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  hsCHST11    (1) ---MKPALLEVMRMNRICRMVLATCLGSFILVIFYFQSMLHPVMRRNPFGVDICCRKGS----------------------RSPLQELYNPIQLELSNTAVLHQ-------- 
 dr_chst11    (1) ---MKQTILDLMRMSRICRMVLATCLGSFILVIFYFQSMFQPVMRRNPFAAEGCCRKGS----------------------RNALQELYNPTQAEFSAAAVLHQ-------- 
  hsCHST12    (1) ---------MTKARLFRLWLVLGSVFMILLIIVYWDSAGAAHFYLHTSFSRPHTGPPLP--TPGPDR----DRELTADSDVDEFLDKFLSAGVKQSDLPRKE-----TEQPP 
dr_chst12a    (1) ---------MGKSRLFRIFMIVGAVFMILLIIIYWDDVGASNFYLHTTISGPHPSRLSPQGRRGPEKKVEEDKESSFLTDIDAFVNQFLEGTADPTEQVRGEPPPGDPHNQS 
dr_chst12b    (1) MGSITDRFPVKMVRQLQFFLLLGTLFIIFFIIIHWDDVKDGTFYLHAALSTPALPASVV----FSER----------WTSEDLFIWKESSRSVKPNLTIISAHPNNLTHMFM 
  hsCHST13    (1) ----------MGRRCCRRRVLAAACLGAALLLLCAAPRSLRPAFGNRALGSSWLGGEK-----------------------RSPLQKLYDLDQDPRSTLAKVHR-------- 
 dr_chst13    (1) -----------MIKPKVGRMFLATCVGSFFILILYFQNISKSASEQISGRDSFPVKSG-----------------------RSPLQTLQENDQLEQSAVQATMQ-------- 
  hsCHST14    (1) ----MFPRPLTPLAAPNGAEPLGRALRRAPLGRARAGLGGPPLLLPSMLMFAVIVASSG----------------LLLMIERGILAEMKPLPLHPPGREGTAWRGKAPK--- 
 dr_chst14    (1) ---------MPPRKKEYGIKRASGSLVHFRAPVSATTIRRHSAVVPSVLTFAVIVASGG----------------LLLMIEKGMLNSVQTPPPRANGRK-VEYRLRSS---- 
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  hsCHST11   (80) ------------------------------MRRDQVTDTCRANSATSR-----KRRVLTPND----LKHLVVDEDHELIYCYVPKVACTNWKRLMMVLT------GRGKYSD 
 dr_chst11   (80) ------------------------------ARRDQVAETCHAHSASSR-----KRRVLTPSD----LKHLVVDEDHELIYCYVPKVACTNWKRVMMVLS------GRGKYSN 
  hsCHST12   (93) APGSMEESVRGYDWSPRDARRSPDQGRQQAERRSVLRGFCAN-SSLAFPTKERAFDDIPNSE----LSHLIVDDRHGAIYCYVPKVACTNWKRVMIVLSGSLLH-RGAPYRD 
dr_chst12a  (104) SEKSDEKFVPRREWKIHLSPIDPEKKQKQENRKQLIQDVCGNKSVFDFPGKNRTFDDIPNKE----LDHLIVDDRHGIIYCYVPKVACTNWKRIMIVLSESLLV-DGVPYQD 
dr_chst12b   (99) QSS--------------SK----NLKLRQARRKRIIKELCQANSSLIFPGKFRTFDQIPSKE----LDHLIVDDRHGVIYCFVPKVACTNWKRIMIVLSQKLKAPDGAPYLD 
  hsCHST13   (72) ------------------------------QRRDLLNSACSRHSR--------RQRLLQPED----LRHVLVDDAHGLLYCYVPKVACTNWKRVLLALS------GQARG-D 
 dr_chst13   (71) ------------------------------GRRELLEETCHTHTR--------KRRVLGPED----LRHLIVDDKHKLLYCYVPKVACTNWKRVMMVLT------GDGRYRE 
  hsCHST14   (90) -PGG----L-------SLRAGDADLQVRQDVRNRTLRAVCGQPGMP------RDPWDLPVGQRRTLLRHILVSDRYRFLYCYVPKVACSNWKRVMKVLAG---------VLD 
 dr_chst14   (83) ----------------SDTAADVESQIVQEIRNRTIRSVCGQRNMP------HSVWSLSPLQRKTLLQHILVNDEHRFLYCYVPKVACSNWKRVLKVLSG---------ALA 
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  hsCHST11  (147) PMEIPANEAHVSANLKTLN-------QYSIPEINHRLKSYMKFLFVREPFERLVSAYRNKFTQKYNISFHKRYGTKIIKRQRKN-----ATQEALRKGDDVKFEEFVAYLID 
 dr_chst11  (147) PMEIPSNEAHVPSNLKTLN-------QYSIPDINHRLKNYLKFLFVREPFERLVSAYRNKFTLRYNTSFHKRYGTKIVRRYRKN-----ATTEALQSGADVKFQEFAEYLVD 
  hsCHST12  (199) PLRIPREHVHNASAHLTFNKFWRRYGKLSRHLMKVKLKKYTKFLFVRDPFVRLISAFRSKFEL-ENEEFYRKFAVPMLRLYANHTSLPASAREAFRAGLKVSFANFIQYLLD 
dr_chst12a  (211) PLDVPQELIHNSSLHFTFNKFWKRYGKