDSAKWFKEFLRPSLRPNHAKS* 
 
>Phypa1_1_159036_estExt_fgenesh1_pg.C_90048 
MAFTNRAGIVFCAVFVTLLQKLNGAELLPNVERASFPKGFIFGTATAAYQYEGAASEGGKGPSIWDTFSH 
QPGKIQGNGTGDIAVDQYHRYVEDVWLLKDLNMEAYRFSISWPRVFPKGTGVVNWEGVKYYDNLISELLK 
LGIEPYVTLYHWDMPQALEDSIGGWLSPQIVEPFARYARFCFERWGTKVKHWITFNEIHSFAGAGYYTGV 
MAPGRCSAPYGNCSQGNSLTEPYIVSHHALLSHAQVVDIYRKEFQADQHGVIGITTDCTWYEPLDQGSAS 
DKQAAEYSVQAFLGWYLDPIFFGDYPASMRESLGSRLPTFTKEEAALIKGSQDFVGINHYTSNYATYNSS 
TGEITQTGYRNGVPIGDPTVSEWLFIAPTGMRKLLGWVRNRYNNPIVYITENGVSEANKDQELPLVDQLK 
DSVRINYYHSYMQNLLLAIRDGSDVRGYFAWSLMDNFEWAVGYTVRFGIYYVDYKNGLARYPKSSVHWFQ 
QILKKKRVV* 
 
>Phypa1_1_191953_estExt_gwp_gw1.C_1700037 
MAGCFWNWGACLLAISSLTTCISGARGESLQLGGIEAGCRQNVLLRSDFPDGFLFGASSSAFQVEGAVAE 
GGRGPSVWDTMSHTPGMIADNSTGDEVSDQYHHYLEDVELMADMGLDAYRFSISWSRIFPGGRVRVSPEG 
VAYYNRLIDALLARGIQPWVTLYHFDLPQALQDTLGGWLNPEIVSPFAEYAELCFTAFGDRVKHWVTFNE 
IHHVAFVFPNVGCRSTSGVCGDVNSQSYIIGHHMILSHAKAVNIYRTKFQKRHLGSIGIIIDVQWYEPIS 
DLQEDIDAAERMMTFQMEWIMDPVVHGCYPALMRDLIQDRLPSFTEDEATALKGSFDFIGLNHYTAHYVK 
SDPNGPLFSRYGVETHDAQVAIFNSKKGVPIGPDAGSAWLQIVPWGIEKVLERFKVLYNNPLIFITENGV 
DEAEDPGVSLGSMLQDRVRVQFYHDYLTYVISALRNGSNIGGYFAWSLLDNFEWLDGLSKRFGLFYVDYK 
NGGKRLPKSSVAWFKQLLRNRDRSEHSTC* 
 
>Phypa1_1_229483_fgenesh2_pg.scaffold_76000003 
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MSATHSNGTDCVPFHRSLFPDKFVFGAATAAFQVEGAAYEGGRETNIWDTFSKTPGKTVDGKDGDVASDQ 
YHKYLEDIDLMSQMNLDAFRFSIAWSRIMKLGGPNPVVNQEGVAYYNNLINGLLKKGIQPYVTLYHWDLP 
QSLYDSYRGWIDRRVVNDFALYAETCFAAFGDRVKHWMTFNEPQQFSNLGYGIGLHAPGRCSDRMKCPEG 
NSATEPYLAGHNALLAHAVAVDIYRKKFKATQGGMVGIAVDCEWGEPMTDSPADKEAAERHVLFQLGWFL 
DPIYYGDYPAVMRKYVGDRLPLFTPDEITLLKGSLDFIGLNHYTSRFVAAGTPPANALASSYWEDQAMVS 
SVTRNGELIGNRAASEWLYIVPWGIGKTLLWLTERYQKPLLYITENGMDDSDDLGNTKLATDFLNDSNRI 
AYYENYLSSVLESIRNGANVRGYFAWSLMDNFEWAMGYTRRFGLVFVDYDHDQKRYLKDSAKWYSRFLSR 
PM* 
 
>Phypa1_1_231697_fgenesh2_pg.scaffold_137000014 
MDFGDDVTRSSFPKGFVFGAASAAYQYEGAASEGGRGPSIWDTFAHNSGKIKGNATGDVAVDQYHRFQED 
MWLLKDLNMDAYRFSISWSRIFPSGVGEVNWKGVQYYDRLIDFLTKHDIEPWVTLYHWDMPQALEDSIGG 
WLSLDIVNMFEQYARFCFQRWGTKVKHWITLNEIHSFAVDGYRIGSKAPGRCSPPLGECPTGNSTTEPYI 
VGHHALLSHAQVVNLYKKEFQEEQKGVIGITLDSLWFEPLDSNSSLDKQASKTALEGFLGWFMDPIFFGD 
YPASMKITLGSVLPNFTLEQKSLLKGSQDFIGINQYTSNYATYNTTNGELIRTPYKDGVPIGDQTASYWL 
FVVPSGMQKLMGWIRERYNNPIIYITENEKNKDGCMTLKDQLKDPERIQYYHDYLQNLLWALRNGSDIRG 
YFAWSLMDNYEWADGYTVRFGIYYVDYKNNLARYPKDSAFWFQHILKKD* 
 
>Phypa1_1_235009_estExt_fgenesh2_pm.C_1100003 
MMGRDGLPFLIFALVALSMFLLFLQLPREELSPPRNDPTVLPCKLHNIAKHANDTTCEPFHRSLFPQNFV 
FGAATAAYQVEGAANESGREPSIWDTFSHTPGKVLHNHTGDVASDQFHKFLDDIDLMTQLNVDAYRFSIS 
WSRIMKLGGSNPVVNEEGMAYYNNLINGLLKKGIQPYVTLYHWDLPQSLQDSYGGWLDRRIVNDFTQYAE 
ACFTAFGDRVKHWITFNEPKSFTVLGFGNGIHAPGRCSDRTLCPAGNTSTEPYITAHHVLLAHAAAADVY 
RKKFKDTQGGMIGISVDSEWSEPLTSSVEDKEAAERHTLFQLGWFLDPIYRGDYPAIMRTHVGARLPVFT 
ADEVALLKGSLDFIGLNHYSSRWISNGVRVENSLNSDNWNDQAIESSVTRNGTQIGDVAASEWLFIVPWG 
IGKTLVWLTQRYENPPLFVTENGMDDLDSDKPMAVLLNDTTRVAFYENYLFSVLEAIRNGSDVRGYFAWS 
LMDNFEWAMGYTRRFGMLYVDYNNNQQRHLKESAKWFSRFLSRGV* 
 
>Phypa1_1_83534_fgenesh1_pg.scaffold_114000081 
MIIEELPTVQRSSFPSGFVFGSSTAAYQIEGAAREAGKGASIWDIFSHQPGKILGNKTGDIAVDHYHRYA 
EDIWLLKDLNMDAYRFSISWTRIFPNGVGVVNWEGVKYYDNLIDHVLELGIDPYVTLYHWDMPQALDNSI 
GGWLSPDIIDSFSKYARFCFERWGSKVKHWITFNEIHTFAISGYMTGVMAPGRCSAPVCVAGNSDTEPYI 
VAHHALLSHAHAVDIYRKEFKDTQQGMIGITTDSMWFEPLDSNSSSDKQAAQEAVEAYIGWYLDPIFYGH 
YPASMRRNLGSNLPTFTAEEAALVKGSQDFVGINHYTSMYATFGISGEIVKTYYKDGVPIGDPTPSDWLF 
VVPFGIRKLLNWVSERYHNPILYVTENGRAEFNKEDSMPIEDQLKDPERIRYYHDYMQNVLLAVRDGCDV 
RGYFAWSLLDNFEWSEGYTVRFGIYYVDYKNGLARLPKSSVFWFRQVLRKTFNL* 
 
>Selmo1_127964_e_gw1.88.111.1 
MVALIFAFLLVVRAVEGHEILSRRSFPKGFVFGTASAAYQYEGAAKEGGRGPSIWDVYAHTPGKIMDGTT 
GDVAVDQYHRYKEDVGLMVDMGVDAYRFSISWVSDFPWGKINQEGVAYYNNLINELLKKGIQPYVTLFHW 
DSPQALEDAYKTWLSSRIVDDYAAYAEACFRAFGDRVKHWITFNEPHVVCNFGYNFGMLAPGRCSSEVGN 
CSAGNSSVEPYIVGHHILLSHASAVKIYREKYQEKQAGIIGITLDAQWHEPFSRSSKDKAAAGRALDFNL 
GWMLDPIMFGDYPATMRSRVRDRLPKFTKEQSKRLKGSHDFIGINHYTSFYDADASNSNLSQAAFSQQAY 
FKDTGVFSTDMRNGGLIGQNVNGFYIVPFGMRRLLNYIRLRYNNPTIFITENGISDVTNATAPLKEVLND 
TTRVNFLKAYLSNLRAAIADGSDVRGYFVWSLLDNFEWSRGLSVKFGLYHVEYEKDLQRVPKKSAWWYKK 
FLRK* 
 
>Selmo1_144295_estExt_Genewise1.C_80167 
MGLLLCNAAFFLLAWLTISARADQTGLSRCDFPEDFIFGASASAFQYEGAVDEGGRKPSIWDIFAANPRN 
IADGSSPNITDDQYHHYRDDVLLLKNLGMDSYRFSISWTRVFHDGRVNPEGVAYYNNLIDALLEHGIKPF 
VTIYHWDLPQTLQDKFGGWLSRDIVDEYLRFADICFQAFGDRVKNWLTFNEPHQLVNGGYVQGYYAPGRC 
TGCPQGNSSTEPYIVGHHLLLAHAKAVKLYRRKYKVNQRGVIGMTLDSFWYEPYSSLPRDIAAARRALDF 
ELGWFLHPITFGDYPQSMRLYVGDRLPAFTVEESRDLRNSMDFVGLNHYTSRYTQDNPWPSNVRPGYESD 
SHTHFLTERNGISIGGTTGTWLYVVPWGLYNILNHVKENYNNPPIIITENGLVDVADSNTFSDRFIKDDA 
RVQFYESYLTSLQQAIANGVDVRGYYAWSLLDNWEWDSGFSQRFGLYYVDYTTLKRYPKHSALWFKQFLS 
NTKCSVLETM* 
 
>Selmo1_149851_estExt_Genewise1.C_240681 
MECVLLVFLGLFLVTNAAYVNLSRASFPKGFTFGTATSAYQVEGAAKKYGRGPSIWDVFIRTPGRVQENA 
TGDVAVDEYHRYKEDIDLMADLNMDAYRFSISWSRIFPEGKGRVNRYGVAYYNRLIDYLLLKGIQPYANL 
NHYDLPESLEKDYEGWLSREVVKDFTNFAEFCFKTFGDRVKYWTTFNEPRVVAQLGYDNGQFAPGRCSTP 
YGNCTEGNSATEPYIVAHNLLLSHGSAAQVYRKNYQEKQKGSIGILLDFVYYEPFSNSTEDIDAAQRGRD 
FHVGWFLEPIINGSYPKTMQQYVGSRLPKFSKDDIEMVKGSVDFVGINHYTTYYAKDAGSQNRNTTDYFQ 
DMNIQMLHDRDGVSIGPRAHSTWLYIVPWGMYKALSYIKEHYGNPKVVLSENGMDDPANLTLSQSLHDTT 
RINYYQSYIENLVAAMRDGANVHGYFAWSLVDNFEWLSGYTSRFGLVYIDFKHKALKRIPKESAKWFKTL 
LKRD* 
 
>Selmo1_151109_estExt_Genewise1.C_300061 
MTSCSMVSLCSLRVASCGIASPAAQKLNTGISRLSFPKDFIFGTSSAAAQYEGAAAEGGRKPSIWDHWCT 
LPDKIDDGSNPSITMDQYHRYKEDVRLLSDLGVNAYRFSISWTRLFPDGRVNPEGLAYYNSLINSLLEHG 
IKPFITIYHWDLPQALQESMGGWTNKEIVDKYVEFADICFAAFGDRVKHWITFNEPCHSLKYCYAEGIWP 
PGVKSDTEVYIAGHNTLLAHAAAVKRYREKYQAKQGGKIGISLDGFWYEPVYQIPQDVAASYRALDFNLG 
WFLSPVVYGYYPETMRANVGGRLPHFTEEEARNLMGSIDFLGLNYYTSMYVKDSPSDIWQPAGYNTDMRA 
KTLFDVDGIPIGPKAYETSWLSIVPWGFYKLLNYIKKEYNNPTIFVTENGFNQVHAPYKDSMDDNERIQY 
LTGHYTNMAQAIRDGADVQGHFIWSFLDCWEWKSGYTNHFGLFYVDRNTQDRLPKKSAYWVKNFLKPDRG 
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LILPSATPPLVQPLGKNVALAPAQAVQAF* 
 
>Selmo1_153534_estExt_Genewise1.C_420306 
MVSTTMVALIFAFLLVVRAVEGHEILSRRSFPKGFVFGTASAAYQYEGAAKEGGRGPSIWDVYAHTPGKI 
MDGTTGDVAVDQYHRYKEDVGLMVDMGVDAYRFSISWSRIFPEGRGKINQEGVDYYNNLINELLKKGIQP 
YVTLFHWDSPQALEDAYKTWLSSRIVDDYAAYAEACFRAFGDRVKHWITFNEPHVVCNFGYNFGMLAPGR 
CSSEVGNCSAGNSSVEPYIVGHHILLSHASAVKIYREKYQEKQAGIIGITLDAQWHEPFSRSSKDKAAAR 
RALDFNLGWMLDPIVFGDYPATMRSRVRDRLPKFTKEQSKRLKGSHDFIGINHYTSFYDADASNSNHPQA 
AFSQQAYFKDTGVFSTDTRNGRLIGQNVNGFYIVPFGMRRLLNYIRLRYNNPTIFITENGISDVTNATAP 
LKEVLNDTTRVNFLKAYLSNLRAAIADGSDVRGYFVWSLLDNFEWSRGLSVKFGLYHVEYEKDLQRVPKK 
SALWYKKFLTK* 
 
>Selmo1_163822_estExt_Genewise1Plus.C_00869 
MDNKSSVLFISLIAFLAGCGATGISRCDFPKQFVFGTASSAYQYEGGAKQGGRKPSIWDKFSHTFGKILD 
GSNGDVAEDQYNRYQEDILLMKELGIDAYRFSISWSRIFPDGNTTQVNAEGVNHYNGFINALLANNIEPY 
VTLYHWDLPQALEDSIGGWLSSEIVNRFAAYADACFNAFGDRIKYWITFNEPQSFATSGYDLGIHAPGRC 
SILLCSKGNSATEPYAVAHNVLLSHAAAVRIYRTKYQARQGGTIGITLNSFWYEPLSNSTNNIAAAQRAL 
DFELGWFLDPIVYGEYPAVMRDYVGHRLPMFTEEQRSSLLLSIDFLGLNHYTTNFASALPPPLIKNWTDY 
FQDSRVFRTASRGGVSIGRRAASVWLYDVPWGFRKLVSYVTHRYNQLPIIITENGMDQSSFLSRSSALHD 
SHRIDFHSNYLSNLSAAIRDGADVRGYFVWSMLDNWEWSAGFTSRFGLYYVDYRDNLKRCPKASAAWFTN 
FLNQTCAYR* 
 
>Selmo1_163827_estExt_Genewise1Plus.C_00877 
MVLVFVVLVALSRSKAVFGSQGEALSRCSFPRGFVFGTSSAAYQYEGAVQEGGRGPSIWDIFSHNSTNIS 
DSSNGDVTEDQYHRYKKDVLLMKEMFMDAYRFSISWSRIYPDGQSSPANGEGIAYYNSLIDSLLEQGIQP 
YVTLYHWDLPQALEDSLGGWLNPQIVKEFTKYAETCFDAFGDRVKHWITFNEPHSFVREGYCLGVSAPGR 
CSGCIGGNSATEPYVAAHNVLLSHASAAQVYKKKFQAQQKGKIGIALNADWYEPFSNSSADKAAAIRATD 
FQLGWYVFLNPIVYGNYPPVMRSYVGSRLPQFTGNEARLLMSSLDFLGLNHYTSNYARDSPEVPPSMTNY 
DLDSRVRSLVSRDGVPIGPKGSSTWLYVVPWGFRKLLRYIKAHYKNPVIVITENGMDQASGHNLSQSLGD 
KTRIDYHQEYLANLNLAITRDSVDVRGYFAWSLLDTWEWSHGFTVRFGLYFVDYTNGLKRYPKMSARWFR 
RLLCWNVTCLVTIV* 
 
>Selmo1_228612_fgenesh1_kg.C_scaffold_40000013 
MWINLHCVRAAPALSRRDFPAGFHFGTAASSYQYEGAATTGGRKASIWDEFAKIPGKIVDSTSGDVAIDQ 
YHRFEDDIDLMVDLGTDAYRFSISWSRIFPDRKINPEGVAHYNRLIDRLIEKGITPFVTILHSDTPLALD 
EEYGSWLSPRIRKDFAEYAELCFSLFGDRVKNWITLNEPHLQANFAYIIGLLAPGRCSQEYPRGCAAGNS 
STEAYLVVHNFLLAHAAAVGIYRSRFQHQGGSIGIAIDASWYEPLTSSRSDEEAAQRARDFEVGWILDPI 
FFGDYPDSMRRLVGDRLPRFSVEDKALVQGSLDFLGVNHYTTNYATTGLDFPLSLVGYYKDHNVRLLAQK 
DGVSLGPQVNGINVVPWGFEKLLGYIRVRYKNPRVFITENGISDAVDSLTNSSNLGDLTRINYISGYVDA 
MLTAIRKGSTIRGYFVWSLCDNWEWTNGFTWRYGLYYVDRHDNLTRYPKESAKWFKSFLAGKYYNTIAML 
NSAAIK* 
 
>Selmo1_268319_estExt_fgenesh1_pm.C_430004 
MPSPPEQDFATNSAGAARLPIQRRDFPHRFVFGTATASYQVEGAFDEGGRGLSIWDTFCKTPGRILDASN 
GDLAVDQYHRYKEDVDNMAEMGVDAYRFSVAWARIYPDGLEKGVNKEGVTYYNKLIDYLLEKGIKPYVTL 
YHWDLPQKLHDSFGGWTSQEIVKHFAAYAETCFAAFGDRVKHWITFNEPLQFSVLGYGLGIHAPGRCSDR 
RYCKAGDSATEPYLAGHNVILSHAAAVKIYREKFKALQGGVVGITVDAEWAEPMTDSVDDKVASQRRLEF 
QLGWFLDPFFFGDYPATMREYVGDRLPKFTPEEQKSVRGSVEFVGINHYSSRFVTPALYAKPSDNYHQDQ 
RILTSAVRNGAVIGDKAASPWLYIVPWGLHRVLKWVSERYNRPPIYVTENGMDEENNSTLTLDEQLDDLK 
RIHFYQDYLTAVLQATREGMDIRGYFAWSLVDNFEWAMGYTKRFGLYYVDYETLKRYPKRSARWFKRFLS 
NSIKQEV* 
 
>Selmo1_268527_estExt_fgenesh1_pm.C_510048 
MQRFQLAIFAALWFLSAGAALGIGGGHKKHRINRCSFPKGFVFGTASASYQYEGAVKEDGRKPSIWDTFS 
HTPGKIKEGKNGDIAEDQYHRYREDIGLMKNMNMDAYRFSISWSRIYPDGDTKNLNAAGVAHYNMLINSL 
LHEGIQPYITLYHWDLPQTLEDSVGGWLSPQIVSNYAAYAEACFAAFGDRVKHWITFNEPLSFITSGYAS 
GSGPPSRCTSCSKGNSATEPYIAAHNVLLSHAAAVDIYRKKYQPKQGGKIGITLNSNWYEPSTNSAADKE 
AAQRGLDFDLGWFLEPIVSGDYPRSMRTSAGTRLPVFTPEQAAAIKGSMDFLGLNHYTSNYAKAGQVVPS 
NQVTYYFQDSRVASSFENNGVAIGPKAASDWLYIVPWGFQKLVTYVAQRYNNPVIIITENGKSSALSFQF 
LSRPQSLGKAGVDEFNDPSRSLKQSLRDTTRVKYYSDYISNLLQAIRSKADVRGYFAWSLLDNFEWNDGY 
SVRFGLHFVDFNNNLKRYPKHSALWFKRFLNQTCA* 
 
>Selmo1_408050_fgenesh2_pg.C_scaffold_8000076 
MRFSERFHIRRFSIGVPGNIADGSSPNITDDQYHHYKDDVLLLKNLGMDSYRFSISWPRVFHDGRVNPEG 
IAYYNNLIDALLEHGKIQLMRRIVFIRLKALFTFRQESSLLSRSITGNLDDKFGGWLSRDIVDEYLRFAD 
FCFQAFGDRVKNWLTFNEPHQLVNGGYVQGYYAPGRCTGCPQGKSSTEPYIVGHHLLLAHAKAVKLYRRK 
YKVNQRGVIGMTIDSFWYEPYSSLLRDIAAARRALDFELGWYLITFGDYPQSMRLYVGDRLPAFTVEESR 
DLRNSMDFVGLNHYTSRYTQDNPSPSNVRPGYESDSHTHFLTERNGISIGGTTGTWIYVVPWGLYNILNH 
VKENYNNPPIFITENGGLVILVTGFLRSNFPGLVDVADSNTFSDRFIKDDARVQFYESYLTRLQQAIANG 
VDVRGYYAWSLLDNWEWDSGFSQRFGLYYVDYSAL* 
 
>Selmo1_419452_fgenesh2_pg.C_scaffold_42000152 
MREENSALSILDQAHSQGFFTTDLVPNARARILGGGRSINGGFMTRAPKSEIDRIVGLDDYAQVNASYEW 
LENGIASLPRTGPFPECAASSWNIVRVIPATFMLQYEGAIKEGGRGPSIWDVYAHTPGKVMDGTPGDVAV 
DQYHRYKVLQALSGLALLVTVNKQEDVGLMVLTDFPSPDLGFSLFSLNLKESIVLIALIFTGMIMQLMSK 
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HASERLEIVCSSEVSNCSAGNSSGEPYIVGRHLLLSHASAVKIYREKYQEKQAGIIGITLDAQFSLIYQR 
IKLQLGEPWTSILDDTRNDHLILQNVNGFYIVPFGMTRLLNLNGGSDGRGYFVWSLLGNFEWTRGLSVKF 
GLYHVEYGKDLQRIPTLSKRKIEVTAIRIQL* 
 
>Selmo1_73365_e_gw1.0.497.1 
MGLLLCNAAFFLLAWLTISARADQTGLSRCDFPEDFIFGASASAFQYEGAVDEGGRKPSIWDIFAANPRN 
IADGSSPNITDDQYHHYRDDVLLLKNLGMDSYRFSISWTRVFHDGRVNPEGVAYYNNLIDALLEHGIKPF 
VTIYHWDLPQTLQDKFGGWLSRDIVDEYLRFADICFQAFGDRVKNWLTFNEPHQLVNGGYPLDSFWYEPY 
SSLPRDIAAARRALDFELGWFLHPITFGDYPQSMRLYVGDRLPAFTVEESRDLRNSMDFVGLNHYTSRYT 
QDNPWPSNVRPGYESDSHTHFLTERNGISIGGTTGTWLYVVPWGLYNILNHVKENYNNPPIIITENGLVD 
VADSNTFSDRFIKDDARVQFYESYLTSLQQAIAPRTGVDVRGYYAWSLLDNWEWDSGFSQRFGLYYVDYT 
TLKRYPKHSALWFKQFLSNTKCSGKFISVFLQLT* 
 
>Selmo1_75234_e_gw1.0.2153.1 
MPMDRLLILAMIAGIACAALNRCDFPQGFVFGTASAAYQYEGAVAEGGRRPSIWDTFSHTPGKIIDGSNG 
DVTDDQYHLYQDDVLLMKNMSMDAYRFSISWSRILPDLKASAVNPEGIAYYNRLIDALLKQGIQPYVTLY 
HWDLPQALEDLGGWLNSSTIDKFSAYAEACFNAFGDRVKHWITFNEPHNFVVTGYDLGVEAPGRCSILGC 
LRGNSATEPYIVAHNVLLSHAAAVDVYRKKFQSTQKGKIGITLDAKWYEPISNSTEHTSAAQRALDFELG 
WFLDPIMFGDYPSVMRENVGDRLPNFTNEERSRVLHSMDFLGLNHYTTNFALPIPFNLSRVDYYMDARVI 
GSGKVSKCFHCNIFPSWFQGASFWLYIVPWGIRKIVNYIKERYNNPTIIITENGVDQNNLLSSKETLKDD 
IRVNFHADYLSNLLLAIRDGADVRGYFAWSLLDNWEWTSGFTSRFGLYYVDYKNELKRYPKNSSVWFSNF 
LNISC* 
 
>Selmo1_76384_e_gw1.1.805.1 
MDLRLPLLAVLLKYVLASTFLENGAAPLSRSSFPDGFVFGTASSAYQFEGAFQEGGRKPSIWDTFSHSSA 
GKIKDGSNGDIAVDQYHRFKDDTKLMKDMNMDAYRFSISWSRAFPDDKVNPEGIAYYNSIIDSLKQAGIE 
PYITLYHWDLPEALHLSGGWLNSSISEKYAAYAEACFEAFGDRVKNWMTFNEPYTFATRGYSEGAHAPGR 
CTGCKFGGNSLTEPYIVTHNVLLSHAAAVKIYREKFQEKQGGKIGIALDTHWFEPFSDSPEDAAAAERRL 
DYKLGWFLSPIMFGKYPRSMRLHLGPRLPVFTSKQRREIRGSIDFMGLNHYTSRYVQDDPAAAATNSEMD 
PAALSLGNRNGVLIGPQAGSKWLYVVPWGMEKLLKYIKARYNPPEIFITENGSCHFLAIKLDELNDPSIS 
LEQALQDQLRIDYYNEYLKYMLAAMRDGVNVRAYFAWSFSDNFEWEIGYTSRFGIYYVDYSDNLKRYPKK 
SALWFKQMLARNASATQIL* 
 
>Selmo1_76748_e_gw1.1.338.1 
MRSIGSILARLLVCGFLIFGDGSLSDGARVAPLLRVSDGILLQDGISSQERLGRCDFPQGFVFGVSSSAY 
QYEGAAAEGGRQPSIWDTFSHTQGKIQDGTTGDLANDQYHRFREDVGLIKNMGMDAYRFSISWSRFFIDG 
SVNVEGQAYYNALIDELLSAGIEPYVTLNHFDLPQALDGSNGGWLNSSIVDIFAAYAEACFDAFGDRVKT 
WITFNEPQLFSLKAYSEGSHAPGRCSSCSNGNSLTEPYIVGHNMLLSHAAAVRIYKHKFQARQGGKIGIT 
LNSYWFEPFSNSKMDIEASKRSLDFELGWYVSPLTSGNYPERMRTRLGPRLPVFTEEQRQAVKSSIDFLG 
LNHYTTRYVQDMPAVTPANTANGDSQVLQLVARNGVEIGPKSASSWLYIVPWGIEKLLLYVKDHYNPPEI 
IITENGMDEANDPSAPLEQSLQDHNRIKFYQSYLKYLLQAVKKGVNVRGYLAWTLLDDFEWRFGYMQRFG 
LHFVDFKDNMRRYPKLSSLWFKQMLKDRNCESKSAL* 
 
>Selmo1_88863_e_gw1.9.181.1 
MQDVLSRYSFPKGFVFGAASASYQVEGATKEDGRKPSNWDVYSQIPGKIADGSTADPAIDQYHRYKEDFS 
ILDGLGADAYRLSIDWPRMLPDGTGSVNPKAISHYNDVIDTLLAKGLKPYVTLFHWDIPYALEKSYGGFL 
SSKIVDDFGVFVEACFKAFGDRVKNWITLNEPHIFAVIGYNIGVFAPGRCSPEIGNCTGGDSSMEPYVVG 
HHLLLAHAKAIEIYTKRYKASQKGTIGLTLDTLWYEPVSNSKQDKAAAERARQFNLGWMLHPVTYGEYPP 
ALVANVGSRLPKFTAEEKKWLQGTSDFIGINHYFSLYVKDNPNRTFVGLEMDSSHSSSLVRLLADKKKGV 
LIGRNINGFYVVPYGIRRLMNYIKDKYRNPIIYITENGISDTTNSSSPLAQQLDDQPRINYYKTYLSNLA 
ASIRDGCRVQAYFLWSFLDSWEWGSGYNVRFGIIHVELDNSLKRIPKKSAKWYAKFLKKKH* 
 
>Selmo1_98083_e_gw1.20.651.1 
MSSSARRSLILDVNSPSPSSSSEGGPPGIVAEYDEVRRVDFPDDFTFGTATSAYQVEGASKKGGRGLSIW 
DVFCNVPGRIADGRNGYKSVDQYHKYKEDVNLMSEMGMNAYRFSISWSRIIPDGMGGTSCSVNEKGVEYY 
NHLIDKLLSKGLEPFVTLYHWDLPQRIHDDAPIVGGWINPRVVDYFAGYAEICFARFGNRVKKWITLNEP 
AQFCVNGYGTGVHAPGRCSDKSRSPAGDSAVEPYLAVHHALLAHAAAVEIYRKKFQSEQGGVIGLACDGE 
WSEPFTESPEDQQAAQRRIEFQLGWLLDPIFFGDYPECMRQNVGDRLPRFTAEEISSLRRSLDYIGINHY 
TSRYVKAAPAPKVTTPVNYFTDQAVVTATESKMGVPIGERAASEWLYMVPWGMEKFLNWITDRYNRPPIF 
ITENGMDDQDDKTIPLPERLHDTKRIRYHQGYMAAVVRAMRKGADVRGYFVWSLVDNFEWSQGYTKKFGL 
FFVDQEDLDLKRQPKASVLWFTTLLMSQSKTLEAEPLKAVKWLRRLSVAEDSATPKSQSPASSRSGSRAP 
SPKPAKRRSSQIHPVKVTR* 
 
>Chlre3|169029|fgenesh2_pg.C_scaffold_9000168 
MTGSGKPAANKATANGDGEPVRFLKGAAISVWQNSGDDDSNWTRFAKSRWPFRSFGVSAIRGKYNIDKCS 
DFWNNYERDIKLAADIGSTTFRFSIEWARIEPLRGVFDMEAVHRYHQMLDCMAAHGLVPNATLWHFVHPT 
WFEQAGGWTKEENIPAFVRFSVKCFEWFKDKITLWATFNEPTCYMFLAFIVGIAPPGRIMDLVTAGRMLS 
TMLKAHTATYRAIKAAPGGQAAQVGLVSHHITFEPQGTGILYGVSKVLSDWMTYWWGWDVVHHWMLTGEF 
VWKLPVLGVWQRWQDPAGRPPCDWWGINYYSRGIFSWYLAPSCRECSEFGIPMYITETGIADARDDRRAL 
MIDSYMKATLRAVAEGCDVRGLYYWTLLDNLEWATGYTMKFGLYAWEPDGSVDRKLKARAGASGDRNRLA 
RTCGYNAHKDSPANKHDHELMRSLLDTAFQELVQERPVLGIEPGVDSMEIGKAYRVKKYEHRFNPEMLQK 
VESAHSTIMLSQLSARMKGKGVNKDVAYADQEPLFPWRPKRWDATPKVIMVIGAMQLGMVAYGFQQPALS 
KTIFCGLIGIAANVMKQNAIMPPPKDPEMATEEESGRASRNFVRGFLLGALATIAGTLLFSIPEVLVSQA 
KMTLPVIPGVPNVIVSMKILGAALFNWVMTSFYY* 
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>Chlre3|167861|fgenesh2_pg.C_scaffold_6000306 
MTSMQKDGAGDVCSRFLKGAAISVWQNSFDEASNWTAFAVKPHSLAERFRGKDPQLRLDTCPDFWNRYHE 
DIQCCRLLGSNSLRLSLEWSRVMPNGPGQVDEAAVQRYNDILDACEGAGLVPMLTLHHFTHPQWFQQLGG 
FEEEGNIRYFTEWAVTAFKLFRRHMKLVATFNEPTCAAFTGYIAGIHAPGRRGDIATAGRVLLHKLRAHS 
AAYAAIKSQEGGGDVRVGLVHQQITFEPEGTGALYSASRWTAEWLTHCFGWDVVHDYLMTGRFAWRIPGG 
RPGHLEVQEPSGRPHVDWLGINYYTRVVLDWRLGFTCRPGEVLTDMGWPVVPEGLYAAIVHCAELGVPLY 
ITETGLADGADDRRAPLISAYWQQVARAVADGYDVRGFFYWTLVDNYEWHLGYNMNPLAGASATIVSVTS 
PSTPKWLHADGDGEEQLQAACTRLAGSLHACAGTGAAASALSSAQVAAAEAACSASCAVSGCRRRLRRGS 
LELVRRFTATPDELGAAQASLRDTSWPPQELPQELRRPYPSSGGVGVGGVLSGMVVGVAGLLALRPVGRA 
LRSVGRVALSALYVPVLLVGAAWRRAPRVGYGGVSPAAGAAAGRAGGSAGAVLLVMDEVPHGVEGTAV* 
 
>Volca1|107029|estExt_fgenesh4_pg.C_560084 
MNLHGAGAVMNGDTNDSTNELTEKIRFLKGTAISVWQNSGDGGSNWTRFANSLWPFRYFGVKAIRGKYNI 
DACSDFWNNYERDIKLAADIGSTTLRFSFEWARIEPQRGVIDMEAVRRYHQMLDCMEAHGLEPNATLWHF 
VHPTWFEDAGGFTREENIPAFVEYSKRCFEWFGSRIRLWATFNEPTCYMFLGFIVGIAPPGRIFDLAGAG 
RMLSTMLKAHVEAYRAIKAMPGGDKAQVGLVSHHITFEAEADGILHGVAKMLSDWMTYWWGWDVVEHWML 
TGEFVWKLPVLGVWQQWKDPAGKPPCDWWGINYYSRGIFSWYLLPSCRHQEVMTDMYYPIYPEGMYRAIK 
RCSEFGIPMYITETGIADSRDDRRAIMIDAYFKEVMRAVAEGYDVRGFYYWTLIDNLEWATGYTMKFGLY 
SWEPDGSVDRKLKVEGGARGRFGSMGGFGSEGSKTLIRYFRTLPDDLAGVREAAQKAQAVLGADMGVEEE 
LEEEGFVRMGPDGKMMPGGKGRGDRGEVEMGKGVGLLAIG* 
 
>Volca1|96948|fgenesh4_pg.C_scaffold_56000086 
MNDTPPAAPISPTTATANGPTSCTVSEQTRTPQNELNGPPSNLPSPPATAPTTQNDLRYRFLKGVGISVW 
QCSGDLGSNWTRFARGRWPLRHFGVRAVRGGVGMEKANGFWDRYEEDIKLAADLGCTSFRFSLEWARIEP 
ERGVIDMEAVRRRVVGLLTARADAGLRGVMVVLMVMMLDAVARVCVGNAFWYHQMLDCMEAHGLEPNATL 
WHFVHPTWFEDAGGFTREENIPAFVEYSKRCFEWFGSRIRLWATFNEPTCYLLLGWIIGISPPGHFMNVA 
GAGRMLSTMLKAHVEAYRAIKAMPGGDKAQVGLVNHHITFEAEADGILHGVAKVVAEWMTYWVGCNVMEH 
WMLTGEFVWKVPVLGVWKRWRDPAGKPPCDWWGINYYSRGVVSWCLTPTHRQQEVMTDMYYPIYPEGMYR 
AIKRCSEFGIPMYITETGIADARDDRRAAMIEAYLQQVLHAIADGCDVRGVYYWTLVDALEWATGYTMKF 
GLYSWEPDGSVDRKLKEGSIALKQLYHRLPDALPALRRVARERIMAQELERVSHGGR* 
 
>ChlNC64A_1|145286|IGS.gm_9_00093 
MQNINGFSAITLSLSALSISTCEDGRRRRKDPVCCNTHQSQRGDQFKEASNWGIFERQRTWLLQPTIYNG 
DRCGASCDFWNRYEEDLERAAALGSNCFRISLEWHRIEPARGQVDMEAVQRYNKIFDCMHSKGLEPHVTL 
HHFVHPAWFERLGGFTKEGVTSFAGHIYGSFPPGRIGQVAGCARQMLLMLRSHAQAYEVLKAMPGGKEAQ 
IGIVWNYFWFEPKRSSWTPFYVPWVSRLLTRMWGNDMFMQYMQTGEFDWNPLPWVFSRVHYKEPGGRPGC 
DFLGLNYYSRGVMDWKLSPCCNLGEVMTDMPYALYAEGLVLAVHHMSKLGVPIYITETGVADVGDERRPL 
MLQSYMEQVERAVQMGYDLRGIMYWTLVDNFEWGFGFSMRFGVYKWENDGSQKREAHSSVSILQKWYERL 
PQRVTELLRLRRQQEADGGMAAPALAAA* 
 
 

UGT84B1-UGT84B2-UGT74B1 
 
>AGD2_AT4G33680 
MSSTHQLVSSMISSSSSTFLAPSNFNLRTRNACLPMAKRVNTCKCVATPQEKIEYKTKVS 
RNSNMSKLQAGYLFPEIARRRSAHLLKYPDAQVISLGIGDTTEPIPEVITSAMAKKAHEL 
STIEGYSGYGAEQGAKPLRAAIAKTFYGGLGIGDDDVFVSDGAKCDISRLQVMFGSNVTI 
AVQDPSYPAYVDSSVIMGQTGQFNTDVQKYGNIEYMRCTPENGFFPDLSTVGRTDIIFFC 
SPNNPTGAAATREQLTQLVEFAKKNGSIIVYDSAYAMYMSDDNPRSIFEIPGAEEVAMET 
ASFSKYAGFTGVRLGWTVIPKKLLYSDGFPVAKDFNRIICTCFNGASNISQAGALACLTP 
EGLEAMHKVIGFYKENTNIIIDTFTSLGYDVYGGKNAPYVWVHFPNQSSWDVFAEILEKT 
HVVTTPGSGFGPGGEGFVRVSAFGHRENILEACRRFKQLYK- 
 
>ATUGT85A5_AT1G22370 
MASHAVTSGQKPHVVCIPFPAQGHINPMLKVAKLLYARGFHVTFVNTNYNHNRLIRSRGPNSLDGLPSFR 
FESIPDGLPEENKDVMQDVPTLCESTMKNCLAPFKELLRRINTTKDVPPVSCIVSDGVMSFTLDAAEELG 
VPDVLFWTPSACGFLAYLHFYRFIEKGLSPIKDESSLDTKINWIPSMKNLGLKDIPSFIRATNTEDIMLN 
FFVHEADRAKRASAIILNTFDSLEHDVVRSIQSIIPQVYTIGPLHLFVNRDIDEESDIGQIGTNMWREEM 
ECLDWLDTKSPNSVVYVNFGSITVMSAKQLVEFAWGLAATKKDFLWVIRPDLVAGDVPMLPPDFLIETAN 
RRMLASWCPQEKVLSHPAVGGFLTHSGWNSTLESLSGGVPMVCWPFFAEQQTNCKYCCDEWEVGMEIGGD 
VRREEVEELVRELMDGDKGKKMRQKAEEWQRLAEEATKPIYGSSELNFQMVVDKVLLGE- 
 
>UGT74B1_AT1G24100 
MAETTPKVKGHVVILPYPVQGHLNPMVQFAKRLVSKNVKVTIATTTYTASSITTPSLSVEPISDGFDFIP 
IGIPGFSVDTYSESFKLNGSETLTLLIEKFKSTDSPIDCLIYDSFLPWGLEVARSMELSAASFFTNNLTV 
CSVLRKFSNGDFPLPADPNSAPFRIRGLPSLSYDELPSFVGRHWLTHPEHGRVLLNQFPNHENADWLFVN 
GFEGLEETQDCENGESDAMKATLIGPMIPSAYLDDRMEDDKDYGASLLKPISKECMEWLETKQAQSVAFV 
SFGSFGILFEKQLAEVAIALQESDLNFLWVIKEAHIAKLPEGFVESTKDRALLVSWCNQLEVLAHESIGC 
FLTHCGWNSTLEGLSLGVPMVGVPQWSDQMNDAKFVEEVWKVGYRAKEEAGEVIVKSEELVRCLKGVMEG 
ESSVKIRESSKKWKDLAVKAMSEGGSSDRSINEFIESLGK- 
 
>AT2G23210 
MGSIEGQETHVLMVALPFQGHLNPMLKFAKHLARTNLHFTLATIESARDLLSSTDEPHSLVDLVFFSDGL 
PKDDPRDHEPLTESLRKVGANNFSKIIEGKRFDCIISVPFTPWVPAVAAAHNIPCAILWIEACAGFSVYY 
RYYMKTNSFPDLEDPNQKVELPGLPFLEVRDLPTLMLPSHGAIFNTLMAEFVECLKDVKWVLANSFYELE 
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SVIIESMFDLKPIIPIGPLVSPFLLGADEDKILDGKSLDMWKADDYCMEWLDKQVRSSVFTYLSEAYSNH 
QRIKSRP 
 
>UGT84B2_AT2G23250 
MVALAFQGHLNPMLKFAKHLARTNLHFTLATTEQARDLLSSTADEPHRPVDLAFFSDGLPKDDPRDPDTL 
AKSLKKDGAKNLSKIIEEKRFDCIISVPFTPWVPAVAAAHNIPCAILWIQACGAFSVYYRYYMKTNPFPD 
LEDLNQTVELPALPLLEVRDLPSLMLPSQGANVNTLMAEFADCLKDVKWVLVNSFYELESEIIESMSDLK 
PIIPIGPLVSPFLLGNDEEKTLDMWKVDDYCMEWLDKQARSSVVYISFGSILKSLENQVETIATALKNRG 
VPFLWVIRPKEKGENVQVLQEMVKEGKGVVTEWGQQEKILSHMAISCFITHCGWNSTIETVVTGVPVVAY 
PTWIDQPLDARLLVDVFGIGVRMKNDAIDGELKVAEVERCIEAVTEGPAAADMRRRATELKHAARSAMSP 
GGSSAQNLDSFISDIPIT- 
 
>UGT84B1_AT2G23260 
MGSSEGQETHVLMVTLPFQGHINPMLKLAKHLSLSSKNLHINLATIESARDLLSTVEKPRYPVDLVFFSD 
GLPKEDPKAPETLLKSLNKVGAMNLSKIIEEKRYSCIISSPFTPWVPAVAASHNISCAILWIQACGAYSV 
YYRYYMKTNSFPDLEDLNQTVELPALPLLEVRDLPSFMLPSGGAHFYNLMAEFADCLRYVKWVLVNSFYE 
LESEIIESMADLKPVIPIGPLVSPFLLGDGEEETLDGKNLDFCKSDDCCMEWLDKQARSSVVYISFGSML 
ETLENQVETIAKALKNRGLPFLWVIRPKEKAQNVAVLQEMVKEGQGVVLEWSPQEKILSHEAISCFVTHC 
GWNSTMETVVAGVPVVAYPSWTDQPIDARLLVDVFGIGVRMRNDSVDGELKVEEVERCIEAVTEGPAAVD 
IRRRAAELKRVARLALAPGGSSTRNLDLFISDITIA- 
 
>AT2G43840 
MEKMRGHVLAVPFPSQGHITPIRQFCKRLHSKGFKTTHTLTTFIFNTIHLDPSSPISIATISDGYDQGGF 
SSAGSVPEYLQNFKTFGSKTVADIIRKHQSTDNPITCIVYDSFMPWALDLAMDFGLAAAPFFTQSCAVNY 
INYLSYINNGSLTLPIKDLPLLELQDLPTFVTPTGSHLAYFEMVLQQFTNFDKADFVLVNSFHDLDLHVK 
ELLSKVCPVLTIGPTVPSMYLDQQIKSDNDYDLNLFDLKEAALCTDWLDKRPEGSVVYIAFGSMAKLSSE 
QMEEIASAISNFSYLWVVRASEESKLPPGFLETVDKDKSLVLKWSPQLQVLSNKAIGCFMTHCGWNSTME 
GLSLGVPMVAMPQWTDQPMNAKYIQDVWKVGVRVKAEKESGICKREEIEFSIKEVMEGEKSKEMKENAGK 
WRDLAVKSLSEGGSTDININEFVSKIQIK 
 
>AT3G21560 
MELESSPPLPPHVMLVSFPGQGHVNPLLRLGKLLASKGLLITFVTTESWGKKMRISNKIQDRVLKPVGKG 
YLRYDFFDDGLPEDDEASRTNLTILRPHLELVGKREIKNLVKRYKEVTKQPVTCLINNPFVSWVCDVAED 
LQIPCAVLWVQSCACLAAYYYYHHNLVDFPTKTEPEIDVQISGMPLLKHDEIPSFIHPSSPHSALREVII 
DQIKRLHKTFSIFIDTFNSLEKDIIDHMSTLSLPGVIRPLGPLYKMAKTVAYDVVKVNISEPTDPCMEWL 
DSQPVSSVVYISFGTVAYLKQEQIDEIAYGVLNADVTFLWVIRQQELGFNKEKHVLPEEVKGKGKIVEWC 
SQEKVLSHPSVACFVTHCGWNSTMEAVSSGVPTVCFPQWGDQVTDAVYMIDVWKTGVRLSRGEAEERLVP 
REEVAERLREVTKGEKAIELKKNALKWKEEAEAAVARGGSSDRNLEKFVEKLGAKPVGKVQNGSHNHVLA 
GSIKSF 
 
>AT4G15480 
MGSISEMVFETCPSPNPIHVMLVSFQGQGHVNPLLRLGKLIASKGLLVTFVTTELWGKKMRQANKIVDGE 
LKPVGSGSIRFEFFDEEWAEDDDRRADFSLYIAHLESVGIREVSKLVRRYEEANEPVSCLINNPFIPWVC 
HVAEEFNIPCAVLWVQSCACFSAYYHYQDGSVSFPTETEPELDVKLPCVPVLKNDEIPSFLHPSSRFTGF 
RQAILGQFKNLSKSFCVLIDSFDSLEQEVIDYMSSLCPVKTVGPLFKVARTVTSDVSGDICKSTDKCLEW 
LDSRPKSSVVYISFGTVAYLKQEQIEEIAHGVLKSGLSFLWVIRPPPHDLKVETHVLPQELKESSAKGKG 
MIVDWCPQEQVLSHPSVACFVTHCGWNSTMESLSSGVPVVCCPQWGDQVTDAVYLIDVFKTGVRLGRGAT 
EERVVPREEVAEKLLEATVGEKAEELRKNALKWKAEAEAAVAPGGSSDKNFREFVEKLGAGVTKTKDNGY 
 
>AT4G15490 
MDPSRHTHVMLVSFPGQGHVNPLLRLGKLIASKGLLVTFVTTEKPWGKKMRQANKIQDGVLKPVGLGFIR 
FEFFSDGFADDDEKRFDFDAFRPHLEAVGKQEIKNLVKRYNKEPVTCLINNAFVPWVCDVAEELHIPSAV 
LWVQSCACLTAYYYYHHRLVKFPTKTEPDISVEIPCLPLLKHDEIPSFLHPSSPYTAFGDIILDQLKRFE 
NHKSFYLFIDTFRELEKDIMDHMSQLCPQAIISPVGPLFKMAQTLSSDVKGDISEPASDCMEWLDSREPS 
SVVYISFGTIANLKQEQMEEIAHGVLSSGLSVLWVVRPPMEGTFVEPHVLPRELEEKGKIVEWCPQERVL 
AHPAIACFLSHCGWNSTMEALTAGVPVVCFPQWGDQVTDAVYLADVFKTGVRLGRGAAEEMIVSREVVAE 
KLLEATVGEKAVELRENARRWKAEAEAAVADGGSSDMNFKEFVDKLVTKHVTREDNGEH 
 
>AT4G15500 
MEMESSLPHVMLVSFPGQGHISPLLRLGKIIASKGLIVTFVTTEEPLGKKMRQANNIQDGVLKPVGLGFL 
RFEFFEDGFVYKEDFDLLQKSLEVSGKREIKNLVKKYEKQPVRCLINNAFVPWVCDIAEELQIPSAVLWV 
QSCACLAAYYYYHHQLVKFPTETEPEITVDVPFKPLTLKHDEIPSFLHPSSPLSSIGGTILEQIKRLHKP 
FSVLIETFQELEKDTIDHMSQLCPQVNFNPIGPLFTMAKTIRSDIKGDISKPDSDCIEWLDSREPSSVVY 
ISFGTLAFLKQNQIDEIAHGILNSGLSCLWVLRPPLEGLAIEPHVLPLELEEKGKIVEWCQQEKVLAHPA 
VACFLSHCGWNSTMEALTSGVPVICFPQWGDQVTNAVYMIDVFKTGLRLSRGASDERIVPREEVAERLLE 
ATVGEKAVELRENARRWKEEAESAVAYGGTSERNFQEFVDKLVDVKTMTNINNVV 
 
>ChlNC64A_1_134126_IGS.gm_10_00417 
MVLPDFDHDNLEGKKLLGGGLETVVYKSPPDINEQFEFVAVYTSHFEQMCRHLLDNGAALNALRGMAVDL 
LLIDVAYHCGLAVAELLQKRVVLLNPMDIVDPFLSRYGGVPHSLAVHAAMGSGLVHPMLVGPLLGGGEAK 
PLPADLSAILEGAGPRGVVYVSFGTTFRPSSCDVVLGLAAALSAVNTTVIWAVDLAHLPVGCPLDVASLP 
PSIHVMRWVPQDDLLSHPQLRAFLSHAGVNSLNQAAYRGKPMAVKGGWGLHFKKGDLSPSTAHKLAAMLE 
QAAAKDSPLAQRAAVVSGMLNAHPRPAVELAADWIEYALALPPDADLSDPAVAMPHWKRYCLDVYAVAAV 
AVAAVLGVAALYHGTPIDAICCEFGA* 
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>ChlNC64A_1_134998_IGS.gm_12_00384 
MPTVLFVCLPLEGHLRPVTNVAAAVQRLGVDVEFAALEPSRATVESMGVPFVSLGSAERKTSKMGFAERV 
GDTSTPPVPLDQFVDKAGANFAGWEEAVYPLLQAHMDRAGGRYAAIVSDQATMAAHDAAAVAGLPLVSLY 
QLPLSYSLVMGGHNEYNMPRSVPVELPCCVLPEAMTWLQYAFTNPALKRRGAAQITAAYGRHRAAARERL 
GLPPLPPSSGPFQPPPGIPRSITIVGGMMELETERPLPPGWHMSGPQVLPPVTAPPVLDGDKDAEVAAFL 
RAAQDAGEPVVYVALGSLVTPHEALVHAMAAAFQAAPGARFLWALRQASHAFLPPDLAPPAGAGGGKVLV 
VSWAAQTAVLAHPAVKLFVTHGGLGSLSEGLAAGKPLVALPFFADQHVNAHHLANRKLGTYVDASPAAVG 
SLARRLSKAIGELLGDAGTAQRAAQLGEKLRSCNGAEVAARRIAQFVGEAAGGGAAEVGDTSAE* 
 
>ChlNC64A_1_140490_IGS.gm_3_00229 
MVLPDFDAVNLESKRLLDAGLETVVFQTPPQSNDHFEASGRFIALHTGHFESMCRHLLGDSAAMEALRGL 
DADLLFLDVAFPCGQAISELLGKRVVLFSPVDIVDPFWSRFGRLPYSPAVHAALGSGLVHPMTWRERATN 
ALLSPLMFWLGSSVARASAQRIARDFGLPGAGDPRDAFRGSRLLLVNAADGLVGPLLVGGEPKPLPADLA 
AILEGAGPRGAVYVSFGTTFRPSSCDVVRGLAAALSALNRTVIWGLNPARLPAACPLDVSILPASIHIME 
WVPQADLLGHAQIKTFLSHAGVNSIYEAPYRGKPLVCMPLAADQFDGCAKAVKGGWGLQFKKEELSPATA 
HRLTARLEQASAEGSPLAQRAAVVGAMLKAHSRPALELAADWVEYALALPQDADLSDPAMAMPMWKRYCL 
DVYAAAAAAVVAVLGSATLVLRAGGRMVWRWLTAGRRSHGKTE* 
 
>ChlNC64A_1_57900_estExt_fgenesh3_pg.C_100197 
MSLAQAALLLLAAGSVVGGHRHPTLAIVMLPGGQSHAFQGIAIARSMRGRGWRTAMVLPDFDHDNLEGKK 
LLGGGLETVVFKTPPYTNKRFQEEMLKQEELMELKTNLHEFVAMHARHFEQMCRHLLDDGAAMDALRGLD 
ADMLLLDVLFSCGEAIAELLQTRVMLLDPVDIVDPFMSKLDRFPYSLAVHAAMGSGLVHPMLVGPLLGGG 
EAKPLPADLSAILEGAGPRGVVYVSFGTTFRPSSCDVVHGLAAALSAVNTTVIWAVDLAHLPVGCPLDVA 
SLPPSIHVMRWVPQDDLLSHPQLRAFLSHAGVNSIYEAARRGKPMVCMPLAGDQYDGCAKAVKGGWGLQF 
KKGDLSPSTAHKLAAMLEQAAAKDSPLAQRAAVVSGMLNAHPRPAMELAADWIEYALALPPDADLSDPAV 
AMPHWKRYCLDVYAVAAVAVAAVLGVAALVLRLAWRGLMGLRVKHGKME* 
 
>Chlre3_142823_Chlre2_kg.scaffold_6000313 
MREFHVVFLNGLAKTHKLGPGSFDVVITDFLTSAGHDYAEYIGAPLVVFNSLSYIAFESRMMAVPPALLM 
PVMPIMLPYKMDFAAAVQNTLMTLLFEAKPCRTFLDIMDECRALGGLVPGSFRQSLTRRPQPLLLIPAAP 
GFEPPVALPPHVRVVGGMLFESGPMSDKIREYLESDPGTPVIYVGFGSFVDFPDPTYALILRALGRVPAR 
VLWSLKPKSAPSVMAAIANGTAPANVRVEPWVQQLAVLRHPAVKAVVTHGGFSSVSEIMYVGKPMVAIPG 
FGDNEHNAWKLQQLGAAVQLSKESPQLEQQLVEAVNKVLTDPSYTAAARRLGLVTRTAPGAPHAAALVEQ 
VAALGSTQHLSSPDNTGVVAAATATLAAVPLVLAALVLVCLARCLGGSGRRRVMKAKPE* 
 
>Chlvu1_27740_e_gw1.5.383.1 
MRWLGLTCLWLLVAVPHGHCARVLSIVLPGPQSHLFGMKKVAEAVAARGHTVKVCIRNCLEAFMEGAGDN 
GVLLVAMGTVATLGLKERQAMAAAFAKLPVRVLWRLSKSEVPDESAIADLHLGNNTKVATWLPQNDVLGH 
PRTKAFLSHCGVNGLYEAAYHGVPIVALPFFADQPANADKAVARVRQLYRHLLHVWYQMLRRAIHTAIIC 
CAVHSLL* 
 
>Clvu1_36718_estExt_Genewise1.C_50457 
MAAAFAQLPVRVLWRLSKSEVPDESSIAELNLGNNTKVATWLPQNDVLGHPRTRAFLSHCGANSLYEAAY 
HGVPIAALPFFGDQPGNAGQAVARGMAVPVRHSDIGTEAFPAALAELLGNGSYAAAARSISVKLRARKRT 
PVQEAVDWIEHALATGGKAYLRTPEHDLPLFVLWSLDVWAIFLVSAALVIYIFSKLTQLIAYALSRSLEN 
GAAKKAA* 
 
>Chlvu1_43304_estExt_Genewise1Plus.C_100284 
MNLREIAEELAQQRAHHITYVTTNLDMSPLQPTNNTILSYNIHGMADTETLSDWVLSSKNTSAGVASSFM 
VIINQACLGLMSNETALTQLKDFRADVMLAEIQNPCTALLAHVLDLPWVNHWPLAPIEHDFDQRPSRSTI 
HLLCFWGRLKSFLAHQLNGLKVWRMHSSTGEWTCTALLCISPCMQSLRKKYDFNPYAAEERRRMVLSMSP 
VDWAAEWLRPMSPSYKYVGPVLAGPGKALPADFEAFMTGAGDQGVLLASMGTMAELDQEELASMAAAFAT 
LPCKVLWRLTPKEAPDAAAVAALNLGNNTWVVMRVPQNDVLAHPNLRAFLSHVGINSMYEAIYHGKPVVG 
MPLFGDQPSNADRVVAKGFGVRLSPDQAGTPAFKEALMEVLTNPKYTAAARAMSVKIRARKNTPVQEAAD 
WVEHVIATKGEPYLKIPEDEMSFIARNFLDVYAIIAACCLCPVMAAWAVLALL* 
 
>Chlvu1_44652_estExt_Genewise1Plus.C_170076 
MKYCELFLEDGEAAAVMKEFDADVLLGDVAYACAMGQSELLRRGDPRGRLPRVMVSALPILDPLVPGRME 
NMPNNLAYVPQLGTSLSNRMTFLQRVKNLAFYCGSLLGEQLRALPLYTRLGTVHGVDCLATSTVHGSAMF 
LYNMDFAMEWPRPLPPTVQLVGALLPAAAKPLPPAFQALLEEAGPEGAVYASMGTLCNFGAGEFVEIARA 
LSALPNLVIWKLAPGDLPGNATVASLNLNPNVKVVDWTPQNDLLGDPRVRAFVTHGGLNSIYEAAYHGIP 
VVGLPVFGDQPDNVMKAVYRGFGLMIPPGTITADSLLAAALRVMAEPSFREAARKVSLRMRAHRLTPAQK 
AADWVEHVMATGGDTYLKTPEHLLPWHVRHMLDVYAFVAALLAGLLWLSCAGMRALFGGRPKQARLSGSA 
* 
 
>Chlvu1_60059_GG.C169_S05_00415 
MKKIAEAVAARGHTVKFLVLDNNAHALQPTDVPVLTYSIPVVKGPFDPAAMKVKGAQNFVQTVADITRVF 
VSGCDGILSNDTLMAQLKDYNPELLLAETLSPCAQVLASKLDVPFVNFQMYAPIESVQTSAWRGSNRNAF 
TPNPLAYFPQKDSGIETQHMSFPQRLHNFVAYWKFHAGDYWHVRPIVRSAFRRFGVDPDAPKERRRMVMT 
MCIADFAIEWLRPLPPSYKLIGAVLPEPAQPLPADLEEFMEGAGDDGVLLVAMGTIATLGKAEQRAMAAA 
FAKLPVRVLWRLSKSEVPDESAIAELKLGNNTKVATWLPQNDVLGHPRTKAFLSHCGVNGLYEAAYHGVP 
IIALPFLAEQRENADKAVGRGLALRLNHEDLLTGQFSHTITRVLTERSFKEVAEKLSVKLRARPRTPTQE 
AADWIEHALATHGEAYLQTPDQDLSLFVRLSLDVWAACLVVIALVILVAAKLARLACAKLDDALIHRVSI 
ANSKGGAASYSSLPHTDGAETVINGAHVQSS* 
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>Chlvu1_72778_fgeneshCV_pg.C_scaffold_5000401 
MNQKSLFVALLALSCALSGPLSAMLVAPGDVPKMTARDKGEEIAHMTFNTHTADLEGVAAIPVRNHEEMM 
DKVLTIWHAQCHALLSDADIMARLQGDKPDLILGVPFFPCTTMLAAKLGVPYISLNPSGLVGNSFMHPLW 
AGSGRDFHIGPRLSSVPEMFLEASYPLTFLQRMQNAWLYAKAQLHEYGTHRPMTKALQAKHGTDLASPEA 
RRLEMLHIVNSHMAYEQPRPLPPNVKLVGPIMAKPAAPLPPDLQEFVEDKAETQMIASALSRLPIRTIWK 
MSKQEVAAVGGLDALNLTDNVKVVTWVPQNDVLGHPSTKAFLSHCGANGLNEAAYHGVPVVAMPFYGDQP 
MNARKLIGKGMAVALQKRGLSAEGVYDAFTRVLTDESIRAAAAKVSKRIRSRKRSSVQETADWVEHVLDS 
DGEAYMQLPDDDMSFFVRNSLDVAATFFGLGVVALIAGGLISAWVIGGAYRKLKGLAGWEKKMV* 
 
>Chlvu1_81366_estExt_fgeneshCV_pg.C_20082 
MLLYQVVAAQSDADAFAKLDWSGMEIETYTAAYNQSDWRDQARKARFKDPIQGGLEAEFGADVLFGDWAY 
YCTPALSEMLKLPRVTVSNIPILDPVHTTWDRSTGRRMHASNMLAYTPQVGTGFPSAMSFAQRVENVITY 
AVASLIDWVAFHRMIYKPMGARHGIDLGTPEALSRGVMHLFNVDFALEFPRKLPPNVKLVGPLMPEPPKP 
LPADLEEFVGGSAEAGAVYVSLGTVCSIGAQEFRELAAALSALPSRVIWKVGADDLPQGVSLASLGLADN 
VKWAPQNDVLGHSKMRAFLTHGGVNGLYEAAYHGVPIAGIPLIADQKDNVAKAVHRGFGLAVDPHGCLTA 
ARIGGALRRLLAEPGFRAAAAKLSRRLRSRPRTPAQEAADWVQHVIDTEGEPYLQTPEDTIPLASLLLLD 
VFAFFTVATLAPLGIAWAVGSRLLAARRAPKAKAA* 
 
>Chlvu1_82338_estExt_fgeneshCV_pg.C_50395 
MARLQGDKPDVIMGVPFFPCTSLLAAKLGVPYIAINPSGLAGNAIMQPLWAGSGRDFHIAPRLASVPEFL 
FEATYPMTFLQRMQNVLLYASAQMHGIMITRPMMRKLQAKHNLDLTTAESRRLHLLTIINGDMALDQPRP 
LPPSVKLVGPIMAKPPAALPPDLQEFVEGAGAAGVVLISIGTIATFGKEEIHAIASALGRLAVRALWKLS 
EQEVAAAGGLESLNLTDSVKVLSWVPQNDVLGHASTRAFLSHCGANGMNEAAYHGVPVVAMPFHGDQTLN 
ARKLITKARTHPNLNSSALLAWVYFFGMAVLLQRKGLTADGVYNAFTRVLTDDSIRAAAAKVSKRIRNRK 
RTPVQETADWVEHVLDSGGDPYLQLPDNDMSFFVRNSLDVAAAYLGIGVVILIAGKLLIAWVMGGACRKL 
KGRAGWVKKIV* 
 
>Phypa1_1_123741_e_gw1.46.36.1 
MTIGAEPSVEMASQPHVVVMPFPSKGHSTPFLHFAAKLTALGVTITFVNSYEHVQPQDFQSIGGLEQMKV 
VKIGGPVLPGDDIAKPLPMMAASERITQDLEDLLEKLVYTPGLPRPAALICDVFFGWTQDVADKFKIPKY 
LLFTSPSSLLALMSYVPTLLKLGRLPVGFEPFSDIPGVASLKAAEMPSMMLDHKSIPEAYAFFLRHCDRL 
PDARGVLVNTFEDLEHRTLECIRERIYAVYFEDNSKVSESNQEDTAEYLKWLDLQPEHSVLVISFGSFSS 
LRANQVTALANGLLESGQTFLYVCRPPAAVDGSKPIDSTLKPLQYLPEDYEERIKGQGVIVPGWIHQLGV 
LSHPAVGGFLTHCGWNSILESLCRGVPLLAWPLHGEQRMNKRFVVDEAKVALEFTMGPNGIVEAEEIAKV 
VKELFVSEKGNMVRVQAHQWKTLSAKAVAPGGSSASNLQRFVDEIFAPLNSTH* 
 
>Phypa1_1_128968_e_gw1.73.38.1 
EIVQERDPCISWLNTRPAKSVLYVSFGSAASHSASQLVDLALGLEASECSFLWIVRPPDAIDRAATLNAL 
ERVAEYLPPGFEGRVKDRGMCYSGWAPQMRILKHPAIGGFLSHCGWNSTLETVAAGVPVLAWPIKAEQHL 
IRRFLVDTLRIAVELKGDNYAELELEGDGLRPPLRVSKEEIANKIRCLMVEEESQLLQLNIQKLMVKFKE 
AGALGGSSRLNFEAYVSLLHANHDSAAQLKEMEHKSEMRDIFSTGERPLAIATLG* 
 
>Phypa1_1_132121_e_gw1.93.46.1 
AEKFSIVRYCLFASPVHFLSLLFHLPKFNDENLIPVKKGDEPLMIPNFPPIPAGDLPPSQQADNGNPGSH 
FFLLNETKQMWKAAGVLVNSVEEIERPVLEGLQRYIDETITFGPLVDGCGEGKLSLRDKLREMKEGGDWY 
DWLSQQPDSSVLYMCFGTVAMLSDEQIRQMAIALENSGQRFFWALRLRRNETGAPQDVSRVFPEGFLQRT 
KSKGLVYFDWAPQLHILAHRAIKGFVTHCGWNSTMESILMGVPTIGWPMQAEQMLNAIFLDKVLGISIRI 
NKTAGWKDMISSDTFERAIHTLMVDPSGETMKAKVLQISDTVEKAARPGGSSRINLESFVQDVRRMASGG 
VNS* 
 
>Phypa1_1_150508_e_gw1.317.48.1 
MHWLDAREQSSVLYVSFGSLLTVTETQIHELAHGLEICGRPFLWVYRVPNTPQILPADASTEDSLSEGLP 
PGFLERIQGRGKLIRGWAPQEKILAHKSVGAFMSHCGWNSSLEALWSGKPLVAWPLAVEQRLTARYYYSP 
SRTWISPGPVLSSGVRKNDDSIVESAEVVQAISLLMEEREETGIHSKFDRMQELAHMAVDDGGSSRSNLQ 
VLIDSIKNQPNPLT* 
 
>Phypa1_1_162515_estExt_fgenesh1_pg.C_440071 
MESSIVDWTGVPHVVLIPWFGAGHTIPFLEIARRLAAEGIVITLVTTDRHVVEVRSLVGSMDLTSQGLPL 
RLLGLRDNMAHLSHYEWMEKEREDPEAQLNVVKLLQELIVDVGSPDSMKLRNVQPAAPPVCVLHDLFVPW 
AQLAAENLKIEKHMFYSSSASAMSCALQTRRLYQEGRIPITREMRNMVFTDIPGLPPIPALDLFSSFMDP 
VMYKWMSRHYFACQNADVVLINTYYDLEKPVLDALRNEVIAAPDAQIKFIYDIGPLLPESYVRRDRDDDI 
LQQGSEETDPCILWLNTRPPSSVIYVSFGSMQTNSPPQLLEMALGLEASGSSFLWLVRPPDSPGMTAALG 
GPCSITEFLPSGFEDHVKERGMCYSGWAQQMRILKHPAIGGFFSHCGWNSTLEAVCAGVPILGWPFKAEQ 
HLNCRILVDTLRVAIEVEGNPHTKEELESEKVRLDRFVSKEEIEKKVRNLMQEEKGQLIRENMQRLRIKS 
REVLSQGGCSRQSFEAYLRLLRGKRDNFLASRPNQQLHRVHLNTPCTANRQFR* 
 
>Phypa1_1_162654_estExt_fgenesh1_pg.C_450169 
MTVARREQRQVDGMRKGRLHVVVLPYPAKGHSIPLLHFAKQLHSMGVFVTFVNTFNHLSKEHFRSIYGAN 
EDDNPMQVVPLGVTPPEGEGHTSLPYVNHVNTLVPETKILMTTLFARHEDAPPSCIVSDMFLGWTQEVAN 
TFNIPKYVLFASPASGLAFMLHTSELVKQGKLPIDRSKEEDLVYDIPGVPPTRLADFPSPIQDPEDDSYL 
FYLRNCEQLLEAAGVLINTYYELEPTYIEALRKAYNLISFLPVGPLLPKAYFEPSSDVVPVDSDIRDPCL 
KWLDTQPDSSVLYVSFGSVAVLSIEQIQEIAQGLEASGQRFLLVLRPPSNPENVPLLPEGFEERTRGRGF 
VQVGWAPQLWVLSHRAVGGFLTHCGWNSTLESICRGVPMLAWPIQAEQAMNARFLVDVVKAGVELCRVTD 
KLVTKERISETVKFFMTEGVSTARKNVRKLQKLALNAVALGASVQKNLEDFTLEVRFGKQLPNGL* 
 

214



>Phypa1_1_174128_estExt_gwp_gw1.C_40016 
MKIEHTNGNVVKTLHAVIVPFPAQGHITPCLQLAKKLVRLGFHITFVNTVHTHDRLMKSSFKDREPDEDI 
EFVAVSDGLPDDHPRLADIVAFSVAFSERGPVFAELLVKLLRKSPITCVIRDISSGVVQEPARKLGIPVV 
GFGTPSAISIQCRTHIETFIEAGVLPLPPPPMNTSTPSLDPVKVNDIPTYLLTHDLDSHFVRLNRACQRP 
LLQSCECLLFNTFHDLEGEVLDAMTDINANIYSVGPLIFNSKKSQVDGVEELSLAATESALWKEDPISLS 
WLDNQKQNSVLFVSFGSIATMSIEQMLEFALGLEISGHAFLWVIRSDSIEDTHENEEFQITFSDFKKRTQ 
DRALFVPWVQQIAVLSHPSVAAFLTHCGWNSVIESISSGVPMLCWPRFADQNTNCHYVKCVWEIGLDFES 
QVKGDTTIVSKEELDKKVRRIMAKDGADLEIDKIRTNARNLRIAARKAVSEGGSAHTAFMKFVQQIQQTS 
KLQLPS* 
 
>Phypa1_1_188562_estExt_gwp_gw1.C_1200091 
MEAEDLVLHVVIITVPCPGHLIPASQMAKHLLSLGMKVSCFNTGINYPSVERHFEEKFGEVKIVFRPLRK 
ENEFVPPGKRLEEHLDWIQHLNDEAMAERLAEALRNLTPPPACIISDMLVGWSQDVANAFHIPRFLLYTM 
PANALLYMITVISTSLVSPAVAPKRPPDIWKSMVDPTSSINDYLHRNARRFCEAAMILVNTVEDLEAGLL 
DLMRTELIGKPNLLPIGPLIRSYGGEICSDNSVSHNQEDTSCAEIFRWLDTQEDSSVLYVSFGTLVTVNE 
SQAHELAHGLEQSGTPFLWVYRPPEVCQVLPMDASVQDSLLDGLPTGFMERIEGRGRLITQWAPQQLILS 
HRSVGGFMSHCGWNSTLEALWAGKPIVAWPCAIDQELTARYLVDDIKLAVEVHKNDDGLVESAEVARAIS 
LLMDENTGSGIRSWFVKMQQLAHKAIGEGGSSKTNLKTLVDRLKSHLKTLP* 
 
>Phypa1_1_193985_estExt_gwp_gw1.C_2090075 
MRSQSARVLPIGPLETSFAVKDSERNEHNPLGTVALEKEQKLSGEVEQWLDNQPSGSVLYIAFGSIFSLP 
AEQIREVAHALEASGQRFLWILRPPETPQVMERTRDRGKLYSSWVMQPTVLAHPAVGLFMSHCGWNSILE 
AVSTCTPIIACSCFVDQHVNARFVVDIFRIGSVAKNPQGKYERGHMESVIRNMMEGEEGKAARNNVTKLN 
KVLRDAVSPSSGSSAKNLQQYVAEIFAMAKAQAFLQSS* 
 
>Phypa1_1_222823_estExt_Genewise1.C_2430017 
MHVLLSSYPDYHVHVRGILVNSVHELESSVFEALNEHYLRRIIPVGPTIPKSVFFKETNQENNANCSGVG 
RDPILQWLDTQPSSSVIYISFGSIATLTANQLVEMALGLEASGQRFVWILRPPSDPSMIAANSEAYSFLP 
PGFQDRVKGTGIIVTHWAPQVQILQHPSTGGFLTHCGWNSILESIGAGVPMLAWPIQAEQMINTRWIVEE 
VRAAFALRRDPYSFVDRNSIDKGVRLLICSEEGQAAKKNVLHLRDKLLSSFGDNGLSAKCLKSFVEELEQ 
LHAQ* 
 
>Phypa1_1_231689_fgenesh2_pg.scaffold_137000006 
MAISEHGALQPHVVLVPSPLKGHTIPFIILTKQLVGHGVWVTLVSSDKHIASQEQDKVNFVGLREGPSNF 
MEAISEVSDVRMAEMLSEWLRMAMEMPQKLKSDGHSQARAAPCCIISDMFGGWTQDVEKKFEIPNHVLFT 
SPAACAAMQLTIPKLFEEGILPFPSSHKGYVNIPGIPPLDFHDLPEYLIAEESSTKHKFLVDTAKVAVEV 
VKGKHGFVRKVEVERVVRLLMQKFLGIDIRNRTKTMAEFAHKAVAPGGSSQNGIKIFLMELNTSNHDN* 
 
>Phypa1_1_233857_estExt_fgenesh2_pg.C_1080033 
MGSNSGNVHVVLVPFSAIGHCMPFLYLASRLAQVGVKVTFLCLEGLRSQLQTSPSFKPHAGVILHKNIDI 
VTVKDGFSTRAGLGAADVIREESRPALVSVFCDCLSSLMSSGASLAPCCIISDMMLGFTHDVAAKFNIPR 
YVLHTQSAANLSLMLQVPKLLADSILPLTTTSQDVFVQIPGLKVRLRASELPTDLDPNALIPKLLKIDSY 
GNFLYMSRRAAEAPIVLDNTFRELEADVLAALDETGQLMRMASSKSLMRALFSSWIGYENCIEDFALGLE 
ASGQPFLWIAGDLISRRQDQPTITQCLPPGFLERTKDRGMVVTTWAPQLRILNHPSTGAFLSHCGWNSIL 
ESISAGLPIIALPGRAEQKMNCRFLVDVAQVAVELKVDEKGRPTSSSEVERKVRLVMQQDEGRTLKANVQ 
ALKRSEESSAASIHELIKFISAAESHVQQHRDNNINNNNNNNRAWHPVN* 
 
>Phypa1_1_3319_gw1.232.10.1 
HVVILPYPAKGHSIPLLHLAKRLHSMDVVVTFVNTFSHLSEEHIRTLDGLDYSMRVVELGVQPPEGEGSG 
ELPYVAHANELVPDSMFMMEKLFAENKEAPPACLVSDMFLGWTQVVADKFNIPRYVLFSSPASALPTMLH 
VPELIRQGRLPIDRSKWLELVHDIPGVPPTRIVDLPSPLQIHTRFLYSLFVQNAYDMHDAAGVLINTYYE 
LEAPCIDTVRQTEPHLLSILPVGPLLPDYYVNGKIHEASAHMKEQEPCLQWLDTQPESAVVYASFGSVAT 
VPIPQIHDLALGLEASGERFLLALRPPPNPDNVALLPEGFEERIKGRGFVHFGWVPQLYVLSHPAVGGYL 
SHCGWNSTLEGLCQGLPMLTWPIQAEQAMNARFLVDEAKVALEVCTLTDGFITKDHISKVVRSLMREPEG 
ALCRINALKLRNLALAAVSEGGSVPKSL 
 
>Phypa1_1_67713_fgenesh1_pg.scaffold_15000245 
MAANGDAVAAPVEGQKSGCHLLVIPYPARGHNLATLQLARMFLPYGVRITVGNIFDNMAQDFLDICRAED 
MTVVNLGVRPADHPVNTNLPYFDVVKRVQGETEQLVERLNADTESPPLTCILSDIFLGWTQDVADKFGIP 
RYVICASMGKVMAALLYMPELAAQGILPVEPSKTSELVHIPGLQPTRCGDLSPAVQTASGLHMYTEYVYG 
CCQPAVEAPGCFINSFYELEPSCIDSLRSHPYRRAHSQGPNGRSVFPVGPLVHDSYLELLRSGPTVKRCS 
SVEPEAPYLKWLDMQPKDSVIFVSFGSLASLSIQQIRELILGLEASSHRFLLVIRPTASEDADEILPLLT 
KSFEEQRLSTGFVQSEWVNQFDVLSHRAVCGFLSHCGWNSTFESICRGVPLLGWPIQADQKLNCRFLVDE 
AKTALEVHKGPNAFVSREEVARAVRQLMTEPEGEVRANVGKLREQLKEAVSKDGSVQRSIENFLAEIRSS 
NN* 
 
>Selmo1_102508_e_gw1.26.112.1 
MDSQPPHVLAFPFPTQGHINPMILLCRKLASMGFVVTFLNIGSKNMSSTADEQFRIMSISDECLPSGRLG 
NNLQMYLNAMEGLRGDFETTVEELMGDSQRPPLTCILSDAFIGWTQQVANKFGICRATLWTSCATWALAC 
FHFLSLESNGLLPAYGKNHFHSYYYTKLFAGSSRVLDFIPGMPSSFAAKYLPDTIQNVEPYDPGFLKRRQ 
RNEIMRNDAWVLVNSVLEVEASQIEEISRSENPNFVPIGPLHCLSTDDTRTARLAVASHSPWRQDRSCLD 
WLDRQAPNSVLYISFGSLATASHDQVEEILAGLDKSGSAFLWVARLDLFEDDDTRDKIVATVRNSQNSLV 
IPWAPQLEVLEHKSVGAFLTHCGWNSITEALATGVPMLCKPCFGDQITNCALVVDHLKVGLRATVEEHDK 
QTSAHRIEKVVRLVMGESGQELRKRAKELSDTVKGAVKPGGSSYANLQAFVQDMKRRALK* 
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>Selmo1_104303_e_gw1.29.158.1 
MKQAIGGDKFLPVGPLFLLGDRPEDTGFTSFDPKCLGWLDQQPDKSVLYIAFGSVAELSIEELVEFGEGL 
VASKQKFLWVTRPSKDENTNEFYESFGDKNREQGFVTSWAPQARVLSHSSVGAFLSHCGWNSTIEGVSSG 
KVILCWPCLFDQNLNRRLVVENWRVGFGFDKTQGKVRREEVERVIRLAMKEDQGREARRRVEELSGKMKR 
AVTVPGGVSLQNLEKFVWEIVSSRV* 
 
>Selmo1_105043_e_gw1.30.356.1 
MLHFVKPALEALEPPAQVLISSAFMGWSQDLADSLGIPRVALWPSNAANEVIATYLPRLIAERYVLPAQV 
GDCKDDEKLITFIPGLPPLRPTQLPVCYQNDSIDARMQAVAIARLPQAVCVLVNTIEELEIEVVRARQQT 
LRSYLPVGPLIRQKPIVNHRYKREAAACMEWLEKQAPHSVLYIAFGSVFGLAVEEVAKIADAVEETSQPV 
LWAMRRNFATNAPGGFFEELAARITGGGRGLLVEWAPQQLILPHSSVGAFLTHCGWNSTLEALAAGVPTL 
CWPVAAEQNWNAMVLTEEWKIGVNVSGGEIAGAIRAVMSDEIGSGMRARARSLRESIGDGGSSARNLHSF 
ALALKAERENEEP* 
 
>Selmo1_110114_e_gw1.39.79.1 
MGSSSPPQELVHLVAVPWVIPGHVNPLLHLCSKLAALGSFQITFINTFENHERMFKSREPITREGIDFVG 
VSDGMPERGANDHPPPGMEGLKEVIKSSDGLQRGVEELLESMIHERGIPIKAIISDLFLHWIQDIATRFK 
LVRVAFSTTSATFDLVTLHMRRLRSEGFVPVKNRTTGDKKIDFFPGIPSFSPFDLPLAWYEEHPIIPFFE 
PPYERLFQADWILSGTFQALEPDIVSIFHHHYGVKNYLPIGPFLPDEHMHGSGDGGQEDLRAALSSEDLR 
CLEWLDSRPNSSVLYVAFGSIAVMPSDQFQELLHALDHCCAEKNVGVLWSIRPNLVDGEFPREIFDAFLE 
RSGDGACVVSWAPQMRVLRHVAVGGFITHCGWNSALEGMCAGVAMIGWPCLSEQNLNCSFLAKRKLMLRV 
KDHSRDGILGREEIARAVDELMHGEIGKEIRANVGAVKIEARKAVATGGSSHGNLQAFVNALAFKV* 
 
>Selmo1_111188_e_gw1.42.268.1 
MFAGKPHVVLVPYPAQGHFSPVVFLGKKLAELGCAVTIANVVSIHEQIKVWDFPSELDIRLEPLHPAVDL 
SKGVLAAAEADLIRFSRAVYDLGGEFKNLIQALNDSGPRVTVIISDHYAGSWCAPVASEFGIPYAVYWPG 
SAAWFAVEYHAPLLISEGDLPIKDGEDREITYIPGIDSIKQSDLPWHYTEAVLEYFRAGAERLKASSWIL 
CNTFHELEPKVVDAMKKLFNDKFLPIGPLFPVLDDHGDLKSVLSFLKEDRECLDWLDTQPDSVLYVAFGS 
IAKLSQEEFEELALGLEASKVPFLLTVRPPQFVDEADTTVLVKNSDFYKNFVERTKGRGLAVSWAPQREV 
LAHRAVAGFVSHCGWNSVLESVSSGVPIICWPRIYEQGLNCKIMAERCRIGVEVSDGRSSDAFVKREEIA 
EAIARIFSDKARKARAREFRDAARKAAAPGGGSRNNLMLFTDLCSTDTRSW* 
 
>Selmo1_111272_e_gw1.42.326.1 
MFAGKPHVVLVPYPAQGHFSPVVFLGKKLAELGCAVTIANVVSIHEQIKVWDFPSELDIRLEALHPAVDL 
SKGVLAAAEADLMRFSRAVYDLGGEFKNLIQALNDSGPRVTVIISDHYAGSWCAPVTSEFGIPYAVYWPG 
SAAWFAVEYHVPLLISEGDLPIKGLSLSTLIALNLCLV* 
 
>Selmo1_111307_e_gw1.42.177.1 
MRSLSGVSWAPQREVLAHRAVAGFVSHCGWNSVLESVSSGVPIICWPRIYEQGLNRKIMAESCRIGVEVW 
DVRSSDAFVKREEIAEAIARIFSDKARKARAREFRDAARKAAAPGGGSRNNLMLFTDLCSSDTRS* 
 
>Selmo1_111448_e_gw1.42.74.1 
MIFAGKPHVVLVPYPAQGHFSPVVFLGKKLAELGCAVTIANVVSIHEQIKVWDFPSELDIRLEPLHPAVD 
LSKGVLAAAEADLMRFSRAVYDLGGEFKNLIQALNGSGPRVTVIISDHYAGSWCAPVASEFGIPYAVYWP 
GSAAWFAVEYHVPLLISEGDLPIKDGEDREITYIPGIDSIKQSDLPWHYTEAVLEYFRAGAERLKASSWI 
LCNTFHELEPEVVDAMKKLFNDKFLPIGPLFPVLDDHGDLKSVLSFLKEDRECLDWLDTQEPDSVLYVAF 
GSIAKLSQEEFEELALGLEASKVPFLLTVRPPQFVDEADTTVLVKNSDFYKNFVERTKGRGLVVSWAPQR 
EVLAHRAVAGFVSHCGWNSVLENVSSGVPIICWPRIYEQGLNRKIMAERCRIGVEVSDGRSSDAFVKREE 
IAEAIARIFSDKARKARAREFRDAARKAAAPGGGSRNNLMLFTDLCSSDTRS* 
 
>Selmo1_111464_e_gw1.42.270.1 
MFAGKPHVVLVPYPAQGHFSPVVFLGKKLAELGCAVTIANVVSIHEQIKVWDFPSELDIRLEPLHPAVDL 
SKGVLAAAEADLIRFSRAVYDLGGEFKNLIQALNDSGPRVTVIISDHYAGSWCAPVASEFGIPYAVYWPG 
SAAWFAVEYHAPLLISEGDLPIKDGEDREITYIPGIDSIKQSDLPWHYTEAVLEYFRAGAERLKASSWIL 
CNTFHELEPKVVDAMKKLFNDKFLPIGPLFPVLDDHGDLKSVLSFLKEDRECLDWLDTQEPDSVLYVAFG 
SIAKLSQEEFEELALGLEASKVPFLLTVRPPQFVDEADTTVLVKNSDFYKNFVERTKGRGLAVSWAPQRE 
VLAHRAVAGFVSHCGWNSVLESVSSGVPIICWPRIYEQGLNRKIMAESCRIGVEVSDVRSSDAFVKREEI 
AEAIARIFSDKARKARAREFRDAARKAAAPGGGSRNNLMLFTDLCSTDTRS* 
 
>Selmo1_111739_e_gw1.43.169.1 
MREGFGENFVPVGPLFPLKGEAIDSTGLQEVNLRTPDESCLPWLDKRDRGSVLYVSFGSISFMTAKQFEE 
IALGLGASKVSFLWVIRSNSVLGMDEEFYKGFVSRTGGRGLFVRWAPQLEILQHESTGAFLTHCGWNSML 
ESLACGVPMLGWPSMFEQNTNAKLVLEGEGVGVAFSRSGGKDGFAPREEVEEKVRAIMEGEQGRRLKARA 
MEIRELAVKAASPGGSSHTNLKKFVESLAS* 
 
>Selmo1_111888_e_gw1.43.281.1 
MGSHEKLHVVLIPLPAQGHVVPIIYLARKLALLGVTVTIINVDSIHETLQQSWKSEDNPVSNGHNIRLES 
ISMDLRVPNGFDEKNFDAQAAFCEAIFRMEDPLAELLSRIDRDGPRVACVVSDFYHLSAPHAAKKAGLAG 
ASFWPGNAAWAAIEFHVPKLLEMGDVPVKGEALIDLEVCSKKTWDFYGASGR* 
 
>Selmo1_111946_e_gw1.43.430.1 
MGSHKKLHVILIPLPAQGHVIPIIYLARKLALLGVTVTIINVDSIHETLQQSWKSEDNPVSNGHDIRLES 
ISMDMRVPNGFDEKNFDAQAAFSQAIFRMEDPLAELLSKIDRDGPRVACVVSDFYHLSAPHAAKKAGLAG 
ASFWPGNAAWAAIEFHVPKLLEMGDVPVKGEALIDLEVYEKLISYIPGMELRSQDIPLFMHDGEFQKVGE 
EQSLYRSKRITLDSWFLINSVHDIEPRIFEAMREGFGENFVPVGPLFPLKGEAIDSTGLQEVNLRTPDES 

216



CLPWLDKRDRGSVLYVSFGSISFMTAKQFEEIALGLEASKVSFLWVIRSNSVLGMDEEFYKGFVSRTGGR 
GLFVRWAPQLEILQHEATGAFLTHCGWNSMLESLACGVPMLGWPSMFEQNTNAKLVLEGEGVGVAFSRSG 
GKDGFAPREEVEEKVRAIMEGEQGRRLKARAMEIRELAVKAASPGGSSHTNLKKFVESLAS* 
 
>Selmo1_112093_e_gw1.43.294.1 
MGSHEKLHVVLIPLPAQGHVVPIIYLARKLALLGVTVTIINVDSIHETLQQSWKSEDNPVSNGHNIRLES 
ISMDLRVPNGFDEKNFDAQAAFCEAIFRMEDPLAELLSRIDRDGPRVACVVSDFYHLSAPHAAKKAGLAG 
ASFWPGNAAWAAIEFHVPKLLEMGDVPVKGEALIDLEVCSKKTWDFYGASGR* 
 
>Selmo1_113943_e_gw1.47.147.1 
MTLHHATDPKFSADIVGKTFVEAVGYSSQADRVLANSSHTLEGNAVRALELCGINIVPVGPLHLNISTGS 
DPDDPNQVIPWLDKQESRSVLYIAFGTIAPVPAAQFEQIALALESTKNIAFLLVVRPQQLELVPKEFGAT 
ARYALKSGGALEHVNGGTVYRGLLTDWAPQVAVLGHRAVGGFLTHCGWNSILESVTVGVPVMSMPRMADQ 
CLTRKILDEEWGISVRLGNAITDVVSKADLEAAIQELMFKRRDELGKKASDLGELARQGMEEGGSSRSGI 
DSLVKDLELWK* 
 
>Selmo1_115208_e_gw1.50.209.1 
MIRELAHGLESSGFAFLWSLPSPRNEEPAAYLNRVLPPNFAERTSGRGKILTGWVPQQLVLSHPAIGALV 
SHCGWSSVVECILLAGVPILAWPFLGDQLPTCRHLVDEYKIAVDIGVDGVPSADDVERGLRAVMEDQELR 
NRAKQRRKLVRQAALSTQPGSSGHNLAEFISSLAG* 
 
>Selmo1_115886_e_gw1.52.275.1 
MASSKVHVLAVPAAVQGHISPMMHLCKFIAQDPSFTISWVNIDSLHDEFIKHWVALAGLEDLRLHSIPFS 
WKVPRGIDAHALGNIADWSTAAARELPGGLEDLIRKLGEEGDPVSCIVSDYSCVWTHDVADVFGIPSVTL 
WSGNAAWTAWSITFQSFWRKITFFLAEEANSVIIDYVRGVKPLRLADVPDYLLASEGQEVWKEICIKRSP 
VVKRARWVLVNSFYDLEAHTFDFMASELGPRFIPAGPLFLLDDSRKNVVLRPENEDCLRWMDTQEPGSVL 
YISFGSIAVLSVEQFEELVGALEASKKPFLWVIRSELVVGGLSTASYNGFYERTKNQGFIVSWAPQLRVL 
AHPSMGAFLTHCGWNSVQESIANGIPMLGWPYGGDQITNSKFVVEDWKIGVRFSKTVVRGLIGREEIEDG 
IKKVMDSDEGKKMKERVENLKILAKKAMDKEHGKSFRRLQAFLEDLKALS* 
 
>Selmo1_116931_e_gw1.54.261.1 
MEDHVQKEWLDAQEVSSVLYVCFGTMVELPEEQVMEVGYGLEASQQSFLWVLRESSQRKLGDFLQGLRTR 
IGNRGLIVSWSSQIDILRHPSVGGFVTHCGWNSTLESLSSGVPMIGWPFMGDQPINCKFMVDVWRVGVRI 
ESKNSSDGSSRIVGRSEVERASRSLMGSETLRKRAKEIKSKAMEAMEVSRARLKELLYL* 
 
>Selmo1_12509_gw1.59.70.1 
MGSQGAAIVPHIVAIPFIWPGHITPLLHLCQHLAASGCLVTLLKTPENSQSVGAEKWENGVRIKSCLPLD 
PSKALPAVHKDDQAAKLDEILRYFNRFQALNDDGSVLTIVEDVGKSSGVPISCVISDVYVGWARDLATKL 
EVPWIALWTSTVAELLVYYHMPRLIAQGIFPFAGNPSHEKFSIPGLPSLQPENYPTFGFLPFESLHKILH 
TFKELVQMIPRADRVLVNSIEGIEGSAIDSLRSSGVNIKPIGPLHLLSEKLGTSAPQGEAECKKESEIIQ 
WLDARPDSSVIYIAFGTTMSVANGQFEELASALEESRQEFVWAIRDSSLIPPGFQERMSKLDQGLVVSWA 
PQLEILGHRSVGGFLTHCGWNSVTESMSFGMPMVTRPISGDQVLTAKFVIDEWGIGVGVRGIEIGLELAR 
KDDLKNSIKALMEADPKTSEIWKNARRVKEVVRAAMKNKGSSRNNLDSLVCDLHQR 
 
>Selmo1_126247_e_gw1.82.67.1 
MGFNEHIISSDGILFNSFTELEPELFKALAESFEEIKHHELLPIGPLFPSKYFATKESAVLRSSEEERCQ 
SWLDEQPVESVLYVSFGSFALLTPRQISELALGLEASQQRFLWVVPVKNKSIEGLEVLLPEGFLKRTEER 
GLVLPSWAPQHLILAHSSLGGFLTHCGWNSTLEAITLAGVPVIGWPFLGDQAPNCRYLVDGLRIGVEVIG 
NDNGLVDSNEVERVVREIMESPGAEGMKSRVKEFKAAASRAVAQGGSSQKNFDVFVARIKSLMVR* 
 
>Selmo1_127526_e_gw1.87.93.1 
MEEKKQRPHLLAVPFPALGNINPMLQLCKTLVSNGFFITFLISNKRETFLATEQQATGQHLRFVYLPDAF 
IPEAFSVTTVPLQFVAILEKNLKLAVPEIIRDIMTDDSLPRVSCILTDLAITSLQDVAHQFGICKVSLST 
FSASWLSIENGLLVLEENGLLPLKGTSRIIDFVPGLPPISGLDFPSHLQEVHAVDPDFSLRYTRNQIIRS 
DALVFINSFYELETSQLDQLARDTPQFVPIGPLLPSFAFDGQVGVDEHEQERCGFWTEDMSCLDWLDQQP 
FKSVIYVSFGSLASASPDQIKQLYTGLVQSDYPFLWVIRPDNDELRKLFDDPSYDKCKFVSWAPQLKVLK 
HRSVGAFLTHCGWNSVLETIVAGVPVLGWPFLFDQPLNCALAVEHWKIGSRLPPGPDATLVEKAVKDMMG 
EAGQMWRDNVTKLAISARDAVSDGGLSHRNLEAFKCKMEIVS* 
 
>Selmo1_127915_e_gw1.88.129.1 
MASQGTSSPNIHVLAFPVPGQGHITPMMHLCKKIAARDGFTVSFVNVDSLHDEMIKHWRAPPNTDLRLVS 
IPLSWKIPHGLDAYTLTHLGEFFKTTTEMIPALEHLVSKLSLEISPVRCIISDYFFFWTQDVADKFGIPR 
IVLWPGSAAWTTIEYHIPELIAGGHKLVADESVVGIIKGLGPLHQADIPLYLQADDHLWAEYSVQRVPYI 
RKASCVLVNSFYDLEPEASDFMAAELRKGGTEFLSVGPMFLLDEQTSEIGPTNVVLRNEDDECLRWLDKQ 
EKASVLYISFGSIAVVTVEQFEEIAVGLEAIGKPFLWVLRPELLIGNPVEKYKEFCERTSKQGFTVSWAP 
QLRVLKHPSIAAHLSHCGWNSVLESISNGVPLMCCPWGAEQNTNAKLVIHDWKIGAGFARGANGLIGRGD 
IEKTLREVMDGERGKQMKDAVEVLKCKARKAVESDGRSAASLDDFLKGLSSQ* 
 
>Selmo1_128032_e_gw1.88.124.1 
MASQGTSSPKIHVLAFPVPGQGHITPMMHLCKKIAARDGFTVSFVNVDSLHDEMIKHWRAPPNTDLRLVS 
IPLSWKIPHGLDAHTLTHLGEFFKTTTEMIPALEHLVSKLSLEISPVRCIISDYFFFWTQDVADKFGIPR 
IVLWPGSTAWTTIEYHIPELIAGGHKLVADESVVGIIKGLGPLHQADVPLYLQADDHLWAEYSVQRVPYI 
RKASCVLVNSFYDLEPEASDFMAAELRKGGTEFLSVGPMFLLDEQTSEIGPTNVVLRNEDGECLRWLDKQ 
EKASVLYISFGSIAVVTVEQFEELAVGLEAIGKPFLWVLRPELLIGNPVEKYKEFCERTSKQGFTVSWAP 
QLRVLKHPSIAAHLSHCGWNSVLESISNGVPLMCWPWGAEQNTNAKLVIHDWKIGAGFASGANGLIGRGD 
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IEKTLREVMDGERGKQMKDTVEVLKCKARKAVESGGRSAASLDDFLKGLSSQ* 
 
>Selmo1_128107_e_gw1.88.128.1 
MASQGTSSPKIHVLAFPVPGQGHITPMMHLCKKIAARDGFTVSFVNVDSLHDEMIKHWRAPSNTDLRLVS 
IPLSWKIPHGLDAYTLTHSGEFFKTTIEMIPSLEHLVSKLSLEISPVRCIISDYFFFWTQDVADKFGIPR 
IVLWPGSAAWTTIEYHIPELIAGGHKLVADESIVDIIKGLGPLHQADVPLYLQADDHLWAEYSVQRVPYI 
RKASCVLVNSFYDLEPEASDFMAAELRKGGTEYLSVGPMFLLDEQTSEIGPTNVVLRNEDAECLRWLDKQ 
EKASVLYISFGSIAVVTVEQFEELAVGLEAIGKPFLWVLRPELLIGNPVEKYKEFCERTSKQGFTVSWAP 
QLRVLKHPSIAAHLSHCGWNSVLESISNGVPLLCWPWGAEQNTNAKLVIHDWKIGAGFERGANGLIGRGD 
IEKTLREVMDGERGKQMKDTVEVLKCKARKAVESGGRSAASLDGFLKGLSSQ* 
 
>Selmo1_131108_e_gw1.105.22.1 
MRSLQSSSDSSSPSSKIHVVVVPLPAQGHMSPMIHLCKLIARDPSFTISLVNVDSLHDEFVKHWVAPAGL 
EDLRLHSIPYSWQLPLGADAHALGNVGDWFTASARELPGGLEDLIRKLGEEGDPVNCIISDYFCDWTQDV 
ADVFGIPRIILWSGTAGWSSFEYHILDLLEKNHIFHSRASPDEANAVIIDYVRGVKPLRLADVPDCLLAS 
EGQEVLKEICIKRSPVVKRARWVLVNSFYDLEAPTFDFMASELGPRFIPAGPLFLFDDSRKNVVLRPENE 
DCLHWMDVQEPGSVLYISFGSIAVLSVEQFEELAGALEASKKPFLWVIRPELVVGGHSNESYNGFCERTK 
NQGFIVSWAPQLRVLAHPSMGAFLTHCGWNSVQESIANGIPMLGWPYGGEQNTNCKFIVEDWKIGVRFSK 
TVVQGLIERGEIEAGIKKVMDSEEGKKIKKRVQNLKILARKAMDKENGKSFCGLQGWLEDLKAMKLDRK* 
 
>Selmo1_133674_e_gw1.120.12.1 
MAIDELKVSCRRPHIVAVAYLTQGHINPLIHFCLKLAHHGILVTFVTIHVDGLLGVGQRKDPEVPEHWKN 
NFNFERLELELPKEGVMSPGGFAKIFAMIEELGGPFEELLSKLHSREEIPKVSCIVSDCMLVFTQVVAKK 
LGIPRAGFWTTSLASLTVDYHVPLLLENGDIPVTGKNIRENWEKIITYVPGLAPLPAWSLPIMYHEGNIM 
TTTDPGYKRKIARCVILRDDAWIIANSFEKLEPAGFQALRKAMNQRCVGVGPLLPDEFFGERGDYDEHRK 
VVAPGVASFWKQDTTCLEWLAGKAPNSVLYISFGSVIKLTLPEFEELSRGLESSKQAFLWAFRPGCVEGL 
EIEDLESFKERTSSTGLVISWAPQVEVLSHESTGGFLTHCG 
 
>Selmo1_134299_e_gw1.124.18.1 
MQVILWSFRFHPEDGVELKELISAANPPISCIITDNLLASWAQDVADELNIPRIIFYPSPGMALAFHFYV 
KSMLHENKLPVRAQELVRIPGIDSAGLSPLSSDQVSSPVIETIPDVMRYFYVTNALRAHEAAGVMCNTFA 
AIEEEACIAVSENAMINPNKVPFMDIGPLLPDPYFADDDACEHCDKVECLAWLDEQPTASVVYISFGSFA 
RANREQIEELAFGLEASEKRFLWVLHNGAEEFLPEGFLERATTNKTGMVVTKWAPQLLVLSHRAVGGFMT 
HCGWNSTMESLSRGVPIITMPFYGEQRGNARIIVEHLGIGVGLAKDGEDGLIPRIAFERAFRAVIDEGEL 
VRSKAAQVKETARAAFKESPRKIKGFIHKVLHAG* 
 
>Selmo1_134899_e_gw1.130.100.1 
MASSKVHVLAFPAPAQGHISPMIHLCKLIAQDPSFTISWVNIDSLHDEFMKHWVAPAGLEDLRLHSIPFS 
WKLPQGIDAHALGNIADWSTAAARELPGGLEDLIRKLGEEGDPVSCIVSDYGCVWTQDVADVFGIPSVTL 
WSGNAAWTSLEYHIPQLLEKDHIFPSRGMNLRSSPANSVIIDYVRGVKPLRLADVPDYLLASEGQEAWKE 
ICIKRSPAVKRARWVLVNSFYDLEAHTFDFMASELGPRFIPAGPLFLLDDSRKNVVLRPENEDCLRWMDT 
QEPGSVLYISFGSIAVLSVEQFEELVGALEASKKPFLWVIRSELVVGGLSTESYNGFYERTKNQGFIVSW 
APQLRVLAHPSMGAFLTHCGWNSVQESIANGIPMLGWPCGGDQITNSKFIVEDWKIGVRFSKTVVQGLIG 
REEIEDGIKKVMDSDEGKKMKERVENLKILARKAMDKEHGKSFRGLQAFLEDLKALS* 
 
>Selmo1_143651_estExt_Genewise1.C_61172 
MAMQGPVESLLIRSMARDDDLVPPVSCFISDMLLPWSAEVARRTGIPEVKFYTASASCVLLDCSFPRMLE 
KGDVPVQDRSIEKYITYVDGLSPLPIWGLPRDLSAIDESGFARRYARAKSFATTSWVLINSFEELEGSAT 
FQALRDISPKAIAVGPVFTMVPGSNKASLWKEDTESLSWLGKQSPGSVLYISLGSIATLSFDQFKEFSEG 
LRLLQRPFIWAIRPKSVNGMEPEFLERFKETVRSFGLVVSWAPQVDILRHPSTAGFLSHCGWNSILESVA 
SAVPMLCWPCVAEQNLNCKLIVEDWKIGLKFSCVTMPDPPEVMARDEFVEVVERFMGTDSEHLRINVKKL 
SEEARRAVSRGGSSYENLERFGQAVKIS* 
 
>Selmo1_144881_estExt_Genewise1.C_90084 
MADIVLVTVQGGGHFNTGMLFAKKLASQGCRVTVLLPWLNPSGMTTDIANIDMRALMESIPSPRPAFIFP 
GVRKSRPDLLPSSRFPTALPDSLRKHLDVLRPKAVVLDRMVMFWASQTVEERGIPKYILYTGASAHLAVM 
LSFHGPSRSGNVDQDMQSVVHVPGLPPLRWAELPLDVVVKSHGFYLGKEGVAKHFVHSNGILLNTSEELE 
GPILDALHCEYPEIRCIPIGPLYPSSYLQDDRPSQEDIRGTAVSIGKNSEDSTALVSWLDKQPTASLVLI 
CFGSFIVLGDEMIRELAHGLESSGFRFLWSLPSPRNEEPTAYLNRVLPPNFAERTSGRGKILTGWVPQQL 
VLSHPAIGALVSHCGWSSVVECILLAGVPILAWPFLGDQLPTCRHLVDEYKIAVDIGVDGVPSADDVERG 
LRAVMEDQELRNRAKQRRKLVRQAALSTQPGSSGHNLAEFISSLAG* 
 
>Selmo1_144884_estExt_Genewise1.C_90087 
MADIVLVTVQGGGHFNTGMLFAKKLASQGCRVTVLLPWLNPSGMTTDIANIEMRALMESTPSPRPAFIFP 
GVRKSRPDLVPSSRFPTALPDSLRKHLDVLRPKAVVLDRMVMFWASQTVEERGIPKYILYTGASAHLAVM 
LSFHGPSRSGNVDQDMQSVVHVPGLPPLRWAELPLDVVVKSHGIYLGKEGVAKHFVHSNGILLNTSEELE 
GPILDALHCEYPEIRCISIGPLYPSSYLQDDRPSEEDIRGTAVSIGKNSEDSTALVSWLDKQPTASLVFI 
CFGSFIVLGDEMIRELAHGLESSGFRFLWSLPSPRNEEPAAYLNRVLPPNFVERTSGRGKILTGWVPQQL 
VLSHPAIGALVSHCGWSSVVECIMLAGVPILAWPFLGDQLPTCRHLVDEYKIAVDIGVDGVPSADDVERG 
LRAVMEDQELRNRAKQRRKLVRQAALSTQPGSSGHNLADFISSLAG* 
 
>Selmo1_152941_estExt_Genewise1.C_390153 
MSTAEGGEAGRRHLVVLPLSAYGHTIPALLLADRLLNLGYEITYICPEYRMKQLLQQSKARGCSQEIRFK 
TLKRTNPVAGKSELSVHDTIQILASVILDYHENSKELKEIMEELFICGGTPPSCIICDAVVSLWAQDVAN 
EFKIPWILFFASPALALTLIPGMENSGLSLVHPDENCVPRDDLGSDAFEFFLESCLKIHDAVGVMCNTMV 
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ELEADACKALEENRLINPNNVPFAAIGPLLPRSCLEESESDQTFEENEAFEGAEKKDACLKWLDQQTEAS 
VVYISLGSLGEASAEQVKEFAFGLEASRKGFLWVLPGDGVESLPDGFLETATGIAVNNRGFVLRTWAPQL 
QVLKHRATGGFLTHCGWNSTLESMSHGVPMITMPFFTEQGGNAKMIVEYFKIGVRLPKDESGVITRHTIE 
VAVREVIENDAMRKRAAELKQVVRATAKAPPLKTKAFLEQILNKY* 
 
>Selmo1_153665_estExt_Genewise1.C_430203 
MREGFGENFVPVGPLFPLKGEAIDSTGLQEVNLRTPDESCLPWLDKRDRGSVLYVSFGSISFMTAKQFEE 
IALGLEASKVSFLWVIRSNSVLGMDEEFYKGFVSRTGGRGLFVRWAPQLEILQHEATGAFLTHCGWNSML 
ESLACGVPMLGWPSMFEQNTNAKLVLEGEGVGVAFSRSGGKDGFAPREEVEEKVRAIMEGEQGRRLKARA 
MEIRELAVKAASPGGSSHTNLKKFVESLAS* 
 
>Selmo1_154272_estExt_Genewise1.C_470214 
MASRSNPPHVVVIPLPISGHTNPLLQLSVQLASLGSDITFITTSSTLQASLSALNHLCDGDQKLRQAIRF 
QALEVDRDRSGYTLSESIEVMARNSDEIKKLVAASAPELGPVSLAIIDFLLIDRLESLACNVAAFWVSSA 
AMLHITVNVETLLEKGFLPLSRNDRSPEKKVVDSSVIPGVPCELSVFTDIPEDPLDPVSFSSMRKLKNLL 
KAPWLIMNTLDELEEQTLGDLRDQGFGKLVNVGPMLVGAVSSMEDHVQKEWLDAQEVSSVLYVCFGTMVE 
LPEEQVMEVGYGLEASHQSFLWVLRESSQRKLGYFLQGLRTRIGNRGLIVSWSSQIDILRHPSVGGFVTH 
CGWNSTLESLSSGVPMIGWPFMGDQPINCKFMVDVWRVGVRIESKNSSDGSSRIVGRSEVERAARSLMGS 
ESLRKRAKVIKSKAMEAMEVSRARLKELLYL* 
 
>Selmo1_157053_estExt_Genewise1.C_650239 
MLWLSKQPRRSVVYISLGSIVLLRLDQIEELAFALEASQQRFLWVLRSPDSSSADREVLPEGFRGERGLV 
VRDSWVPQLAILGHESTGVFLTHCGWNSVLEGLCMGVLMLTLPSFSDQALNSRMVEELQVAWRVSKTSTD 
RLSRHSIEGLIRRAMEEPRQKIESLMATARNIKIL* 
 
>Selmo1_160724_estExt_Genewise1.C_1050141 
MGSLQTSSDSSSPSSKIHVMAVPLPAQGHMSPVIHLCKLIARDPSFTISLVNVDSLHDEFVKHWVAPAGL 
EDLRLHSIPYSWKLPRGADAHALGNLAEWFTASARELPGGLEDLIRKLGEEGDPVNCIISDYFCDWTQDV 
ADVFGIPRIILWSGTAGWTSLEYHIPDLLQKNHIFPVGGRDDSVIIDYVRGVKPLRLADVPDYMQGNEVW 
KEICIKRSPVVKRARWVLVNSFYDLEAPTFDFMASELGPRFIPAGPLFLLDDSRKNVVLRPENEDCLRWM 
DEQEPGSVLYISFGSIAVLSVEQFEELAGALEASKKPFLWVIRSELVVGGHSNESYDGFCERTKNQGFIV 
SWAPQLRVLAHPSMGAFLTHCGWNSIQESITHGIPLLGWPYGAEQNTNCKFIVEDWKIGVRFSKTAMQGL 
IERGEIEDGIRKVMDSEEGKEMKERVENLKILARKAMDKEHGKSFRGLQAFLEDLKALKLHHE* 
 
>Selmo1_162354_estExt_Genewise1.C_1360045 
MIHLCKFIAQDPSFTISVVNIDSLHDEFIKHWAALEDLRLHSIPFSWKVPRGVDAHVVRNLGEWFAAAAR 
ELPGGLEDLIRKLGEEGDPVSCIVSDYFCDWTQDVADVFGIPRVILWPGTAAWTSLEYHIPELLEKDHIF 
PSRGRASADEANSVIIDYVRGVKPLRLADVPTYLQGDEVWKEISIKRSFVVKRARWVLVNSFYDLEAPSF 
DFMASELGPRFIPAGPLFLLDDSRKNVVLRPENEDCLHWMDAQERGSVLYISFGSIAVLSVEQFEELAGA 
LEASKKPFLWVIRPELVVGGHSNESYNGFCERTKNQGFIVSWAPQLRVLAHPSMGAFLTHCGWNSIQESI 
SNGIPMLGWPYGGEQNTNCKFIVEDWKIGVRFSKTVVQGLIERGEIEAGIKKVMDSEEGKKMKERVENLK 
ILARKAMDKENGKSFCGLQGWLEDLKAMKLDRK* 
 
>Selmo1_165329_estExt_Genewise1Plus.C_20092 
MKHILVLPFPLSGHVIPMLNLCCKLASRGIGQITLLINEDCVETVEKLHKELVARGDLSKEVVFTVESIP 
VTWPPAFRGSAEQIECLSRAIDGTGKFAEEVAIRALQSTSVPPVSFLLSDFGLWWSQDLANKLGVPRILL 
SIIGFQEFGIILQMPRLISQGIYNPFTETQDDDLENKLIEVPGFPAFRASEIPRISQIPDALKCYWDALL 
RYMTRAREAKLILVNSCYELEGEAYDATLRIHKLPIHLAGPLLASPLDSIATSDCLKWLDTIRSPRSVLF 
SSFGTYLQLPSSELEEILFGIEASGQSFLLAFRTDVVVGDPSPTLLSFLDRYKEPQSDPRSKQRGLIVPW 
APQREVLLHGSVGGFFTHFGWNSVLESLAAGVPMIGKPIVGDQVGNRRLAVDRWKVALEIPEDDEKKLRK 
EAVEATVRELFSNEKLRANAARLGKSLEEIVQENGCAYKCWDMVAKI* 
 
>Selmo1_167957_estExt_Genewise1Plus.C_61157 
MGSSTGAEGLAPHAAVLPIPTLGHITPFLHLSRTLASRGFVITFINTEGNHRDLKDVVSQEESFGYGGGI 
RFETVPGIQASEADFTAPETRQIFFEAVMAMQGPVESLLIRSMARDDDLVPPVSCFISDMLLPWSAEVAR 
RTGIPEVKFWTASASCVLLDCSFPRMLEKGDVPVQETSDPDSVIDFIPGIDSLSIKDIPSSLLTSTPEGL 
ERRSRIFSRNKEAACIFLNTVEELERKVVAAIQELLRPAKFLTIGPLLPSSFLSDHPADENTVSAEGVWK 
EDMHCLSWLDEREPRSVLYVSFGSMATLKANQIEKLALGLESSGQPFLWVMRPNLVSESEAPNFCEDFVV 
RTKSQGLVISWAPQLQVLKHPSVGGFLTHCGWNSTLEAVCSGVPLLCWPCFAEQHLNCKIIVDDWKVGLS 
FFRGSCHGVASKEVVHQVIRRLMVEDPGKEIRKRAIELRNEIRSTVTEGGSSDRNLSAFVDLISKRLV* 
 
>Selmo1_168007_estExt_Genewise1Plus.C_61333 
MADEQRLHVAVLPTTGSGHINPMLELCRRLVPLGFQVSFVYPSNLCPKLESSLRHDDLHFQVVPTPASDK 
LLLMDPALQEDVRPVLEALRPPVKCLIADMFLGWSQDVADSLGIPRVAFIPSDSVIEAMCYHIPELVSRG 
FIPGHVPANADPNPDALIDFIPGLEPFTRELLPLAFQHGGPIVTTVGVAARRTKDAVCIVVNTIEELDQE 
VVNGRRLLFSSYLPVGPLVPAELLQEQHPITLSSPNDTSMIWLDKQAYRSVLYIAFGSVVTLPADQVEKI 
ARAVKATRQPVLWAIRRNFAKDVPENFYESLQEIVGAQACLVVEWAPQVNVLRHSAVGAFLMHGGWNSAL 
EALCCGVPMLCWPCGNDQNLNALTIVKKWRIGIMVAHGPKDDVRSEDLGNVIDAVMNGEEGRRMRSRAQE 
LKKIVRAGTCLERNLRQLKDVIIAASQ* 
 
>Selmo1_173967_estExt_Genewise1Plus.C_240005 
MAPPHVLAFPFPAQGHINPMILLCRKLASMGFIITFINTRSRHEQEFKKSTAVGDDSFRFVSIPDDCLPK 
HRLGNNLQMFLNSMEGMKQDLEQLVMGMASDPRRPPVTCVLFDAFIGWSQEFCHNLGIARALLWTSSAAC 
LLLCFHLPLLKHILPAKGRKDIIDFMPGLPSFCASHLPSTLQHEDECDPGFELRIQRFERMKDDVWVFVN 
SFQEMEAAPLDAARDVNPNCIAVGPLHFDDTGEETQLSMSPWIEDTSCLEWLDKQAPSSVVYVSFGSVAT 
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ISYSDAQQVYEGLANSGHAFLWVIRLDLLQGSDEQARNDFSARIQQNEKGLIISWAPQVKVLEHESVGAL 
LSHCGWNSTLESLLCLPCFAEQVFNTAWVVDTLKVGVRIKEVMEAGIHASHVEDMVRFVMGRDHCSGDEL 
RRRAKELRHAAKRNVQPNGSSHANLVNFAKALKLHCDL* 
 
>Selmo1_177347_estExt_Genewise1Plus.C_390229 
MVIDELKVSCRRPHIVAVAYLSQGHINPLIHFCLKLAHHGILVTFVTIHVDGFLGVGQRKDPEVPEHWKN 
NFNFERLELELPKEGVMSPGGFAKIFAMIEELGGPFEELLSKLHSREEIPKVSCIVSDCMLVFTQVVAKK 
LGIPRAGFWTTSLASLTVDYHVPLLLENGDIPRKIARCVILRDDAWIIANSFEELEPAGFQALRKAMNQR 
CIGVGPLLPDGFFGERGDYDEHRKVVAPGVASFWKQDTTCLKWLAGKAPNSVLYISFGSVIKLTLPEFEE 
LSRGLESSKQAFLWAFRPGCVEGLEIEELESFKERTSSTGLVISWAPQVEVLSHESTGGFLTHCGWNSVL 
EGICGGVPMLGWPRQAEQNINCELFVGMGIGLRLVEANQSGRYQACPTSDVIASKVSRVLGDEGLRKRAG 
ELRDSARRAVKNQSGSTTTHVEGFVRYLYGESLS* 
 
>Selmo1_177943_estExt_Genewise1Plus.C_420428 
MASQGTSSPKIHVLAFPVPGQGHITPMMHLCKKIAARDGFTVSFVNVDSLHDEMIKHWRAPPNTDLRLVS 
IPLSWKIPHGLDAHTLTHLGEFFKATTEMIPALEHLVSKLSLEISPVRCIISDYFFFWTQDVADKFGIPR 
IVLWPGSTAWTTIEYHIPELIAGGHKLVADESVVGIIKGLGPLHQADVPLYLQADDHLWAEYSVQRVPYI 
RKASCVLVNSFYDLEPEASDFMAAELRKGGTEFLSVGPMFLLDEQTSEIGPTNVVLRNEDDECLRWLDKQ 
EKASVLYISFGSIAVVTVEQFEELAVGLEAIGKPFLWVLRPELLIGNPVEKYKEFCERTSKQGFTVSWAP 
QLRVLKHPSIAAHLSHCGWNSVLESISNGVPLMCWPWGAEQNTNAKLVIHDWKIGAGFARGANGLIGRGD 
IEKTLREVMDGERGKQMKDTVEVLKCKARKAVESGGRSAASLDGFLKGLSSQ* 
 
>Selmo1_178031_estExt_Genewise1Plus.C_430193 
MGSLSKLHVVLIPVPAQGHVVPIIYLARKLALLGVTVTIINVDSIHETLQQSWKREDNPVSNGHNIRLES 
ISMDLRVPNGFDEKNFDAQAAFCEAIFRMEDPLAELLSRIDRDGPRVACVVSDFYHLSAPHAAKKAGLAG 
ASFWPGNAAWAAIEFHVPKLLEMGDVPVKAGDEKLISYIPGMELRSQDIPLFMHDGEFEKNGEEQSLYRS 
KRIALDSWFLINSVHDIEPRIFEAMREGFGENFVPVGPLFPLKGEAIDSTGLQEVNLRTPDESCLPWLDK 
RDRGSVLYVSFGSISFMTAKQFEEIALGLEASKVSFLWVIRSNSVLGMDEEFYKGFVSRTGGRGLFVRWA 
PQLEILQHEATGAFLTHCGWNSMLESLACGVPMLGWPSMFEQNTNAKLVLEGEGVGVAFSRSGGKDGFAP 
REEVEEKVRAIMEGEQGRRLKARAMEIRELAVKAASPGGSSHTNLKKFVESLAS* 
 
>Selmo1_179380_estExt_Genewise1Plus.C_520303 
MASSKVHVLAVPAAAQGHISPMIHLCKFIAQDPSFTISLVNIDSLHDEFIKHWVAPAGLEDLRLHSIPFS 
WKLPQGADAHTMGNYADYATAAARELPGGLEDLIRKLGEEGDPVSCIVSDYGCVWTQDVADVFGIPRIIL 
WSGNAAWTSLEYHIPELLEKDHILSSRASADEANSVIIDYVRGVKPLRLADLPGYLLASEGQEVWKEICI 
KRSPVVKRARWVLVNSFYDLEAHTFDFMTSELGPRFIPAGPLFLLDDSRKNVVLRPENEDCLRWMDAQEH 
GSVLYISFGSIAVLSMEQFEELVGALEASKKPFLWVIRSELVAGGLSTESYNGFYERTKNQGFIVSWAPQ 
LRVLAHPSMGAFLTHCGWNSVQESIANGIPMLGWPYGGDQITNSKFVVEDWKIGVRFSKTVVQGLIGREE 
IEDGIKKVMDSDEGKEMKERVENLKILARKAMDKEHGKSFRGLQAFLEDLKALS* 
 
>Selmo1_183183_estExt_Genewise1Plus.C_810253 
MGSLSKFQVVLIPVPAQGHVVPIIYLARKLALLGVTVTIINVDSIHETLQQSWKSEDNPVSNGHDIRLES 
ISMDLRVPNGFDEKNFDAQAAFCEAIFRMEDPLAELLSRIDRDGPRVACVVSDFYHLSAPHAAKKAGLAG 
ASFWPGNAAWAAIEFHVPKLLEMGDVPVKGEALIDLEVYEKLISYIPGMEIRSQDIPVFMHDGEFQKNGE 
ELSLYRSKRIALDSWFLINSVHDIEPRIFEAMREGFGENFVPVGPLFPLKGEGIDSTGLQEVNLRTPDES 
CLPWLDKRDRGSVLYVSFGSISFMTAKQFEEIALGLEASKVSFLWVIRSNSVLGMDEEFYKGFVSRTGGR 
GLFVRWAPQLEILQHESTGAFLTHCGWNSMLESLACGVPMLGWPSMFEQNTNAKLVLEGEGVGVAFSRSG 
GKDGFAPREEVEEKVRAIMEGEQGRRLKARAMEIRELAVKAASPGGSSHTNLKKFVESLAW* 
 
>Selmo1_186767_estExt_Genewise1Plus.C_1360046 
MASRKVHVLAFPAPAQGHISPMIHLCKFIAQDPSFTISWVNIDSLHDEFVKHWVAPAGLEALRLHSIPFS 
WKLPRGVDANVAGNVGDWFTAAARELPGGLEDLIRKLGEEGDPVSCIVSDYICDWTQDVADVFGIPRIIL 
WSGNVAWTSLEYHIPELLEKDHIFPSKGKASPDEANSVIIDYVRGVKPLRLADVPDYLLASEGQEVWKEI 
CIKRSFVVKRARWVLVNSFYDLEAPTFDFMASELGLRFIPAGPLFLLDDSRKNVVLRPENEDCLGWMDEQ 
NPGSVLYISFGSVAVLSVEQFEELAGALEASKKPFLWVIRPELVVGGHSNESYNGFCERTKNQGFIVSWA 
PQLRVLAHPSMGAFLTHCGWNSVQESIANGIPMLGWPYGGDQTTNSKFIVADWKIGVRFCKTVGQGLIGR 
GEIEDGIKKVMDSDEGKKMQERVENLKTLARKAMDKELGKSFRGLQAFLEDLKSLKDPS* 
 
>Selmo1_22903_gw1.47.194.1 
MDSQQAHILAFPFPAQGHINPMMLLCRKFASMGIVITFLNIRSRHNNLEEGDDQFRFVSILDECLPTGRL 
GNNVMKYLMALEEGMRGEFEQIVADLTADSSRPPLTCILSDAFMSWTHDVASKFGICRAALWTSSATWAL 
LSLRIPLLRDNGVLPVNGIRSSKILDFVPGLPPIPARFLPETLQPDEKDPDFRLRIRRNSVMQKDAWVLL 
NSVYEMEPLQLEELASSDNLHFITVGPLQCLMQPSKEHASQWQQDRSCLEWLDKQAPGSVVYISFGSLAI 
LSYDQVEEILTGMEKSGHAFLWVIRLDLFEGEEIRAKFLEKISLIDRGIVIPWAPQLEVLQHRSVGAFLT 
HSGWNSVMEALAAGVPLLCKPCFADQILNTALVVDHIKAGLRATKPDDDKEVSSSRIHEVVSFAMGDDGA 
ELRERVKRLGQTLAEAAEHGGSSLLNLQAF 
 
>Selmo1_23005_gw1.1.398.1 
MASLSSHILVLPYPAQGHIPPLIGFSAALADRGALVTLVNIASIDSRIRERWTWPRELEGSIRFESLDFP 
YDIPQGYDASCHVDQGNFVQALRGAQVPFEDLLREMLNRGERVSCIVADYLWGWHVESAKKFGVSCASYW 
PGSATWINVHYHLPLLISAGEAPIKGKICLNSSLVTIYVDGDERTISYVPGLSPTKLKDFPYYARMEFKG 
TLEYLMQEQEKTLRNFGDNSCLLINSAEELEPDAFQSLRKVFGEKCTGVGPLFNLDPARTRLCHSLREED 
GGCIAWLDTQAPKSVLYISFGSVVALPDLELQELSKAVLEMERPFLWVLPPEQKNESTKEITEAARASSF 
TRGRIVSWAPQLQVLSHASVGGFLSHCGWNSVLEAVTNGVPVLGWPCAIEQNLNCKVLVHDWKAGLKIDK 
AEK 
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>Selmo1_231223_fgenesh1_pm.C_scaffold_11000033 
MAAEDKTHVLVLPYPAQGHLPPLLHLSKVLAANGIRVTIFNIESIHKQLLKSWDPSSAGKRIQFEALPFP 
EDIPFGDEFEALVPRLEPAPSCILADESLFWSKPIAKKFGLPSVSYFPGNAAWSSISHHLCLLASKGVFP 
LRGTKPSICEAPELAPFDFCRSRARDRLCAWPFPTKLEDFPEYLHHMEKETLEGWAKHPGKMKDATWVLV 
NSFYELEPHTFDAMKQTIGPRYLPIGPLFPLTSTGSGEIKTSLRHEEHGCLEWLQTQAARSILYISFGSC 
SSLSEAQFEEFMEGLAASKQQFLWVLRPDTVLNGRCDLYQKCTELTKDQGCFVAWAPQLKVLAHPSIGGF 
LTHCGWNSTFESICNGVPMLGWPRHSDQSLNCKLMSEDWKIGMRLGAFSKFLKRAEIAEKLSDFMDKEKI 
LEFRMNVRKLENAAREAAGPGGSSYVNLESFFREMRGAI* 
 
>Selmo1_231443_fgenesh1_pm.C_scaffold_13000088 
MATDSSSSSSGSSVVVVVPLPAQGHTPALVHLSRKLAAEGFSIVIVSVESVHRKIAARWKCSPQLDIRLE 
SIPFTSLIGEQGLEIKCIISDFHAVWTTPVAQKLGVPQVCFWSGSAAWALIDRHVPLLVDLEYIPVPGCS 
LRGEKMISFIPGMDPFPALDLPYYLHEFSKVPVWSLVAKSQRLNTDKWFIANTFESLEPRETQAMKQLLG 
EQNFLAIGPLLPLDHEGLEQVVSLEEEELGCLEWLDSRPEGSVLYISFGSLAVLTQEQFMELALGVESSG 
ISFLWVIRPAFLPQGDLPTMEFFQGFRDRMVAEKRSIIVPWTPQKRVLSHASIGAFLTHCGWNSIVESVW 
SGVPMLGWPCHSDQNLNLRLPVESKGIGARVACSSRRTEVVHRERVRAVVRKAIEDGGEVRGAVRELRDL 
AVAAVVEGGSSNRDMATFLERLRSL* 
 
>Selmo1_233488_fgenesh1_pm.C_scaffold_43000037 
MSQVHILAMPFPGQGHISPMLNLVKHLISRSTSVVVTIVNIDSIHRKLHAATQTSPSPSPSFDQLRFAAE 
SMNVELEKLLRELHPSSNFCCLISDYFLPWTQRVADKFGIPRVALWCGCAAWSSLEFHIQDMVSRNHVPV 
LELDQASFLVDYIPGLPPLHPADIPTYLHTASERWIQMIVERAPLIRQAAWVLVDSFSELEPQVFEAMQQ 
RLGHKFVSVGPLSLLHSSSSTIALRPADEQCLEWLDGQAPASVVYISFGSNAVLSVDQFEELAEALEAMK 
QPFLWVIRPELVTAARPDVLPRLDESGVEQRKAAFLKRTRNFGFVTAWSPQLKVLSHAAVGCFVTHCGWN 
SIQESIASGVPMVGWPWAAEQNLNCKLMAEDWKLGLRFHQRGGVIKSVQIQKIIREIMEDHEVAAELRAK 
AKQMKDVARAAVANGGSSFQNLSRFCEELAATSF* 
 
>Selmo1_233672_fgenesh1_pm.C_scaffold_47000042 
MDYQQAHILAFPFPAQGHINPMMLLCRKFASMGIVITFLNIRSRHNNLEEGDDQFRFVSISDECLPTGRL 
GNNIVADLTADSSRPPLTCILSDAFMSWTHDVASKFGICRAALWTSSATWALLSLRIPLLRDNGVLPIRM 
YSTGIRSSKILDFVPGLPPIPARFLPETLQPDEKDPDFRLRIRRNSVMQKDAWVLLNSVYEMEPLQLEEL 
ASSDNLHFIAVGPLQCLTQPSKEHASQWQQDRSCLEWLDKQAPGSVVYISFGSLAILSYDQVEEILTGLN 
KSGHAFLWVIRLDLFEGEEIRAKFLEKISLIDRGIVIPWAPQLEVLQHRSVGAFLTHSGWNSVMEALAAG 
VPLLCKPCFADQILNTALVVDHIKAGLRATKPDDDKEVSSSRIHEVVSFAMGDDGGELRERVKRLGQTLA 
EAAEHGGSSLLNLQAFCQDMKRRQAARVE* 
 
>Selmo1_235293_fgenesh1_pm.C_scaffold_81000027 
MGSHKKLHVVLIPLPAQGHVIPIIYLARKLALLGVTVTIINVDSIHETLQQSWKSEDNPAAFCEAIFRME 
DPLAELLSRIDRDGPRVACVVSDFYHLSAPHAAKKAGLAGASFWPGNAAWAAIEFHVPKLLEMGDIPVKA 
GDEKLISYIPGMELRSQDIPVFMHDGEFQKNGEEQSLYRSKRIALDSWFLINSVHDIEPRIFEAMREGFG 
ENFVPVGPLFPLKGEGIDSTGLQEVNLRTPDESCLPWLDKRDRGSVLYVSFGSISFMTAKQFEEIALGLE 
ASKVSFLWVIRSNSVLGMDEEFYKGFVSRTGGRGLFVRWAPQLEILQHESTGAFLTHCGWNSMLESLACG 
VPMLGWPSMFEQNTNAKLVLEGEGVGVAFSRSGGKDGFAPREEVEEKVRAIMEGEQGRRLKARAMEIREL 
AVKAASPGGSSHANLKKFVESLAS* 
 
>Selmo1_271459_estExt_fgenesh1_kg.C_470003 
MEEMKQRPHLLAVPVPAQGHMNPMLQLCKRLASSGFFITFLVSHKRENFIATEQRATGQHLRFVYLPDAL 
LPGVISASTVLLEFTAILEKNLKLAVPEIIQDVMADPSLPRVSCILTDVVITSLQDVARQFGICKVTLST 
FSASWLSIENGLLVLKENGLLPLKGTSRIIDFVPGLPPIAGRDFTLQIQEVHPLDPDFSIRYSRNQIIQN 
DAWVFINSFHELEKSQLDQLARDNPRFVPIGPLLPSFAFDSQVGVDEVEQERCGFWTEDMSCLDWLDEQP 
SKSVIYISFGSLANASPDHIKQLYSGLVQSDYPFLWVIRSDNEELRKLFEDPSYDKCKFVSWAPQLKVLK 
HPSVGAFLTHCGWNSLLETIVAGVPVLGWPFLYEQPLNCALAVEHWKIGSCLPPSPDATIVEKTVKDIMG 
EAGQMWRDNVTKLAISAKDAVSDGGLSQQNLQAFTCKMEIVS* 
 
>Selmo1_404252_fgenesh2_pg.C_scaffold_2000240 
MKNILILPFLLAGHITPMLNLCCKLARITLRINQDAVETVDLANKLGVPRVVLFITVFLECGIILQMPRL 
ISQKIYSPFTKTNDNDLDVKLIQLPGYPAFKTLHSIFGFLRRKRERTVIEISQIGNPPVPAVSRRSPVLV 
GRAPAMHVASQRGQAHPRQLVPRARRRGLRGRTPALRPSAWSGWTGSSYPNLSSLRPSAPSCLQLPSSEL 
EEILLGIEASGKSFLLAFRTDVVPGDPSPFLPAFLDRYKSPKSDLGNREMKGMIVPWAAQRKVLLHSSVG 
GCFTHSGWNSALESISAAVPMIGKPIMGDQLGIRRFAVDRWKIAFGHSRGQG* 
 
>Selmo1_407312_fgenesh2_pg.C_scaffold_6000563 
MGSLVDSRPHAVALPVAVQGHVSPLLHLCKALASRGFVITFINTEAVQSRMKHVTDGEDGLDIRFETVPG 
TPLDFDLFYKDNRLIFFKSMEDMEGPVEKLLVDKISKRGPPVSCLISDLFYRWSRDVAQRVGILNVTFWT 
STAHSLLLEYHLPKLLEHGDIPVQDFSIDKVITYIPGVSPLPIWGLPSVLSAHDEKLDPGFARRHHRTTQ 
MAKDAWVLFNSFEELEGEAFEAAREINANSIAVGPLLLCTGEKKASNPSLWNEDQECLSWLDKQVPESVL 
YISFGSIATLSLEQFMEISAGLEELQRPFLWAIRPKSIANLEAEFFESFKARVGGFGLVVSWAPQLEILQ 
HPSTGGFLSHCGWNSTLESISGGVPMICWPCIAEQNLNCKLVVEDWKIGLKFSNVATQKLVTREEFVKVV 
KTLMEEESGSDMRNNVKKIKEEAYKTVLKGGSSYGNLQKFVESMRSI* 
 
>Selmo1_407356_fgenesh2_pg.C_scaffold_6000607 
MAYTDTPQSHPTQQHQGQQQGFTSEGHPVAPPAAHPQPPPGSYYGPGVATMAPPNSGLWPTGLYGCTEDC 
PSSVFTGAAIFCGCGCLYSCLYRAKLRHKYGLPEEPCNDICTEWWCNCCSIAQAYRELRNRNINPALGYE 
FARAVYEQPPQVQEMRKIYPLMTDEQRLHVAVLPTTGSGHINPMLELCRCLVPLGFQVSFVYPSSLRHDD 
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LHFRVVPSPASDKLLLMDPALQEDVRPVLEALRPPIKCLIADMFLGWSQDVAESLGIPRVAFIPSDSVIE 
ATCYHIPELVSRGFITGHVPANADPNPDALIDFIPGLEPFTRELLPLAFQNWGPIVTTLGVAARRTKDAV 
CIVVNTIEELDQEVVNGRRLLFSSYLPVGPLVPAELLQEQHPITLSSPNDTSMIWLDKQAYGSVLYIAFG 
SVVTLPADQVEKIARAVKATRQPVLWAIRRNFAKDVPENFYESLQEIGGEQACLVVEWAPQVNVLRHSAV 
GAFLMHGGWNSALEALCCGVPMLCWPCANDQNLNALTIVKKWRTGIMVAHGPKDDVRSEDLGNVIDAVMN 
GEEGRTMRSRAKELKKIVSVGNIHPLPWQKQRVEVSDDGGETWRRAERKFECCAGKCNRRYGNLRSFNEH 
RCEKHKLPPVSQLPKGFKSRKGVPHGTYYALKKQRYNEERYRPQAGGRPSHQARIARLEALKAEVESYNE 
EDEDVNEYNSSEENEHEDEHEDDRGNSISEAEDDEMDGNAFAARDSIVEILMNIKESSDTAWCFVIPVAI 
LHRAKWSGACGFDPGEHEQAGAGVANRERGMELVDRSW* 
 
>Selmo1_410681_fgenesh2_pg.C_scaffold_13000179 
MGSPKHVILVPFPAQGHILPLVYLARKLAAQGLSVTIINIDSIHENLTRTWKHIEHQDIRLESIPMRLKA 
PKGFGADNLNDATAFMDAICDLEEALAALLEITKLSHHVSCVISDFYHLSAPLAAARAGIPSVCFWSGAA 
AWASIHYSHSSLAAAGLSPLEDSDTSKLVSNLPGLKPFRAEYLPSYYRKEFYEKNGGEKYLSLSLRRVEI 
DSCILANSIYELEPQVFDAMQQFVTGKFVSVGPLFPLKGGGASEMEASLRPESRGSLEWLDNQAPNSVLY 
VSFGSVASLTRAEMEELTQGLEASQKQFLMVASRDLAPEVDESFFREFGERLSRSGAGMLVSWVPQLAVL 
QHGSVGGFLTHCGWNSTLESMSHGVPMLGWPCHSDQNTNCKFILEDQGIGMELRDKTRTGISMAIRSLMA 
SEEMRSRASHIERAAREAASENGSSYKKLHAFVHSIK* 
 
>Selmo1_411023_fgenesh2_pg.C_scaffold_14000076 
MEELASYKGHIVAFPLPLQGHINPMLILCKALVSLGFSVTFVNAESNHKRLLAHISAAPSTGIDFVPIPD 
HLDTPIATVDVHNSNNLLLVRNTVRKMRADFESVLKNIVSNVKVKFILSEMSVGWTQETADKFGIPKVTL 
FTESAASLSIQYHIPELLAKKHAPVRQGCPDLQSIDYLPGFPLMTTADIPYSLSAHAEKLDPGFAQRVER 
KKVLLKAKCVLVNSFDALEHGVFAGLRAKFHQTVVPVGPLLPPAFLGTENGSNKPTTLPGMWPADDTCKQ 
WLDRQQDGTVLYVSFGSNATLTMDDFVRLARGLGLCKQLFLWVVRPTLVPGSSLDELLKVVRRNSIYEGQ 
SCTVSWAPQLQVLLHPAVGWFVTHCGWNSTLESICAGVPMLCWPLTAEQNLNCKFIADEWKIGVRLLDDS 
RCIEEVITGVVESQGDSQMKTKVKKLKEAAIKESKLITKTIDDALSSKSRS* 
 
>Selmo1_412105_fgenesh2_pg.C_scaffold_17000058 
MGSSTGAEGLAPHAAVLPIPTLRHITPFLHLSRALASRGFVITFINTEGNHRDLKDIVSQEESFGYGGGI 
RFETVPGIQASDVDFAVPEKRGMLSEAVMEMQAPVESLLIRNMARDDDLVPPVSCFISDMFPWSAEVARR 
TGIPEVKFWIASASCVLLDCSFPRMLEKGDVPVQDRSIEKYITYVDGLSPLPIWGLPRDLSAIDESRFAG 
RYARAKSFATTSWVLVNSFEELEGSATFQALRDISPKAIAVGPLFTMAPGCNKASLWKEDTESLSWLGKQ 
SPGSVLYISLGTIATLSFDQFKEFSEGLRLLQRPFIWAIRPKSVAGMEPEFLERFKEAVRSFGLVVSRAP 
QVDILRHPSTAGFLSHCGWNSILESVASAVPMLCWPCVAEQNLNCKLIVEDWKIGLKFSCVTMPDPPEVM 
ARDEFVEVVERFMGTDSEHLRINVKKLSEEARRAVSSGGSSYENLERFAQAVKIS* 
 
>Selmo1_412109_fgenesh2_pg.C_scaffold_17000062 
MLEKGDVPVQDRSIEKYITYVDGLSPLPIWGLPRDLSAIDESRFARRYARAKSFATTSWVLVNSFEELEG 
SATFQALRDISPKTIAVGPLFTMAPGCNKASLWKEDTESLSWLGKQSPGSVLYISLGSIATLSFDQFKEF 
SEGLRLLQRPFIWAIRPKSVAGMEPEFLERFKEAVRSFGLVVSWAPQVDILRHPSTAGFLSHCGWNSILE 
SVASAVSMLCWPCVAEQNLNCKLIVEDWKIGLKFSCVTMPDPPEVMARDEFVEVVERFMGTDSEHLRINV 
KKLSEEARRAVSRGGSSYENLQRFAQAVKIS* 
 
>Selmo1_412745_fgenesh2_pg.C_scaffold_18000321 
MAAATLAHIVAVPILLQGHIAPMLHLAHAIARTGRAIVSFITTESHARALAGSKHSWYWQGIDESRLRFL 
GLPDSSARSGQGEWIDEQGRWRGGMDAFAGAITGHMAMEAALAATIEGLESVDCFISDSLSPVLDPIASK 
LGIPLAALWTGSASLFALYLDIHDNGYIPVQGGKSSERVIRGVPGIGELQVTDLPTTLYTDQIDPGYQRA 
YIGMARLREVQFAVVNACEGLEGEVLAEIRKSHPNLLPVGPLVKIPGDADDNHGPLNSSNVGLWDENHDC 
ITWLDSRAQRSVIYISFGSMSDFRFEEIESIGQGIAATGRSFLWVLREELVRDMPEDFVKMFARRTKEQG 
MVIPWSPQSQVLNHKAVGGFFTHCGWSSCMEAILAGVPMLALPRFVDQTFNAKVVCDDWEVGLRMIPKGD 
VDGVVSRERVEVGINALVEKGGELRSRAMELRKKVGAGSRESIEGFIDSILERRKD* 
 
>Selmo1_417526_fgenesh2_pg.C_scaffold_34000302 
MGMVVNSFRMSFHAVLALLCPASFQTLKVGVPCFKEDMDAERKIEEAMDSQAPHVLAFPFPAQGHIPPML 
HLCRKLSSMGFVITFLNIGSKNKSSATGDEKFRFMSISDECLPSGRLGNNLQMYLDAMEGLRGDFEKTVA 
ELMGDSQRPPLTCILSDVFIGWTQQVANKFGICRATLWTGCATRGLAYCHFSLLESNGLLPAQGSSRVLD 
FVPGMPSSFAAKYLPDTLQVEEPYDPGFLKRKQRNEIMRNDAWVLVNSVLEVEPSQIKEISRCWNPNFVP 
IGPLYCLSDETSRLSVADHAPWRQDRSCLDWLDRQAPNSVLYISFGSLATASHDQAEEILAGLDKSGSAF 
LWVARLDLFEDEDTRERILATVRNNQNCLVIPWAPQLEVLEHKSVGAFLTHCGWNSITEALATGVPMLCK 
PCFGDQITNCALVVDHLKVGLRATVEEHDKQTSAHRIEKVVRLVMGESGQELRKRAKELSDTVKGAVKPG 
GSSYANLQAFVQDMKRRALK* 
 
>Selmo1_419482_fgenesh2_pg.C_scaffold_42000182 
MASQGTSSPKIHVLAFPVPGQGHITPMMHLCKKIAARDGFIVSFVNVDSLHDEMIKHWRAPSNTDLRLVS 
IPLSWKIPHGLDAYTLTHSGEFFKATTEMIPALEHLVSKLSLEISPVRCIISDYFFFWTQDVADKFGIPR 
IVLWPGSAAWTTIEYHIPELIAGGHVFPSLTEAKKLVADESIVDIIKGLGPLHQADVPLYLQADDHLWAE 
YSVQRVPYIRKASCVLVNSFYDLEPEASDFMAAELRKEFVADYGQRFLPLYEFDRTREWAKIPLLQEYKE 
YLGTAMAIAKQLRPGGALYSFRNHRLFSIPLY* 
 
>Selmo1_419489_fgenesh2_pg.C_scaffold_42000189 
MASQGTSSPKIHVLAFPVPGQGHITPIMHLCKKIAARDGFTVSFVNVDSLHDEMIKHWRAPPNTDLRLVS 
IPLSWKIPHGLDAHTLTHLGEFFKTTTEMIPALEYLVSKLSLEISPVRCIISDYFFFWTQDVADKFGIPR 
IVLWPGSTAWTTIEYHIPELIAGGHVFPSLTEAKKLVADESIVGIIKGLGPLHQADVPLYLQADDHLWAE 
YSVQRVPYIRKASCVLVNSFYDLEPEASDFMAAELRKGGTEFLSVGPMFLLDEQTSEIGPTNVEKASVLY 
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ISFGSIAVVTVEQFEELAVGLEAIGKPFLWVLRPELLIGNPVEKYKEFCERTSKQGFTVSWAPQLRVLKH 
PSIAAHLSHCGWNSVLESISNGVPLMCWPWGAEQNTNAKLVIHDWKIGAGFARGANGLIGRGDIEKTLRE 
VMDGERGKQMKDTVEVLKCKARKAVESGGRSAASLDDFLKGLSSQ* 
 
>Selmo1_419491_fgenesh2_pg.C_scaffold_42000191 
MASQGTSSPKIHVLGFPVPGQGHITPMMHVCKKIAARDGFIVSFVNVESLHDEIIKHWRAPSNTDLRLVS 
IPLSWKIPHGLDAYTLTHSGVPLLCWPWGVEQNTNAKLVIHDWKIGAGFARGANGLIGRGDIEKTLREVM 
DGERGKQMKDTVEVLKCKARKAVESGGRSAASLDGFLKGLSSQ* 
 
>Selmo1_419579_fgenesh2_pg.C_scaffold_43000060 
MAKHIVALPFPGEGHVSPMMHLSIFLAQQGFSITLAAMTIGPFDCYSFIKNKGTWPPPGTTNISVKELTS 
TVPFPAEAISENRADMTQILRYAQTYLALMEELVRAIPDEVCCIISDYLFDWCPKLAAKLGVLGVVLIPA 
SATVTWCELSIARLAAAGMVPSQPGELADDDAAVILTDPEIRRSEIPWHFCNDKAYQDHIAKFNSQALKA 
ADLAIVNTCMELEGQIVSAISQQMDDKFLPVGPLFLLNDEPHTVGFGVCDTDCLKWLDEQPPSSVLYISF 
GSFAVMTGDQMEEIVRGLEASSKKFLWVIRPEQPEISKVRFPSTDQGMVVSWSPQTKVLSHPSVGAFLSH 
CGWNSTVEAVASGKPVLCWPLLFEQNTNSISLVRKWKVGIRFAKGRDGMVSRDEVERIIRLAMDGEQGRQ 
IRERAEELGEKIRSKNVPGSGLERFVTALSV* 
 
>Selmo1_419580_fgenesh2_pg.C_scaffold_43000061 
MAKHIVALEGHVSPMMHLSIFLAQQGFSITLAAMTIGPFDCYSFIKNKGTWPPPGTTNISVKELTSTDPF 
PAEATSENRADMTQSLRYAQTYLALMEELVRAIPDEVCCIISDYLFDWCPKLAAKLGVLGLADDVILSDP 
EVQRSEIPWRNDKAYQDQQPSSHGCRSRHREHLPVGPLNDEPHTVRFGVCDTDCLKWLDELDISFGSFAA 
MTGDQMEEIVRGLEASSKKFLWVIRLEQPEISKVRFPSTDQGMVVPWSPQRKVAVGAFLSHCGWNSTVEA 
VARPLLATAVRADKKSIMHKINKENTI* 
 
>Selmo1_419609_fgenesh2_pg.C_scaffold_43000090 
MEPNTRRASPELPHLPCLGILCKDPAEDDPKMYGATVMWGRSGVGFQDPRRDSYDKCRASLRRARKNLSS 
DRTLMLDLVLWTVDDPPPAHLFVTSTDSDLSSAFHLLRMKNYNVLLACNSHAASLALLAAASAVWQWGKL 
AREEGPVAQTIDFHKDICALLQQAALTLSQKPPESMLLSVTLGERMIAPQQQRTGEFPRGKLLRARRLSV 
NAVKVKDGNLVGSPARQVLSPVPETKESGRGEGFVRIRDGGSGKRQKTAKQIEEIALGLEASKVPFLWVI 
RSNSVLRMDEEGFVSRTGGRGLFVSWALQLETLQHESTGAFVTHCS* 
 
>Selmo1_419612_fgenesh2_pg.C_scaffold_43000093 
MAIHGSSRALPLGFLSTICPRCVALAADEELQRSSGMQLSASPALLAAASVVWQWAQDSPPVTLEKQESL 
QDFHKDICALLQQAALTLSQKPPESMLLSVTLGERMIAPQQQRTGEFPRGKLLRARRLSVNAVKVKDGNL 
VGSPARQVLSPVPETKESGRGEGFVRIRDGGSGKRQNTAKQIEEIALGLEASKVPFLWVIRSNSVLRMDE 
EGREARFKLTKLRFILVKPLSGFEVSTIVSFYGKDDAQKPVEELELKYINPQHVDYQKPFKVGQLSKDTL 
VTKAIVRSNLRYYKFRLWGNIEYPCQWWFPMGHYDQDKPNPKSRELTIRYFDVKNEGKLTLAPQCKLKVF 
ERTSTRHSECEEFDLHNLPQKKQPSIRQKKLPSRWDFVKKLLYFALKVFRRN* 
 
>Selmo1_421853_fgenesh2_pg.C_scaffold_54000020 
MADASLARVSCMLTDVVITSLQDVARQFGICKVTLSTFSASWLSIQNGHLVLKENGLLPLKGTSRIIDFV 
PGLPPIAGRDFTLQIQEVHPLDPDFSTCSTSLLETIQCSFQSVHCSHHLHSTARLEWTKSSRGGRDNEEL 
QKLFEDPSYDKCKFVSWAPQLKVLKHPSVGAFLTHCGWNSLLETIVAGVSVLGWPFLDEQPLNCVLAVEH 
WKICYCLPRSLDATIVEKAGKNIMGEAGQMWINNVAKPSLRKMQYPMEMNEMKAAEKSAHKDKE* 
 
>Selmo1_426276_fgenesh2_pg.C_scaffold_81000109 
MLLGLPSNSTFQSSWRWETFLSKNVIEGDDKLISYIPGMELRSPLFMHDGEFQKVREEQSLHLSKRITRD 
SWFLINSVHDIELRVFEAMREGFEANFVPVGPLFPLKGEAINSTGLKESSVLYVLFGSISFMTAKQFEEI 
ALGLEAPFL* 
 
>Selmo1_427027_fgenesh2_pg.C_scaffold_87000137 
MVRSEIILDVMADDSLPRVPCILTDVEPSRHRSFGICKVSLSAFSASWLSIQNGLLVLKENGLLPLKGTS 
RIIDFVPSLPPIAGRDFTLQIQEVHPLDPDFSIMYSRSQIIQTDAWVFMNSFHELETPQLDQLARDNPRF 
VPIGPLLLSFAFDGQVEVDELEQERCRFWTEDMSSLDWLDEQPSKSVIYVSFGSLGDMIRQR* 
 
>Selmo1_427031_fgenesh2_pg.C_scaffold_87000141 
MILCLECIDLAITSLQGVARQFLICKVTLSTFSASWLSIQNGLLVLKENGLLSLKDFVPGLPPISGREFP 
LHLQEVHAVDPNFTLRDTPQFVPIGQLLPSFAFDGQVGVYELEQERCGFWMEDMSCLDWLDEQPSKSVIY 
ISFGSLGSQASFRGCVSHSLWMEFSFWRRSFVLGVSVIRWPFLYEQPLNCVLAVEHWKIGSRLPPSPDAT 
IVEKAVKDMMGEAGQMWRDNVTKLAISAKDAVADGGLSHRSF* 
 
>Selmo1_427660_fgenesh2_pg.C_scaffold_93000022 
MPGHITPLLHLCQHLAASGCLVTLLKTPENSQSVGAEKWENGVRIKSCLPLDPSKALPAVHKDDHGARLE 
KVLCYFNRFQALNDDDSMLAIAEELSQSSGVPISCVISDVYVGWARDLAAQLEVPWIALWTSTVADLLVR 
PLLPKNYATFGFIPYESLHKVLHTYKELVHKIPQADRVLVNSIEGIEGPAIDSLIGSGINIKHIGPLHLL 
SDKLGTSAQQGVDCKKESSAIIQWLGARPDSSVIYIAFGTTMPVADGQFEELASALEESRQEFVWAIRDS 
SLIPPGFQERMTKLDQGLVVSWAPQLEILGHRSVGGFLTHCGWNSVMESMSFGMPMVARPITGDQVLTAK 
FVIDEWGIGVGVRGIEMGRELARKDDLKNSIKALMEADPKTSEIWKNARRVKEVVRAAMKNKGSSRNNID 
SLVHKRVKAKCH* 
 
>Selmo1_428029_fgenesh2_pg.C_scaffold_97000057 
MAVVALQFMRGYKSALSWLPDTAEMKHILILPFLLAGHITPMLNLCCKLARITLLINQDAVETVVKIYEE 
LVAGGDLSAEVAFTVESIPFSWPPIRRLGRDTAKLAEEVATRALESSSGPISFLLSDIGLGVPRVVLFIT 
VFLEFGIILQMPRLISQKIYSPFTKTNANDLDVKLIQLPEYPAFKTSEIPRFPQFPDALQCYWNALLRCM 
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SRARENELILVNSCHELEEEAYVAGLRRYVRVLGVAGQDQLPSSELEEILLVGGFFTHFGWNSALESISA 
GVLMIGKPIMGDQLGIRRFAVDRWKIALDIPEDKDKKLLREAVKVALRELFGNEELYANAARLSKSVKKA 
QESGGSYKCWDMARK* 
 
>Selmo1_429729_fgenesh2_pg.C_scaffold_119000050 
MADDSLPRVSCILIDIAITSLQGVARQFLICKVTLSTFSASWLSIQNGLLVLKENGLLPLKDFVPGLPPI 
SEWEFPLHLQEVHTVDPNFTLGDTPQFLPIGSLLPSFAFDGQVGVYELEQERFSSIVPWVRFSLIVDEIL 
FWRRSFVLGVPVIGWPFLYDQPLNCALAVEHWKIGSRLPPSPDATIVDKAVKDMMGEAGQMWRDNVTKLA 
ISEKDAVSDGGLSRRSF* 
 
>Selmo1_430669_fgenesh2_pg.C_scaffold_136000010 
MWLGLTTEKVSLGSGVPRDCVLHRNSVKHSFRVLHAPICPIGRDNGIPREEVPRRHLPRRGLREFYPRNL 
AISLHHSIPGPVKHGMKHTDRLVHAPVANARGDDDVPAESFPSHEGRPRKNVPFPHSSKHLDQALELTVL 
RIRIVFQEVSAFSVIIDYVRGVKPLRLADVPDYMQGEKVWKEICIKRSPVVKRARWVLVNSFYDLEAPTF 
DFMASELGPRFIPAGPQFLLDDSRKNVVLRPENEDCLGWMDEQEPGSVLYISFGSVAVLSVEQFEELAGA 
LEASKKPFLWVIRPELVVGGHSNESYNGFCERTKNQGFIVSWAPQLRVLAHPSMGAFLTHCGWNSVQESI 
ANGIPMLGWPYGGEQSTNYSPRLVQGLIERGEIEAGIKKVMDSEEGKKMKKRVENLKILARKAMDKENRK 
SFRGLQGWLEDLKAMTGTMKSHTCPNKHNFCKSWSMCTIKWKTTNWLDKILVDKVMVLCSKIHVVVVPLP 
EQGHMSPMIHLCKLIARDPSFTISLVNVDSLHDEFVKHWVAPAGLEDLRLHSIPYSWQLPLGADAHAQRN 
LAEWFTASARELPGGLEDLIRKLGEEGDPVNCIISDYFCDWSQDVADVFGIPRIILWSGTAAWTSLEYHI 
PELLEKDHIFPSRGRASPEEVNSVIIDYVRGVKPLRLADVPDYMQGNEVWKEICIKRSPVVKRARWVLVN 
SFYDLEAPTFDFMARELGPRFIPAGPLFLLDDSRKNVVLRPENEDCLGWMDEQEPGSLKVLAHPSMGAFL 
THCGWNSIQESITHGIPMLGWPYGAEQNTNCKFIVEDWKIGVRFSKTAMQGLIERGEIEDGIRKVMDSEE 
GKEMKERVESLKILARKAMDKEHGKSFRGVQAFLEDLKGLKIHRE* 
 
>Selmo1_430825_fgenesh2_pg.C_scaffold_139000002 
MGDVPVKEGDDKLISYIPGMELRSQDIPLFMHDGEFQKVREEQSLHLSKRITRDSWFLINSVHDIELRVF 
EAMREGFGAKFVPVGPLFPLKGEAINSTGLKESLVLYVLFGSISFMTAKQFEEITLGLEASKVPFLWVI* 
 
>Selmo1_430829_fgenesh2_pg.C_scaffold_139000006 
MARTFASSPSRIHSRSSCPGSIEKQSRLGILPSQCSTCCKKKAGLAGASFWPGSAAWAAFEFHVPKLLEM 
GDVPVKEGDDKLISYIPGMELRSQDIPLFMHDGEFQKVREEQSLHLSKRITRDSWFLINSVHDMELRVFE 
AMREGFGAKFVPVGPLFPLKGEAINSTGLKESSVLYVLFGSISFMTVKQFEEITLGLEASKVPFLWVI* 
 
>Selmo1_43841_gw1.87.302.1 
QRPHLLAVPVPAQGHINPMLQLCKRLASSGFFITFLVSYKRENFIATEQRATGQHLRFVYLPDNLLPGVI 
SASTVLLEFTAILEKNLKLAVPEIIQDVMADPSLPRVSCILTDVVITSLQDVARQFGICKVTLSTFSASW 
LSIQNGLPVLKENGLLPLKGMFFFYSSLSTSRIIDFVPGLPPIAGRDFTLQIQEVHPLDPDFSIRYSRNQ 
IIQNDSWVFINSFHELETSQLDQLARDNPRFVPIGPLLPSFAFDGQVGVDELEQERCGFWTEDMGCLDWL 
DQQPSKSVIYVSFGSVANASPDHIKQLYSGLVQSDYPFLWVIRSDNDELRKLFEDPSYDKCKFVSWAPQL 
KVLKHPSVGAFLTHCGWNSVLETIVAGVPVIGWPFLYEQPLNCALAVEHWKIGSRLPPGPDATLVEKAVK 
DMMGEAGQMWRD 
 
>Selmo1_439509_estExt_fgenesh2_pg.C_70057 
MVLASRLVDSGARVSFLYPAHHESRLCDARSRPHSPEIRFVALHARDFDSAPNDFSRDFFLMPSLAQEFE 
QLVSSLQPPPSCLISDEVCGTLAKSARLLGIPRYILVPESASAFAATLLAPSLARDSKLPLQVARNETVD 
IPFIGMTVVAREYLSPYLDTFPWRADYFLEGAIEAQASDGILVNTYRELEPSILSGMVRDTCLNPHRAPV 
FAVGPLIPEPSSTVGSHHQEEEAEIMEFLDAQAPSSVVFVSFGTLIQRNEKDAREILSGLEQSGHPFIWK 
FSGDGDYVPTGAGKSGLILRNWAPQLRILSHPSTGLFLTHCGWNSCLESSSLGVPILGFPAFMDQPINCK 
LLVELRKAGVKLATLESFQIAEAIKEVMESEEIRRNAQKLKLAADRAPKSLDFFVDKLRENSALHYL* 
 
>Selmo1_440468_estExt_fgenesh2_pg.C_100505 
MAPTKQRHHTVVLVPATGFGHLNPALELARQLAHRGVEVTIIVFHEHLPVAQRRVLKSPGFDAARASIRL 
VPFPEPLRGDNPSQPIAALTQVIREEFKLDLDQAAVPAENGKVTKPSLLISDCFVKCQDTADELHIPRVV 
FWTAATLSESIFASVPLLISTGHIPVHTSPHKDKIVSVLPGMPVPLATTRLPLCFYGVDHDFSPFAIACF 
ENSSRAQGFLANTVEEIEAEVVAVQRSQLQRYFPVGPLIPPEVLEDAVDHPVIHWLDGKPPLSVLYIAFG 
TESILPLHQFEKLVAGLESSKRAFVWSMRKVVPEAEDEFYDSVKRRLAGQGLVVDWAPQRAILDHPSIGG 
FFTHCGWNSTLEALCAGVPTLCWAFGAEQNMNSLLMTHKWGIGVEVGHGPDCDVDERGIGAAIEGLLAGE 
EGAAMRKRAMEMKGVVAAAMEPGGSSYESMNEFVRTFCPM* 
 
>Selmo1_440629_estExt_fgenesh2_pg.C_110368 
MAAPPHRHALVFPIDGPGHLNALLPLSDRLADEEHGLQITVVLPQVTVDRNRAPLEREHPRMGFVGVPDG 
RADVGFKSIGEVFKSLDRMREPLEDLLQSLDPPATLIIADGFVGWMQDVADKFGIPRVCFWASSATCEIL 
YFNLPFLISRGYVPLKDPENAHELITIIPGLHPARRKDLPHCFLHEAQGLELMTSFSQRTVEALCVIGNT 
FEELEAEAVAANQEKLRYFPIGPLLPSWFFQDEHLPEPTEEGDVSCIDWLDKQSPGSILYIAFGSGARLA 
TEQADRLLKALEAAKFGFLWVFKDPDDDALLRKAQSLEGSRVVPWAPQLRVLRHDSVGGFLSHSGWNSTM 
EAICSGVPLLTWPRFAEQNLNAKMVVDKWKIGLEINNDDPNALVEPDKLVQVMNAVMDGGQVSKELKANA 
MKLSEAAKGAASQGGSSHKNLLEFIEYSKNQAKKQQG* 
 
>Selmo1_441500_estExt_fgenesh2_pg.C_170058 
MGSSTGAEGLAPHAAVLPIPTLRHITPFLHLSRALASRGFVITFINTEGNHRDLKDIVSQEESFGYGGGI 
RFETVPGIQASDVDFAVPEKRGMFSEAVMEMQAPVESLLIRNMARDDDLVPPVSCFISDMFPWSAEVARR 
TGIPEVKFWIASASCVLLDCSFPRMLEKGDVPVQDRSIEKYITYVDGLSPLPIWGLPRDLSAIDESRFAG 
RYARAKSFATTSWVLVNSFEELEGSATFQALRDISPKAIAVGPLFTMAPGCNKASLWKEDTESLSWLGKQ 
SPGSVLYISLGTIATLSFDQFKEFSEGLRLLQRPFIWAIRPKSVAGMEPEFLERFKEAVRSFGLVVSRAP 
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QVDILRHPSTAGFLSHCGWNSILESVASAVPMLCWPCVAEQNLNCKLIVEDWKIGLKFSCVTMPDPPEVM 
ARDEFVEVVERFMGTDSEHLRINVKKLSEEARRAVSSGGSSYENLERFAQAVKIS* 
 
>Selmo1_441702_estExt_fgenesh2_pg.C_180234 
METILREEEDYGGGARGAAKDPSRKPHVVALAYPMQGHINPMIHLCKRLASLGLSVSLVNTQTNHDRLAR 
SRGAALEQGLDIAMLALADDEEDTSAHQGGAGAGGDDALQRSLVAADAMERPFVALLQGLLDRGRGVDCI 
LSDAFLGWSQDVADRFGIPRAALWASSTEYCLLNFHLLELRTRGYAPIRDASVLDDDSHTIAFIDGVAPL 
HPKDLPSILQRYSSHDPGFEKRYARTRRLCDAYWILGNTFQDLEPDALDAIQQAINGDPTSAAKKKRRNF 
SPVGPLLPSAFLGLGGDDLGSGNGLWIEDERCVNWLDKQSPSSVLYVSFGSLAVMSSAEMLELAAGIESS 
RQPFLWVIRPGSHLGSFDLEGFVERTRQLGLVVQWAPQLQVLFHPSVGGFLSHCGWNSTIESIAMGVPII 
GLPCIAEQNLNCKRAVKDWGVGCKLQQRGDGDGDAIVGREEIERVVTRFMTGEDGMELRIRARELREAAR 
RCVMDGGSSHKNLEAFVEAVRINGLR* 
 
>Selmo1_445219_estExt_fgenesh2_pg.C_540100 
MVDDQQVPHLLAIPFFFRGHEIPLLHLCRHFKSRGAKFLVTILRTSRSKPTAPPKDLAGFVRFEGFPDDI 
NLPAERNLELFIQFFKRFQGELGDFVLDRWQCRPVTCVICDVLVEWGERVARHLGVPWIAFWTSTVLEMA 
MASHVPRLIAENAIKDPESIIKIPGLPDFQVRDYVTLSNVINPNFPMKFMIESLVDTVRRTAGADMILAN 
SSGLLEDDAIKTLESSGIKVTPVGPLHLIDQDNDPKDPDKVISWLDEQDPASVLYICFGTVAPMPVGQME 
ELAMALDSTGVSFLWVVRHDHLKDIPPGFTAKHGISNGTNGTNGGTNGCTARHRGLLTDWVTQPRVLGHR 
AVGGFLTHCGWNSVMESITAGVPMITRPLMGDQTLTAAMLRQASMPAIALPTSKGGAVTKTEIVAAIEEL 
MVRERGAELRRRAGDAAALVRSGMENGGCLDSLVTELNILAKNPKNRLA* 
 
>Selmo1_445660_estExt_fgenesh2_pg.C_590124 
MGSQGPHVVAIPYVMPGHITPLLHLCQHLAASGCLVTLLKAPKNSQSSGVEKWDNGVRIRSCLPLEPTKP 
RPAVHKDDHGARLEEVLCYFNRFQALNDDDSMLAIAEELSQSSGVPISCVISDVYVGWARDLAAQLEVPW 
IALWTSTVAELLVYHHMPRLIERGIFPFAGDPSDEEFSIPGLPPLLPKNYPTFGFIPYESLHKVLHTYKE 
LVHKIPQADRVLVNSIEGIEEPAVDSLIGSGINIKPIGPLHLLSDKLGTSAPQGEDCKKEPSAIIQWLGA 
RPDSSVIYVAFGTTMSVANGQFEELASALEESRQEFVWAIRDSSLIPPGFQERMSKLDQGLVVSWAPQLE 
ILGHRSVGGFLTHCGWNSVVESMSFGMPMVARPITGDQVLTAKFVIDEWGIGVGVRGIELGRELARKDDL 
KNSIKALMEADPKTSEIWKNARRVKEVVRAAMKNKGSSRNNLDSLVCDLHERVKAKRVFI* 
 
>Selmo1_447400_estExt_fgenesh2_pg.C_890116 
MVYQKSQTYLLTVALMPGGGLKTQAAHSNVWRSVASGNACSRIDTVGFALKGRECNFHDFCKNVTTKTEK 
EPHKFRVIRDDLLHPTLGGNKIRKLDAVVPFLKDEEITDVVTCGGCHAAAVAQLWRVLSMGHLLLRGEKL 
EVTTGYNLISEVYGNVVETITPSENSKLLEPGRGRRKWAVLGEGGASGLALLGFIRLVRWLSENEVFERD 
DKIKIVVDSGTGTSAIGLALGIALLGLHQWEIVGVMLSGSRNYYERQTKNLVTDFLQQFRCDQLAEALSL 
PLVWEERKRVRRFNDREKKTILRSNG* 
 
>Selmo1_447949_estExt_fgenesh2_pg.C_1050061 
MASRKVHVLAFPAPAQGHISPMIHLCKFIAQDPSFTISWVNIDSLHDEFVKHWVAPAGLEALRLHSIPFS 
WKLPRGVDANVAGNVGDWFTAAARELPGGLEDLIRKLGEEGDPVSCIVSDYICDWTQDVADVFGIPRIIL 
WSGNAAWTSLEYHIPELLEKDHIFPSRGKASPDEANSVIIDYVRGVKPLRLADVPDYLLASEGQEVWKEI 
CIKRSFVVKRARWVLVNSFYDLEAPTFDFMASELGPRFIPAGPLFLLDDSRKNVVLRPENEDCLGWMDEQ 
NPGSVLYISFGSVAVLSVEQFEELAGALEASKKPFLWVIRPELVVSGHSNESYNGFCERTKNQGFIVSWA 
PQLRVLAHPSMGAFLTHCGWNSVQESVANGIPMLGWPYGGDQTTNSKFIVEDWKIGVRFCKTVGQGLIGR 
GEIEDGIKKVMDSDEGKKMKERVENLKILARKAMDKELGKSFRGLQAFLEDLKSLKE* 
 
>Selmo1_447950_estExt_fgenesh2_pg.C_1050062 
MASRKVHVLAFPAPAQGHISPMIHLCKFIAQDPSFTISWVNIDSLHDEFVKHWVAPAGLEALRLHSIPFS 
WKLPRGVDANVAGNVGDWFTAAARELPGGLEDLIRKLGEEGDPVSCIVSDYICDWTQDVAAVFGIPRIIL 
WSGNAAWTSLEYHIPELLEKDHIFPSRGKASPDEANSVIIDYVRGVKPLRLADVPDYLLASEGREVLKEL 
AIKRSFVVKRARWVLVNSFYDLEAPTFDFMASELGPRFIPAGPLFLLDDSRKNVVLRPENEDCLRWMDEQ 
EPGSVLYISFGSVAVLSEEQFEELTGALEASKKPFLWVIRPELVVGGHSNESYNRFCERTKNQGFIVSWA 
PQLRVLAHPSMGAFLTHCGWNSIQESIANGIPMLGWPYGGEQNTNCKFIVEDWKIGVRFSKRVVQGLIER 
GEIEAGIRKVMDSEEGKKMKERVENLKILARKAMDKENGKSFRGLQGWLEDLKAMKLDRE* 
 
>Selmo1_448116_estExt_fgenesh2_pg.C_1100034 
MAAEDKTHVLVLPYPAQGHLPPLLHLSKVLAANGIRVTIFNIESIHKQLLKSWDPSSAGKRIHFEALPFP 
VDIPFGYDASVQEKRVEFHQLLMSKLRDEFEALVPRLEPAPSCILADESLFWSKPIAKKFGLPSVSYFPG 
NAAWSSISHHLCLLASKGVFPLRDPECVIDYVPGLPPTKLEDFPEYLHDMEKETLEAWAKHPGKMKDATW 
VLVNSFYELEPHAFDVMKQTIGPRYVPIGPLFPLTSTGSGEIKTSLRHEEHGCLEWLQTQAAGSILYISF 
GSCSSLSEAQFEEFMEGLAASKQQFLWVLRPDTVLNGRCDLYQKCRELTKDQGCFVAWAPQLKVLAHPSI 
GGFLTHCGWNSTFESICNGVPMLGWPRHSDQSLNCKLMSEDWKIGMRLGAFNKFLKRAEIAEKLSDFMDK 
EKILEFRMNVKKLENAAREAAAPGGSSYVNLESFFREMRGAI* 
 
>Selmo1_84049_e_gw1.6.243.1 
MVERPRVVAVPFPMQGHISPLLQLSYQLAAAGIDITFVNTFRNHERLVGSREVVSKHSSGVITFMGISDG 
VAAKAFDGGFNESLNASLVASDEMAKPFEELLWKLDGVSCVISDAYLGWAQAVANRFGVPRVALWTSNVA 
YSLVNYHLPLLVEKGYLGVKDPSSVGFLDNLVTCVPGVEPIYARDLPTVLRYDSGEDPGFANRIRKIQAL 
KHASWVLVNSFEELESAGVESMRRELGTQNYVTVGPLLVEDTGGRKSLWSEDEACLKWLDSQKPGSVLYI 
SFGSIASIAGAQMRSIVKGLGDTRQPFLWAMRKNLLVPDSDYSERSFQEFMGATKAQGQGLIVEWAPQVK 
VLQHRALGGHLSHCGWNSVLESMAMGVPILGWPCVAEQTMNCKRIAEDWKIGLRFTTDDAKQQLVSDEEV 
ARVIKKLFCEGEGREIKKRAREFSAIVKTAVSPGGSSHRNLERLVQAIKFGRLGKNSG* 
 
>Selmo1_84376_e_gw1.6.249.1 
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MASSRESVPHVFVIPLPTQGHVSPLMHLSQALASRGFVITFINTEANQECMKNTLEDGHGLDIRFETVPG 
IQGTGIDLSHDEGRLIFTQGLINMEGPVEKLLKDKLVSADPPISCLISDMLFRWPEDVARRIGVPSFIFW 
CASASCILLECSVPQMFEKGDIPVRVPDLSIDKSITYVRGLSPLPLWGLPCELSFSDDPGFTRRYNRINH 
VATVSGVLVNSFEELEGSGAFQALREINPNTVAVGPVFLSSLADNASLWKEDTECLTWLNEQKPQSVLYI 
SFGSLGTLDLEQLKEILAGLEELQRPFILAIRPKSVPGMEPEFLEAFKERVISFGLVVSWAPQLKILRHP 
STGGYLSHCGWNSILESVSSAVPILCWPCVAEQNLNCKLIVEDWKIGLKFSRVRDPRKVVARDEFVEVVE 
QLMGAESGDSFRRNVKELSKAAQRAAVKGGSSYESLDKFVKAVEVL* 
 
>Selmo1_84387_e_gw1.6.1029.1 
MESSTVVVFPLPVIGHITPMLHFAARLVSQGLKVTFVTTRRTQSRVLRAISETMPDSASTLKFVSIPDDQ 
LEEQGDTKKTGIEAIWEAIALMHSLRGTFERLLKEILDQEQRVACLVSDFLLDWTGEVAAKFHLPRAAFW 
TSNAAFLLLMIHAPDLVSSGCVPLRGKLNLPEETKDEFIPYLEGVPRLRARELPFALHADSPADPGFKLS 
QSSIRNNLKASWVVTNTFDEIEVEAIAALRQFVEHELVVLGPVLPSSSSSLETAKDTGVILKWLNNKKKA 
SVLYISFGTVAGIDSMRSIEELARGLEVSGIDFVWVFRTNLVEDKDEDFMEKFQERTKALEKGLVVPWAP 
QLQVLQHNAVGGFLTHCGWNSVLESIWSGVPMLGWPCMAEQNLNQKFITDIWKIGVPFDAAMDATAISSA 
VVKLMQGKEGKWARKSVARMRIAGQRALAPGGTSHKSLEEFVESLKLDRAA* 
 
>Selmo1_84680_e_gw1.6.1024.1 
MADEQRLHIAALPCDGSGHINPMLELCRRLVPLGFHVSFVLPRNLCSKVESSLREDDLHIDLVPSPPTDV 
SLIRAAELQEEVKAVLEALRPPVKCLISDFFLGWSQDVAASLGIPQIALNTSHAINEVLFYHIPELEKED 
VLLIPLRVLSSLSGNPDHQTLIDFIPGLEPFPRRLLPLGFQRGGPVVLLLGAAAKRTKEAACVLVNSIEE 
LDHELVTSRRKEFPNYLPVGPLVPPALLQEHETISSPEEDTSISWLDKQPHRSVLYIAFGSVISLPADQV 
EKIAKAVQATHQPVLWAIRRNFASDAPENFFESLQEKVGEHSLVVEWAPQVPVLRQSAVGAFLTHCGWNS 
VLEALLCGVPTLCWPCAYEQNSNAHVMTEKWKTGVKLADGPDDGVKCEDLEKIIDAVMNGEEGKTMRRRA 
EALKEIVRKSTGLERNIRQLKNVIVAASQ* 
 
>Selmo1_84695_e_gw1.6.506.1 
MSDGARNSAAWVFFNTCPALEQPLIDAAREQGFDRFVPVAPLLPPSFLGLGDLDHRSSPQEFFTSSLWEQ 
DLSCLDWLDRQPPRSVLYISFGSIAAMNFSQLEVLLGGLLDLGERFLWVLRPDLVSDMGEEDHARFLDRA 
KDLGLVVRWAPQLQVLRHGSTAAFLTHCGWNSTFESICAGVPTICQPCFAEQKANAKYVVEVWKTGVKLA 
KGHRGDFSKEDVLRAISAVMGGGEQTDSIRKRAADLRDACRKDFQEMSGLKAFAADLLAKNKSAEF* 
 
>Selmo1_91632_e_gw1.12.788.1 
MLHISVNVETLLEKGFLPLSRNDRSPEKKVVDSSVIPGIPCELSVFTDIPEDPLDPVGFSSMRKLKNPLL 
KAPRLLVNTLDEVEEQTLGALREQGFRKLVNVGPLPVGPGSNLEDHTQKEWLDAQEISSALYVCFGTMLE 
LPEEQVMEVGYGLEASQQSFLWVLPESSQRKLGDFLEGLRTRIGKRGLIVSWSSQIDILRHPSVGGFVTH 
CGWNSTLESLSCGVPMIGWPILGDQPINCKFMVDMWRAGVRIESKSSSDGSSRIVGRSEVERAARSLMGS 
ETLRKRAKEIKSKAMEAMEVSRARLKELL* 
 
>Selmo1_95398_e_gw1.17.140.1 
MGSKITPHVVAVPLPAQGHISPLLHLCQALASHGSILITFVNTEANQDSIKEMLGDGVEGIRFETFPGLE 
AAYHGLDLTQLENRQIFYRAILDMEAPVERLLREKIIAKGPPVSCIVSELFPWMRDLAARIGVPSVYFWP 
TSAACVLLDFSIPLLLERGDIPPETSDPDSVIDFIPGIDSLSIKDIPSSLLTSTPEGLERRSRIFSRNKE 
AACIFLNTVEELERKVVAAIQELLRPAKFLTIGPLLPSSFLSDHPADENTVSAEGVWKEDMHCLSWLDER 
EPRSVLYVSFGSMATLKANQIQELALGLESSGQPFLWVMRPNLVSESEAPNFCEDFVVRTKSQGLVISWA 
PQLQVLKHPSVGGFLTHCGWNSTLEAVCSGVPLLCWPCFAEQHLNCKIIVDDWKVGLSFFRGSCHGVASK 
EVVHQVIRRLMVEDPGKEIRKRAIELRNEIRSTVTEGGSSDRNLSAFVDLISKRLV* 
 
>Selmo1_95464_e_gw1.17.415.1 
MVVLPYPALGHLLPLIHLATKLATTGIIVTLLNVNSIHENLSRQWRCPDGMDIRLEQVHCDIFIPYGIDA 
KALKDTDGLLESLERLQAPVEELVREMQPPPCCIISDYFMRWAVGITKKLGLKVVTFWPGNAAWSSIHHH 
TQMLVSSGDANLGLDENKLIRYVPGLDAFKCRHLPSYFRRKLVGFILEFFSVSADRMKDADWILVNSISE 
LETHAFDAMQGALANKNFVSVGPLFPCHTSPRVSLRDEKSECLEWLHTQATSSVLYISFGSLCLFPERQI 
VELAAGLEASKQPFLWADVRHEFVSSEALRGFAERSRPRGMVVSWAPQLQVLAHHSIAGFLSHCGWNSVL 
ESIFYGVPLLGWPCHTEQSMNCKLVEDWKIGRRLSDDQDVARGRVEEVIRDFLEGQGMGEIRARMAALRS 
TVRSTTDQGGTSHGNLKRFVDAVNVSAIAGTTWHGTSRPCGSPKNDAT* 
 
>Selmo1_95596_e_gw1.17.196.1 
MQAALPASKFAAIGPLFPVSHHESPAALKGVSLRDEEHGCLKWLDTRAESSVLYVSFGSISVLSEDTFQE 
IAAGLEASEQAFLWVNREDLVKRSATHDEFYAGFLERTREQGMVVSWAPQVRVLAHSSIGGFLSHCGWNS 
TLESICYGVPLLGWPCHSEQRTNAKLVEEDWRVGKRLWRRGDGDTVTRGVVEQRITEFMSGMDKEEIWAR 
AKDLKNVARATANPGGNSHENLATFARAVKTMTMGD* 
 
>Selmo1_95612_e_gw1.17.147.1 
MAASVRELIRKFQEEGNPVCCMITDTFNGFTQDLADEFGIPRAVFWTSNAINDIYYLFLPELISKGFVPV 
ATRKTEELITFLPGCPPMPATDLPLAFYYDHPILGVICDGASRFAEARFALCNTYEELEPHAVATLRSEM 
KSSYFPVGPCLSPAFFAGDSTAVERSSEHLSPEDLACLEWLDTQKESSVIYVSFGSMATLSMEQLQELAR 
GLERSNQPFVLVLRKTLVADPSVHDFFEGLKQRIGERGIVISWAPQMHVLLHPAVGGFLTHCGWNSTVEG 
ICAGVPMLAWPCMAEQNINCKELVEHWKLAIPVQDDRDKNSVVSSERLADLVARLMRGDEGREMRARARE 
FRKVAAAAVAEGGSSDRNLKAFAQALRDLEANN* 
 
>Selmo1_95938_e_gw1.17.405.1 
MGSSTGAEGLAPHAAVLPIPTLGHITPFLHLSRALASRGFVITFINTEGNHRDLKDIVSQEESFGSGGSI 
RFETVPGVQTSEADFTAPETRPMFFEALMAMQGPVESLLVRSMARDDDLVPPVSCFISDMLFPWSTEVPR 
RIGIPEVKFWVASASCVLLYSSYPQMLEKGDIPVQDFSMDKSIEYVRGLSPLPVWSLPRVFAFRDDPSFT 
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RRYERLKNIPQNSWFLANTFEELEGGALEAVRDYIPRIIPIGPAFLSSPSMKNASLWKEDNECLAWLNEQ 
EEGSVLYIAFGSIATLSLEQAKEIAAGLEELQRPFLWGIRPKSVPGMEPEFLEPFKERVRSFGRVITWAP 
QREVLQHASIGGFFTHCGWNSVLESMAAGVPMICHPCVAEQNLNCKLVVEDWKIGLRYSNVGSGKLVVRD 
EFQKVVKKLMEDDNGIAQYMRSNAKKLSEEARKAVCVGGSSYQNLENFILSLK* 
 
>Selmo1_96026_e_gw1.17.135.1 
MTRKDLPLAFYDDDVCLDFIGKACARRPEAFCVLANTFQELEPVAIAAMRERMRYFAIGPLIPRALLREA 
QLPREDLRDHDEHLGCMEWLDRQLPASILYIAFGSVAVLSFRQVKEILDALQASNQAFLWSFRKNFVVDV 
PDNDHKALDELLDRAKPMESRLVSWAPQLHVLRHPAVVGFVTHCGWNSTMEAISSGVPMLAWPRTSEQNM 
NSKRMVEEWKIALGVNNHGQDTDDPPRVIQSREIARLIEELNGEEGKSMKENVLRLRDALRAAHGPGGSA 
CESLREFAECFAKSPSLR* 
 
>Selmo1_97269_e_gw1.19.401.1 
MRADDLPFYLRKDFYHKLGRDRFLRQLERAAKDTWVLANSFYELEPQAFDAMQHVVPGKFVPVGPLFPLR 
DREASGMEASLRPEDHSSIGWLDRKPLKSVLYVAFGSITVLRPGEFEELARGLEESGHPFLFSVPREMVP 
EVGDDRVGEFAERAARSGAGMVVRWAPQLAVLQHPSVGGFLSHCGWNSILESVSSGVPVLGWPIASEQNT 
NCKLALQERGVGMELADRSSGGVASAVRELMASEELRRNVAEIGRNARAAAAAGGSSHRNLHDFFHSCQD 
REILLQIKQQSLI* 
 
>Volca1_106361_estExt_fgenesh4_pg.C_420075_AGD2 
MYDSSVPRLVVRRRRAPSSGLGGWPRSFLIDGRCGALWAMVGHSGDPAGYLEKQQQRRQEAKEEEVEGAE 
EEVVEEEAALVARRVAAEYMRLSRASSLEQVYGMFSADAAYRSDALGTVCIGLPAIREMMNGFFARYPDV 
KWEVTSLGLVDRSEPRPEAVKVAVEFNRYSTTETGEYVKRSGREWIYVDPKSARIVFVHVAPLDP* 
 
 
 

YUCs 
 
>YUC9_AT1G04180 
MENMFRLMASEEYFSERRCVWVNGPVIVGAGPSGLATAACLHDQGVPFVVVERSDCIASLWQKRTYDRLK 
LHLPKKFCQLPKMPFPDHYPEYPTKRQFIDYLESYANRFDIKPEFNKSVESARFDETSGLWRVRTTSDGE 
EMEYICRWLVVATGENAERVVPEINGLMTEFDGEVIHACEYKSGEKFRGKRVLVVGCGNSGMEVSLDLAN 
HNAITSMVVRSSVHVLPREIMGKSTFGISVMMMKWLPLWLVDKLLLILSWLVLGSLSNYGLKRPDIGPME 
LKSMTGKTPVLDIGALEKIKSGDVEIVPAIKQFSRHHVELVDGQKLDIDAVVLATGYRSNVPSWLQESEF 
FSKNGFPKSPFPNAWKGKSGLYAAGFTRKGLAGASVDAVNIAQDIGNVWREETKRQKMRRNVGHRRCISV 
A- 
 
>YUC3_AT1G04610 
MYGNNNKKSINITSMFQNLIPEGSDIFSRRCIWVNGPVIVGAGPSGLAVAAGLKREGVPFIILERANCIA 
SLWQNRTYDRLKLHLPKQFCQLPNYPFPDEFPEYPTKFQFIQYLESYAANFDINPKFNETVQSAKYDETF 
GLWRVKTISNMGQLGSCEFEYICRWIVVATGENAEKVVPDFEGLEDFGGDVLHAGDYKSGGRYQGKKVLV 
VGCGNSGMEVSLDLYNHGANPSMVVRSAVHVLPREIFGKSTFELGVTMMKYMPVWLADKTILFLARIILG 
NTDKYGLKRPKIGPLELKNKEGKTPVLDIGALPKIRSGKIKIVPGIIKFGKGKVELIDGRVLEIDSVILA 
TGYRSNVPSWLKDNDFFSDDGIPKNPFPNGWKGEAGLYAVGFTRKGLFGASLDAMSVAHDIANRWKEESK 
QQKKTAAARHRRCISHF- 
 
>YUC10_AT1G48910 
METVVVIVGAGPAGLATSVCLNQHSIPNVILEKEDIYASLWKKRAYDRLKLHLAKEFCQLPFMPHGREVP 
TFMSKELFVNYLDAYVARFDINPRYNRTVKSSTFDESNNKWRVVAENTVTGETEVYWSEFLVVATGENGD 
GNIPMVEGIDTFGGEIMHSSEYKSGRDFKDKNVLVVGGGNSGMEISFDLCNFGANTTILIRTPRHVVTKE 
VIHLGMTLLKYAPVAMVDTLVTTMAKILYGDLSKYGLFRPKQGPFATKLFTGKAPVIDVGTVEKIRDGEI 
QVINGGIGSINGKTLTFENGHKQDFDAIVFATGYKSSVCNWLEDYEYVMKKDGFPKAPMPKHWKGEKNLY 
CAGFSRKGIAGGAEDAMSVADDIRSILATLKNN- 
 
>YUC7_AT2G33230 
MCNNNNTSCVNISSMLQPEDIFSRRCIWVNGPVIVGAGPSGLAVAADLKRQEVPFVILERANCIASLWQN 
RTYDRLKLHLPKQFCQLPNLPFPEDIPEYPTKYQFIEYLESYATHFDLRPKFNETVQSAKYDKRFGLWRV 
QTVLRSELLGYCEFEYICRWLVVATGENAEKVVPEFEGLEDFGGDVLHAGDYKSGERYRGKRVLVVGCGN 
SGMEVSLDLCNHDASPSMVVRSSVHVLPREVLGKSTFELSVTMMKWMPVWLVDKTLLVLTRLLLGNTDKY 
GLKRPEIGPLELKNTAGKTPVLDIGAISMIKSGKIKIVAGIAKFGPGKVELVDGRVLQIDSVILATGYRS 
NVPSWLKENDLGEIGIEKNPFPKGWKGKAGLYAVGFTGRGLSGASFDAMSVAHDIANSWKEETKQQIKTV 
ATRHRRCISHF- 
 
>YUC2_AT4G13260 
MEFVTETLGKRIHDPYVEETRCLMIPGPIIVGSGPSGLATAACLKSRDIPSLILERSTCIASLWQHKTYD 
RLRLHLPKDFCELPLMPFPSSYPTYPTKQQFVQYLESYAEHFDLKPVFNQTVEEAKFDRRCGLWRVRTTG 
GKKDETMEYVSRWLVVATGENAEEVMPEIDGIPDFGGPILHTSSYKSGEIFSEKKILVVGCGNSGMEVCL 
DLCNFNALPSLVVRDSVHVLPQEMLGISTFGISTSLLKWFPVHVVDRFLLRMSRLVLGDTDRLGLVRPKL 
GPLERKIKCGKTPVLDVGTLAKIRSGHIKVYPELKRVMHYSAEFVDGRVDNFDAIILATGYKSNVPMWLK 
GVNMFSEKDGFPHKPFPNGWKGESGLYAVGFTKLGLLGAAIDAKKIAEDIEVQRHFLPLARPQHC- 
 
>YUC8_AT4G28720 
MENMFRLMDQDQDLTNNRCIWVNGPVIVGAGPSGLATAACLHEQNVPFVVLERADCIASLWQKRTYDRLK 
LHLPKQFCQLPKMPFPEDFPEYPTKRQFIDYLESYATRFEINPKFNECVQTARFDETSGLWRVKTVSKSE 
STQTEVEYICRWLVVATGENAERVMPEIDGLSEFSGEVIHACDYKSGEKFAGKKVLVVGCGNSGMEVSLD 
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LANHFAKPSMVVRSSLHVMPREVMGKSTFELAMKMLRWFPLWLVDKILLVLSWMVLGNIEKYGLKRPEMG 
PMELKSVKGKTPVLDIGAIEKIRLGKINVVPGIKRFNGNKVELVNGEQLDVDSVVLATGYRSNVPYWLQE 
NEFFAKNGFPKTVADNNGWKGRTGLYAVGFTRKGLSGASMDAVKIAQDIGSVWQLETKQPTKRSRGSLRR 
CISQQF- 
 
>YUC1_AT4G32540 
MESHPHNKTDQTQHIILVHGPIIIGAGPSGLATSACLSSRGVPSLILERSDSIASLWKSKTYDRLRLHLP 
KHFCRLPLLDFPEYYPKYPSKNEFLAYLESYASHFRIAPRFNKNVQNAAYDSSSGFWRVKTHDNTEYLSK 
WLIVATGENADPYFPEIPGRKKFSGGKIVHASEYKSGEEFRRQKVLVVGCGNSGMEISLDLVRHNASPHL 
VVRNTVHVLPREILGVSTFGVGMTLLKCLPLRLVDKFLLLMANLSFGNTDRLGLRRPKTGPLELKNVTGK 
SPVLDVGAMSLIRSGMIQIMEGVKEITKKGAKFMDGQEKDFDSIIFATGYKSNVPTWLQGGDFFTDDGMP 
KTPFPNGWRGGKGLYTVGFTRRGLLGTASDAVKIAGEIGDQWRDEIKGSTRNMCSSRFVFTSKS- 
 
>YUC4_AT5G11320 
MGTCRESEPTQIFVPGPIIVGAGPSGLAVAACLSNRGVPSVILERTDCLASLWQKRTYDRLKLHLPKHFC 
ELPLMPFPKNFPKYPSKQLFISYVESYAARFNIKPVFNQTVEKAEFDDASGLWNVKTQDGVYTSTWLVVA 
TGENAEPVFPNIPGLKKFTGPVVHTSAYKSGSAFANRKVLVVGCGNSGMEVSLDLCRYNALPHMVVRNSV 
HVLPRDFFGLSTFGIAMTLLKWFPLKLVDKFLLLLANSTLGNTDLLGLRRPKTGPIELKNVTGKTPVLDV 
GAISLIRSGQIKVTQAVKEITRNGAKFLNGKEIEFDSIILATGYKSNVPDWLKENSFFTKEGMPKTPFPN 
GWKGEKGLYTVGFTRRGLSGTAYDAVKIAEDITDQWMKFNGPLSCRNICSSHIIHLHFNKS- 
 
>YUC6_AT5G25620 
MDFCWKREMEGKLAHDHRGMTSPRRICVVTGPVIVGAGPSGLATAACLKERGITSVLLERSNCIASLWQL 
KTYDRLHLHLPKQFCELPIIPFPGDFPTYPTKQQFIEYLEDYARRFDIKPEFNQTVESAAFDENLGMWRV 
TSVGEEGTTEYVCRWLVAATGENAEPVVPRFEGMDKFAAAGVVKHTCHYKTGGDFAGKRVLVVGCGNSGM 
EVCLDLCNFGAQPSLVVRDAVHVLPREMLGTSTFGLSMFLLKWLPIRLVDRFLLVVSRFILGDTTLLGLN 
RPRLGPLELKNISGKTPVLDVGTLAKIKTGDIKVCSGIRRLKRHEVEFDNGKTERFDAIILATGYKSNVP 
SWLKENKMFSKKDGFPIQEFPEGWRGECGLYAVGFTKRGISGASMDAKRIAEDIHKCWKQDEQVKKI- 
 
>YUC5_AT5G43890 
MENMFRLMGSEDSSDRRRCIWVNGPVIVGAGPSGLATAACLREEGVPFVVLERADCIASLWQKRTYDRIK 
LHLPKKVCQLPKMPFPEDYPEYPTKRQFIEYLESYANKFEITPQFNECVQSARYDETSGLWRIKTTSSSS 
SGSEMEYICRWLVVATGENAEKVVPEIDGLTTEFEGEVIHSCEYKSGEKYRGKSVLVVGCGNSGMEVSLD 
LANHNANASMVVRSSVHVLPREILGKSSFEISMMLMKWFPLWLVDKILLILAWLILGNLTKYGLKRPTMG 
PMELKIVSGKTPVLDIGAMEKIKSGEVEIVPGIKRFSRSHVELVDGQRLDLDAVVLATGYRSNVPSWLQE 
NDLFSKNGFPKSPFPNAWKGKSGLYAAGFTRKGLAGASADAVNIAQDIGNVWREETKRQKMRTRVGHRRC 
ISVA- 
 
>Debha_Q6B458 
MSQPELKKSKVDISKTITVLPGDHVGEEVCNEAIKVLQAIEDATPYRNIKFNLQKHLIGGAAIDATGTPL 
PDESLEAAKNSDAVLLGAVGGPKWGTGSVRPEQGLLKIRKELNLYANLRPCNFASDSLLELSPLKSEIVK 
GTDFTVVRELVGGIYFGERQEQAESEDKQTAWDTEKYSTEEVTRITRMAAFMALQHNPPLPIWSLDKANV 
LASSRLWRTTVDKVMSEEFPQLTIQHQLIDSAAMILVQSPTKLNGIIITSNMFGDIISDEASVIPGSLGL 
LPSASLASLPDTNSAFGLYEPCHGSAPDLTENKVNPVATILSVAMMLRLSLDCVPEAEALEKAVGQVLDS 
GIRTGDLRGSSSTKEVGDAIAEAVKKVLNQSV 
 
>Chlvu1_70408_fgeneshCV_pg.C_scaffold_1000167 
MSDEERRNGPTPSCSDTKLPSKDHKITIEITTRAGNDALKQRACVIGAGKSGLIACKVLHERNIPFDCFE 
ASSQVGGLWVLNSDSGLSASYESLRINTSKQMTSFHDFPMPKHYPTYPTRKEILEYLESYADHFGFRSHI 
TFRTEDKATGHTLARLYTSVLVANGHHWHAAWPELPGSFTGTLMHSHEYRTPKVMEGKRVMVIGAGNSGM 
DIASEASQCGAAAVFLSCRRRVHVVPRYIFGAPSDSILPAWLGVTAPRRLMEKGVTCLIHISRGSQTSFK 
FPPPDFGLLRVHPTVSPGTGDILQLIKDGKVTVRPGIERIEDRTVHFTDGTKEDIDIIVCATGYNVSCPF 
LPPKVEVLKGDKPQLLLNVAHPRAPGIFFLGFVQAHGPMIPCVEGQMPWVCKTNSECVQGITELPGEAEM 
AAKIAEQHEFNRRNFTQVKRHALMVEFHRYLLQLRMARCPKGKGWLGRKLWKAKTFLVFCTGKTC* 
 
>Phypa1_1_108750_estExt_fgenesh1_pm.C_3120009 
MQQQSNSMFPCTHNAEGGLTVLIIGAGPAGLATAACLRSKYWIPSIILERANCSAPLWRYMTYDRLRMHL 
PKQFCQLPLRPFPAVYPKYPTKNQFIAYLEDYQRHFGISPVYNATVTSAEFSTALGLWVVIAEQKLEDNC 
ETVTYTTRSLVVATGENAEPYMPDLFGSHKFHGVISHGSTYRNGVKYKDMKVLVVGAGNTGMEISLDLAK 
FGAKPTLVARSKFHVMPRDLFGLNISAFQVMLMLLKVLPVSFVDKLLVIFSRLTLGDTDHLNLVRPKEGP 
LKMKARTGHTPVLDVGTVAEVRNGFIKVAPAIDQLTKSGARFVNGVEEEFDAVIMATGYTSNVYEWLKID 
GMSGINGFPKRPFRNGWKGGRGLYAVGFGRKGLMGCAHDAELVADDIGAHHRDNEKTY* 
 
>Phypa1_1_121794_e_gw1.37.68.1 
MTREPFPTFVEGAIIVGGGPSGLAAAACLKMKGVPSLIIEKSDGIGSLWKYKAYDRLHLHIPKQFCELPY 
YAFPEDYPLYPDRKQFVDYLENYFQHFDMWAKFNTKVSTASYDPYSSCWKVKTQPSEADSEGERREYRAK 
WLVVASGENAEPYTPEVEGLKDFRGSVVHSSNYKTGAGYARQRVLVVGCGNSGMEIALDLSNFNAEPSLV 
VRSPVHILPREIFGTSTFAVAMRMMKSFPLWFTDACLVWYTWAMLGDTTRYGFKRPSDGPMTIKCKQGKT 
PILDVGTFAKIKSGAIKVCPGLKYVTPDGALFENDQFVKFDAIVLATGYRSNVPQWLKDDSGFFTAEGLP 
KNHSKGTWKAERGLYIAGLGRKGILGATFDAKYIAEDLSRAYASESHKRLICPLQSR* 
 
>Phypa1_1_137645_e_gw1.139.33.1 
MSKPLPTVVEGAIIVGGGPSGLAAAACLEMKGVPSLIIEKSDGIASLWKYKAYDRLHLHIPKQFCELPYY 
SFPEDYPLYPNKKQFVDYLENYFQHFDMRARFNTEVVCASYDPSSSYWKVQTRPSGSGLDSEGMLEFRAQ 
WLVVASGENSEAYTPKMEGLDSFQGPVLHSSNYRTGAHYQGQRVLVVGCGNSGMEIAMDLANFNAKPFLV 
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VRSPVHILPREIFGTSTFAVAMRMMKTFSLWFTDLLLVGYTRAVLGDITSYGFKRPTDGPMTIKCKQGKT 
PILDVGTFAKIKSGTIKVCPGVDHLTPTGSKFENGQFEEFDAIVLATGYRSNVPRWLRDESGFFSADGLP 
KNLSQGTWKAERGLYVAGLGRKGILGATFDAKNIAEDISIVYRSDSHKRLISPLQSR* 
 
>Phypa1_1_143497_e_gw1.204.26.1 
MGSFASTFVEGAIIVGGGPSGLAAAACLKMKGVPSLIIEKSDGIGSLWKYKAYDRLHLHIPKQFCELPYY 
PFPEEYPLYPNRKQFVDYLENYFQHFDMRAKFETKVKTASYDPRLSCWKVDTQPSGADSECVTEYRARWL 
IVASGENAEPYTPDLSGLRDFKGPVLHSSTYKTGADYEGQRVLVVGCGNSGMEIALDLANFRAKPSLVVR 
SAVHILPREIFGTSTFAVAMRMMKSFPLWFTDMLLVWYTWAMLGDTTSYGFKRPTDGPMTIKCKQGKTPI 
LDVGTFAKIKSGAIKVCPGVEYLAPHGAHFANRQFAEFDAIVLATGYRSNVPQWLKDDSGFFSAEGLPKN 
PSHGTWKAERGLYIAGLGRKGILGATFDAKNIAEDISEAYSSESHRILVSPLQHR* 
 
>Phypa1_1_55917_fgenesh1_pm.scaffold_22000038 
MANSAPTFVEGAIIVGGGPSGLAVAACLTMKGVPSLIIEKSDGIGSLWKYKAYDRLHLHIPKQFCELPHY 
PFPEDYPMYPNRKQFVDYLENYFRHFDMRAQFNTKINAAYYDPQLSCWKVESQPSSAGSGECVTEYCSRW 
LIVASGENAEAYTPDMQGLRDFRGPVLHSSNYKTGADYMGQRVLVVGCGNSGMEIALDLANFNAKPSLVV 
RSPVHILPREILGVSTFAVAMSMMKRFPLWFTDALLVVYARAVLGDTTSYGFKRPANGPMTIKCEQGKTP 
ILDVGTFAKIKSGAIKVCPGVTHLTSQGAKFENDQFAEFDAVVLATGYRSNVPRWLSDDGGFFSPEGLPK 
NPSLGTWKAGRGLFVAGFGRKGILGATFDAKYIAEAISDAWSLESHKHLVSPLKSRYPPP* 
 
>Phypa1_1_66487_fgenesh1_pg.scaffold_11000006 
MPPHKQPPSYCNGAIIVGAGPSGLATAACLKKLGVHVLILEKSSCIASLWQTKTYDRLHLHLPKQFCELP 
HSPFPVDFPTYPTRHQFVEYLQEYAARFKLQPLFNHSVDLANFDSRSGLWHVHVTCAGGKGDPDREFRAR 
WLVVASGENAEPVIPSFKGSKEFRGGSKIFHSSRYRNGTEYEGKKVLVVGCGNTGMEIALDLANFGAYPS 
IVVRSPTHILPREMMFKSTFLVAMKLMEKLPVWLVDWLLLAYAYSALGNTAKFGIHRPSEGPMVLKEKHG 
KTPILDVGTLKLIKSGQVKVLPAVERLTPTGALFEDGRLEEFDAVILATGYKSNVPSWLKDDSKFFSDEG 
FPRQPFPHGWKGENGLYVAGLGRKGLLGASKDATRIAKDIYDGSLTEITSLRLVPCQLNQRI* 
 
>Selmo1_113792_e_gw1.47.9.1 
MATVNGSPKIDPDALVDAWLARLDSSLASGDASAAANLFEESTSFWRDLIAFTWNIVTVEGRSQIHAMLQ 
STLESVAPKGWVRNGTASYSADSGVIEAWIKFETRDAVCTGHLRLMATTSLCRTLLTAMEGLRDFPENKG 
RTRPNGVTHGVIRHRASWLDGRKEEERTLGSTVQPYCVIVGGGQAGIGLAARLRQLGVPCIVVEKNPRPG 
DSWRNRYKSLCLHDPVWYDHLPYLPFPENWPIFAPKDKMGDWLEAYTKIMEINYWTSSECLGARLDPQSG 
EWEVKILRDGSKEVTLRPKQLILATGMSGFPNVPRIPGQEEFVGGLHHSSKHPGGEAYKGKRAVILGSNN 
SAHDIAADLWENGAAEVTMIQRSSSHVVRSESLFRFLTQEIYSESAVESGITTDKADMIFASLPYKIMGD 
AQRCNSDAIRAHDKDFYAALTNTGFMLDFGDDDSGLFMKYLRRGSGYYIDVGASQLLIDGEIKLRSGVTI 
ASLKPSSVVLSDGTEIAADVVVLATGYGSMNQWAAKLISQEVADRVGKCWGLGSNTRKDPGPWEGELRNM 
WKPTAQEGLWFHGGNLHQARHYSLYLALQLKARMEGIATPVYGMPKVHHLS* 
 
>Selmo1_178716_estExt_Genewise1Plus.C_470420 
MATMNGSPKIDPDALVDAWLARLDSSLASGDASAAATLFEESTSFWRDLIAFTWNIVTVEGRSQIHAMLQ 
STLESVAPKGWVRNGTASYSADSGVIEAWIKFETRDAVCTGHLRLMATTSLCRTLLTAMEGLKDFPEKKG 
HTRPKGVTHGVIRHRASWLDGRKEEERTLGSTVQPYCVIVGGGQAGIGLAARLRQLGVPCIVVEKNPRPG 
DSWRSRYKSLCLHDPVWYDHLPYLPFPENWPIFTPKDKMGDWLEAYTKIMEINYWTSSECLGARFDPQSG 
EWEVKILRDRSKEVTLRPKQLILATGMSGFPNVPRIPGQEEFVGDLHHSSKHPGGKAYKGKRAVILGSNN 
SAHDIAADLWENGAAEVTMIQRSSTHVVRSESLLQFVMKNTYSESAVESGLTTDKADMIFASVPYKIMGD 
VNRPTYDAIRAHDKDFYAALTKTGFMLDFGDDDSGLFMKYLRRGSGYYIDVGASQLLIDGEIKLRSGVTI 
ASLKPSSVVLSDGTEIAADVVILATGYGSMNQWAAKLISQEVADRVGKCWGLGSNTRKDPGPWEGELRNM 
WKPTAQEGLWFHGGNLHQARHYSLYLALQLKARMEGITTPVYGIPKVRHLS* 
 
>Selmo1_422043_fgenesh2_pg.C_scaffold_54000210 
MATMNGSPKIDPDALVDAWLTRLDSSLASGDPSAAANLFEESTSFWRDLIAFTWNIVTVEGRSQIHSMLE 
STLESVAPKGWTRHGTANYSADSGVIEAWIKFETRVAVCTGHLRLVATTSLCRTLLTAMEGLRDFPEKKG 
RTRPNGVTHGVIRHRASWLDGRKEDERTLGSTVQPYCVIVGGGQAGIGLAARLRQLGVPCIVVEKNPRPG 
DSWRNRYKSLCLHDPVWYDHLPYLPFPENWPIFAPKDKMGDWLEAYTKIMEINYWTSSECLGARLDPQSG 
EWEVKILRDGSKEVTLRPKQLILATGMSGFPNVPRVPGQEEFVGDLHHSSKHPGGEAYKGKRAVILGSNN 
SAHDIAADLWENGAAEVTMIQRSSSHVVRSESLFRFLTQEIYSESAVESGITTDKADMIFASLPYKIMGD 
AQRCNSDAIRAHDKDFYAALTKTGFMLDFGDDDSGLFMKYLRRGSGYYIDVGASQLLIDGEIKLRSGVTI 
ASLKPSSVVLSDGTEIAADVVILATGYGSMNQWAAKLISQEVADRVGKCWGLGSNTRKDPGPWEGELRNM 
WKPTAQEGLWFHGGNLHQARHYSLYLALQLKARMEGIATPVYGVPKVHHLS* 
 
>Selmo1_64527_gw1.6.1083.1 
WVEGAIIVGAGPSGMATAACLQQLGITSSILLEKSDCIASLWQERTYDRLRLHLPKKFCELPLAPFPSHF 
PIYPAKQQFLDYLHDYARRFHIRPRFGEIVQSARFDQRLQLWRVQTMKINNPDLGNISSEGNLSTMEYVG 
RWIVVATGENAEARIPVEIPGMDLFAGKIRHSSVYKSGARFAGQRVLVVGAGNSGMEIAMDLVQHDARPS 
IVVRSPIHILPREMLGKSTFGVSVAMLKFLPLWLTDRLLLLYALLALGDTSRYGIRRPKTGPLEMKEKMG 
KTPVLDVGTLAHIKQGNIKVEPAIECFTASGCKFVNGEQHCYDAIVLATGYKPNVPKWLKDPHLNFSSDG 
FPSCGWRGQRGLYVAGLSRKGILGVSKDARLIAQDI 
 
>Selmo1_75206_e_gw1.0.589.1 
MISDTSDSSSDSDLGGRSGSSSSSPSPHAPSPPPPPPRANSPSIVDSSSWVEGAIIVGAGPAGLAVAACL 
KDRGVPSIVLDKANCIASLWQQRTYDRLHLHIAKQYCELPLLSFARDVPQYPTKNQFIDYLHDYARHFEI 
QPLFDRCVVAATREQSGDRSLWRVETVDKRRGVREEFRSRWLVVATGENGAERIPEDLRPGLDRFQGTVL 
HSSQYRNGKPFKGQRVLVVGCGNSGMEIALDLLNHGAQPSIVVRSPMHILPREMFGRSTFAVAMSLMKLL 
PLRVTDKLLVMYATLALGNTTKYGILRPSTGPLETKAKFSKTPILDMGTFRKIRSGSIKVMPCMEKIDRE 
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GVYFGDGRYESYDSIILATGYKSMVCSWFKDDGNYFSRDGFPKSGWNCDKGLYAAGMSRQGIFGVSKDAK 
HISDHIYDDFSFIERKRTNSIVNFKMMMK* 
 
>Selmo1_80431_e_gw1.3.1238.1 
MWVDGAIIVGAGPSGLATAACLSAAGIGSSVILEKNSCIGSLWQNRTYDRLRLHIPKQFCELPMSPFPDS 
FPIYPTRTQFVDYLENYAAHFQIRARFHECVQSAVFDPRLGLWRVRTIRESGEGDRERQAREYVGRWLVV 
ASGENAEPLLPWDLPGLASFRGSVKHSSEFKNGCDYAGKSVLVVGSGNSGMEIALDLVQHNAKPAIVVRS 
PVHILPREMLGFSTYSVAMKLLKHLPVWLADRLLVSYAIAALGSTARHGIRRPDVGPMEMKVKTGRTPVL 
DVGTLSKIKAGKIKVRPSLESLSSCSARFSDGQQGDYDAIIFATGYKSNVPQWLKGEVGNSFSADGFPRC 
GWKGERGLYVAGLSRKGIFGGSKDAQMIAEDISKEYSLVHKLVSTNRAKQQQQQ* 
 
>Picst_CBS\6054 
MNINHPLSRATTMAEIALKAQRNQQQEQQQKRNFSQFTSYYYQFPKIPRPKRNVLYYSTWTSKGSKFMPT 
RKNIHFPNLRISRRSLSNANQKLKVKTKNFHKRFFSVEARKRRQQRRRFIRWWTITSLAIVLGGVAAKVS 
YERGEQNDEESGPHQYRIKPQSWHLYAYSTLPLKTISRIWGQVNSINLPVWVRSPSYRLYSALFGVNLDE 
MDEPDLTTYSNLSEFFYRKLKPGIRPLGDSDLVSPSDGKVLKFGVIEDGEIEQVKGMTYSIDALLGLKTQ 
RLAAPSHSLDFDYNSDDFAVMERHEEFAKINGISYSVDDIIGGEGSETYHINKLDYKDVHDGTAKGSRAT 
FSKEMAVAKNLAPTPLDAIKTSPNKQLYFTVIYLAPGDYHRYHSPTNWVTTLRRHFIGELFSVAPFFQKT 
LQGLFVLNERVALLGYWKYGFFSMIPVGATNVGSIVVNFDKDLKTNERYEHEVYSRNSTPDENTPLLEGV 
SDSESSTDLTTLSTTSSEPDKKEKKKLKKNTVYEATYTKASRLLGGVPLSKGQEVGGFKLGSTVVLVFEA 
PENFKFNLQIGQKVKMGQSLGDFV 
 
>Ost9901_3|28322|eugene.1700010115 
MRFLDDREFPTTQDALLFYAAFVLAWAVFLPPVFWVCVELARALCLCCKYIAFAFAAMFPAWCVMAYVNA 
KKMRESVPLGVRRKTVGEADPLQGRSNGAKRLCIVGAGAAGLCATRAALRRGFKVCTYEKSDSPGGVWAY 
GRRSGKVFNSVLQNVTKMANCFADYPAPRSFPAYVGWRKTMEYLCGYAAAFQLTSVIELNAEVISVEKCA 
NGEFEVTIASGTPRKDSNLSHRVERFDFVWVASGQLTKPETPVVRGLDSFTGDVMHSSEYTEPTSFLNRH 
VLVVGLGAASGSDIAQDLSTTAASVTLSIRTERYVMSRGLKHGIATFLNWISLFTPAWLGVVGYTYFDWW 
PCVHRISPGVTDSGDLLKEFALQRIKRATLVDRIQGREVFFVDGTSGKFDAIIFATGYRREFNFMAENLR 
PTSGLFEHCVLPTEPRVGYILFVLPFGTHWQVAELQANYLARVHDGTIPLPSIETMSVLAERFQTSSHHE 
HFAEYFRMKYLFLLAPYIFPKLETLLRQPRLLMRILWSPYVAPPCEWASESWRDRTAYGDARGHMSVKWN 
KFRWNRW* 
 
>Ostta4|14365|fgenesh1_pg.C_Chr_18.0001000086 
MRLPNGERFRSERDGMVFYLCFSIAWTIAIAMGAVAVKEVARTAWRLVKVASSLFAVMLPCFCVMASTNA 
RRMRIGADAGEARKSSGAADPLGDAPRGRRRLCIVGAGASGLTATRHALRRGFDVTTFEKSDSVGGVWAY 
GHDACKVFNNVIQNVTKLTNVFADYPAKRAWPSYLGWRQTMDYLTGYAAAFSLNEHIELNAEIVRVERDE 
KSGEFEVTIAYRGESATMTHRIERFDYVWVASGQLTQAAMPEIRGLSTFTGDVMHSSEYKTPTLFAEKNV 
LVVGLGSASGSDIAQELSWVASSVSLSIRTERDVYSRGILGGVASMMNRVAWILPAWLGVLGYTYLDCYG 
WIHHLRKGVTDSGDLLSHFALNKIKRVDVIERVHGSTVYFTDGTCSVYDVIICATGYRRSFDFMAKNLQP 
NEKSGLFEDCILPSDPRVAYVLFVLPFGSHWQLAELQSMLLARVHDGTIPLPSRETMATLADSFNIVGTH 
EHLAEWWKHRYIFVLAPYIFPKLATLWRRPRLAMRILWSPWVAPFGEWASENDRDRTCYRDSWALANVTW 
SGHRLNRCMFFPW* 
 
>MicpuC2|51167|EuGene.0000100238 
MRKYVPDKYRAAIADVRPGAHDYVGGVCATSQVLRHVARYASLAPMVLLGAPALARGVALAMLSCVVAFA 
LAAPAMLALAWMTWRRLGHPAPATRFEPRVEDDDDDDDDDDDDDDDDDATRTEDDASPTNASPRRRPVRR 
VAVIGGGAAGLATLRQLLDVGVDATLFERSDDVGGLWSYDDRRACKVFDNVLQNVTKHHNRFAGHAAPAH 
WPVYLGHRHTLEYLRSFAKRFGLRARVRLRSEVSRVEKNVDDGSFSVTVRRTEAFPAFVNDKAKAKAKAN 
ANATTKKKPRYASCAFFPPPENNAPEETPDEETHVFDAVCVCTGQLSRPKKISCPGIESFPGKVMHSSAY 
RVPGDLARKRVLIVGVGAASGSDVAQDACGAARSVTVAARTDRWILSRGLSQGHPTLLLLLTTWMPAWLG 
VLLVLYGDWIPCLRVLAAGMTDSRDFLTSVALRKIAVVKSTVANVSGSTVTFRDGTSGTFDAIVFATGYA 
RDVPFMPKRLRPEATGLYKGVFAPSDPRVAYVLFVLPFGSHFQVAELQARWIAMTFAGALGLPSAEVMEA 
HARDMEDEGHGKLGEFHRVQFWRLCQKPNAVFDAIKSCIARPRRATSVAWARYAAPFQEWDPAFGAGSRE 
GEGEGGDARLTRGQARFTDGEFGVPAWGAWKFA* 
 
>MicpuN2|63055|EuGene.1200010227 
MGNKQSHPPNVCASPVSANPTQPKLSERDVTNLSRLYGHDNELLQLMYAAELLRDCAKCVRDDARSYFLH 
AQHACDKQREFGARLRTLAERAERSTKGIIHVPSGNNATPGSSSAPVPEAAVVAASPPSATSLEQPFLED 
DADSHPLDLAQPGVTEPLLEEVLGTTRIVSRLANAQMDGAERYAQFVAMFTHKLDEMARKVEKAHSMKLE 
RHAPSALAHEKAFNHITAPESRLRHLMHLPENKRNDDVEKKIDMAEVDLEKRRAQLEATSRMLKRRAKVF 
LNKFTPHVTDAVRAFTLCQHRARLENAELLENVVAADPVERLRTVEHSRERCAWFIDTEDSDCPYVALDA 
SVSSPDVTPPGSGGDAMNGGGASRTERSLAAEQTAGDAPQMSFFKCLEYQTTLMVLTHLLFGVCVQIRQF 
HRVAVQCVSCRNIQSTATRRFRRDKHLGFINLVPTKRTIHNNRRHPATHAPPPGLVPSPPSTFTVAMEKS 
STRATLSDAPWHPHLVWWCRMGVRYGSLLPLFFLGVLPLARVGVTCVYAAFVGLTCAMPFMVTLAWLTWR 
EFDHPAPATRREPRAGEPHPPRDPSAPRSEEEEEEEEEEEEEENDVGDATAPVRTVAVIGGGAAGLAALR 
QMLAHGMDAVLFERTDDVGGLWDYASPERSKVFRNVLQNVTKTHNRFAGHHPPEDWPIYLGHEHTLQYLR 
SFAEKFGLMDRVRLRSEVTSCVETANGFELVIETEDTQPATQKTSPRAEKRSRSIRAAQSAAATTTIPST 
VRVSRTEVFDAVCVCTGQLAEPSVPDDLINLKEAFTGAVVHSSEYRDPRDLAEARVLVVGTGAASGSDIA 
QDACALAESVTVSVRTHRWMIHRGLTQGAPTLLARTCSAMPAWFGSLLALYADWVPFFFTPGMTDSRDFL 
NAVALGRITLKPTISEVNGSTVTFTDGTSKDFDAIVLATGFKRAVPFIHHALRPTHRGLYKGTLHPRRPR 
VAYVLFVMPFGSHFQCAELQASWIAKVWSGICPTPSIEDMERHADPFDVDASHAKLGEHFRMRYLVLMFR 
EMFPLVEWARAGQWARAWRALWARYADPIGEWDPASAEGGGRGNEGHYLRAKMAPIVWRNIKFI* 
 
>ChlNC64A_1|30388|estExt_Genewise1.C_50300 
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MWSRWMVCVASPVFHRRPFSAARTLPPPSTRAAAVMASSMSNAKQSLSVAVIGAGPAGIISARELLLAGH 
RVTVFERSSKVGGIWDYRETFDEDDLLGQRASVRGSVYAYLRTNLPREVMGLPDFAFDSKFEGSRDARQF 
PAHDEVQRYLEAFADEFELLQFVRFGMEVQRCVPVQGHRAEGTVPSTWLRWEVVTRPAAQLQDNEAAASS 
ELYDAVVVANGHYSRPRVPQLPGQAAFPGLLMHSHSYRRPDPFKGKTVVVLGASSSGVDLAEEIANGGAK 
NIHAGSGGGGSHDSDQIIKAPNLQEFHADGSITLADGSRIADVDACVFCTGHCSAGYIYDFPFLAGTDFV 
TVEDNRVGPLYQHIFPPAAAPTLAFVGIPWKVIPFPQFQLQSRWIAKVLAGAVQLPSRQEMEQHVADFYA 
SLKATGVPVRYTHRQSDGMQWQYNAWLAEQCGDEPGAAWREQMYKACGQSRKTNASKYRDASLPGAEEAE 
QAAREEACRARQRAVHHSRDQSQ* 
 
>Volca1|106057|estExt_fgenesh4_pg.C_370098 
MQSTLTLRKETSCRRHNARELVPEAYRRVVVGPPILGGSTKDSEIRCNYKDIHREDAPVQHVTESVERLV 
VDPVIRAAPWDAERLRSQEQKPQACLLLISESDVSRSVLAAASLRVMLQDAGLEGQVELATCGTRPYNLG 
EGPEPAVVAAAEAMGLELPAQHAARLFDPANDIVSYDLLLVMDKFTAGDVMREVSSFELINRTAQFSYKV 
RRLGEFLPAPEAQEPPAVMQYSTAGDEMDIEDPLYGNVGGEEEEPRSSTAMNLYYWCCKLPVNCQPPTAG 
REEQQAVMRTARKIWKSCRGLVGLLLELGAVEASEVAGEREQSPCRPPLGPALRSRSGSEQPAGVLKEGW 
LERGAVIGAGAAGLAAARELRDEGHDVTVLEQSPYVGGVWRYDPRTETGDLLGANPDRSRVHSSMYEKLR 
TNLPRELMSFVDFPFDAAFLGPRYSSDPRRFCGHAEVLGYLDAFADYFELRALVRTRTRVLSVQLAEEAA 
AEGAAAAAAAAGPEDRCQHLKQQQQEAAGKAATEPLSPRFGFVVTSEWLGPDGGSNIAEHAAAATASPSR 
DRSQGHGDGQEAVSNDRDGGEKPQAARLRNQQQQELYDAVVVCNGHYSEPRLPQVRGMYGSGGSSPCDRG 
FPGEQLHSHNYRSAEKLRGKVVLVVGASNSGEDISRELSAGGAARVLLSAWSWKNEAWAADTAPYGPGSN 
IYRFPMVSELHADGSATFTDGRREGPIDAVIYCTGYRYSFPFLRGSAAAAARVEDNCVGPLWLHMLPPGP 
LAPGLSFIGLPWKVVPFPQFQMQSKLIARLLSGRVPLPSHDQMEADIAVHFEAMRAQQLPKRYTHMQGQQ 
QFKYNDLLARCCGPDVEPLPWWRAELNRIVGMQRRERPDDYRDAELADAGSEAAAALSAAYADFAVQVGR 
LTGLHGASLSASAAALEVKQAGTGTVVAWREECRRAGAALCGRWPLPQALKSSAQLWTPHLTFSCGGRRG 
* 
 
>Chlre3|188945|estExt_fgenesh2_pg.C_120247 
MDDPTAQAAVLLLCSITLLAGHAAGDNLEAVASRPELCELVISQVIYLAVTPATLLTPGGLGTAARCVQM 
CWELTRGSGPDDLFEERLALAAQATSLVANLAGLGTRGFELSAAGLAPQRAWLLRPGTLGLLRPVLEGLA 
DGLAELRHRMEDSSSAGEGAEKEQQEKEQERLQALGPYADLRPSTVSRRRLLDQAEGAVRNLLILLGLPT 
VVMGSSEEDVVEACGFVIRHAFGMFTEGYVDTMRVLRAAVADPAASASGRAFTSPYPGDYANFFRAFAGH 
VETVAPALGVQLEDWGVRFTGEQAARDLPGMQVAEGVDARIAQSWLKGQIQEIINWGHSVLHLVMVLEAH 
NDIAGVWSQNHYGCKLQTPWRQYQFPEFLWPLELQPEDEYPSAEQVRDYVRAYAWHFDLLPHIRLNCKLL 
RLRWTGSNHSWECLYADTAVEKFFKTRVDYVVVCTGIFSNPFIPSYPGASDFVGQQIHAKHFRDVSVASG 
RRVLIVGAGKTGTDCACNLLASRAAASVTMLYRQAHWPIPKRVLGLSTRTLFFSRMGAATVPPYYTAGRL 
RTAVAAATKPLRALFWKGMEVAISSRFHAARATPPSVSLPGDLFYGGQVLDDSLERLAKAGSLEAIRGEV 
NRFVRNGVILQDGSFHAADLVLYCTGYAKTYDYFDGPMRARLGLQKDGLYLYRNCIPPGVPQLAFVGSEV 
STYSNIVTQGLQALWLAHVLAGRVEPPPAAAMEQDVREQQVWKRELLQDMQLHSRRKGANFLSECFGAYT 
AADYSPLLSKRDAELVTGSLYPAHLRAPAVAACSAAAREGTPARRLSGDLSNCDADDEESVRSVVAAALA 
ATAAAMESGRHGGYGRSYRRASDTSGDGTCGGAGVGNWTTYPTAGMSFTSEAAFQVAKAGIVNKHTGVDS 
SDSQHPPQHSGASAMTEAAADCGSLSDGASSAPATKSQSMSLLRKLLRLRSSLSRSESATSVAGSNTPTT 
QQPGQTTQQEHSQQGASKLRIRIPSGCTSGDVLEGHGHAGHRSLESALRSGLSSEAAAAAAAAAMGAITL 
VIGSSASQSARMWEASSSPRAASAAATATGFLSAPSSKRGMSRSVVETRSMRGSVAAVAAAAAAALAAAN 
TVANIQAAGYRSHRLCAQSSELVAAATATAFRRLSRRASVTTTAADEGSGAATEEPQSSLRFFAQLRPAA 
SAAAACQPSQGDEPFVQCSINDCGVLHGTASGAAASASVRRGSHGLEDVHRCSEQLASGSYSLGPGLSVE 
RNASADESAWDGLMAAETAGTPAAEPVPIPGLGHAASDTTCNHFDCSWRQHGASCGGASSSSSLRRAFTA 
DVAASAVPPGGAGTGQQPHSSTAVSPPLPILGGGRGSNLSATTTGFWQGSPSTPPLSRSRSHVPRAAAAG 
YSSAGAAAGPGPAGIGAFAALPDGETPCSGASIGSAGLLSAFTGDSAPPLQQWPPAPPPPALAAAATTSL 
GGASGAGAAGSGASPPPSLLLMLAHRRRHSALDPMPMSMGLETLSEEDVSVTTTATPSFCGGVVVASESR 
ARSTGGVTGCEDDDSPRPLSRQESSGCSLTRGSSDCLKVGVAAVHAARLVEKQGAQSQLAASSAWLHTEL 
SST* 
 
>Chlre3|188966|estExt_fgenesh2_pg.C_120284 
MAPVGLDTSSPSSGSSWFKVAAIAAGVTLTAGVGYVIYKYVLLPTFAEEEDSPAEAAPLSMQSLLTGGAV 
GAKPAATGPVLPPLKAGGLPQRCGQCKAVYYCSAACQKKHWPEHKAACAKPGAADKPASPSEEAAADAAA 
EEVSALVEVLRQAAEKGAGTLDGAFEEAVMHFLGGKLATALSAFGSLQAAARQAGRSDLVLELHKWLGHT 
HTKLGNFNAAADAFNAGIDAAKAAKNTAARVDNSIGLGNLWKMAGQLTKAAEVLKEALLVAQEEDSAGMQ 
SEVLVALGNVVMSVDAEEGLACLQIAVKLREDEAAAAMVNMAAALFATRRFEQSKQAYEQAMEIFELMED 
HDKVIQVLINLANLAELQLDTPGEALEIRKKLNAALKEAGHSGIAGGAATSPCGVCQRPIEHDACFKLHC 
DQSKDRGKQNIGRGEMPLSGASSFSAGRAGILPQPLGRLQKVLVIGAGVSGLQTARQLLKLGVQVLLLEA 
NSEIGGVWCSNYVGYGLQVPWKLYEFAEFPPGHSRTIPPGSWFNTSTGFGVNESPTAVVALQWPDHPAND 
YPTGQEVHDYVLAYAQHFDLLRHVRLNSKLLRLRWDEESRTWGAVYMDTTTSKFYKLSADYVVVCTGIYS 
NPYIPAYPGAGDFVGTQLHAKDFTDYSVTRGRRVLIVGAGKTALDCMSGLVSANTAASVTMLYRKSHWPV 
PRSLLGVSIRRLMFNRTMANMLPPYYTAGKLERASAVVTKPLRRLFWKGLECLIARQFPAATKNQPAVPL 
PGDLFHGGQILDDRVDLQLEADGCRMLRGEVNRFVRNGVILQDNSFLPADVVLYCTGYEKTYDYFDGEMR 
SRLGLQKDGLYLYRNCLPPGVPQLAFVGSEVSTYNNILSSGLQALWLAHVLTGRVTLPPPHAMHEDVRAQ 
QRWRREVMPPQRTRGAVVMLYMSQFHDQLMADMGHSPRRKGANVVAECFGVYSAADYAPVVEGCDGPLLA 
AMAEHARVRNVNSPAAGALYDPPHPSTVSGAATRGPVRSGGSHSAYAYPCLPSGHPNMHHHHPYAFTPSS 
SSGRGSFAHSRPPLLGLSPTSPYGHPHPDSASGRVSVGTSDMGTSGPSFADSASIRTRTSPWGASGAAAA 
AALMSLPEAPRQQQSPQPVPLAAAVTPGQTCCDDVMLARIAAAGASTGSSSLGAGGAGPFGKVPTSAGTA 
TAAAPYLAQAQCSPLLPEERRRAAATAAGGAATGGSAGAVDSASGSAPAPVAAQGPAEAQAQQSGAYAAG 
VVEGDGDTEGSAADTAAGGPAAGGTIAPATPQQAAATQRLPGPDDTNNNGNGSGVSSAGSSSMLYDRRRL 
SSSSLGGLMVLGPGPAATNSAGTPSYSPKRLAPAGWHGGGTGGSSVALPPSQHRWRRRHAEVWHVDLLCE 
GL* 
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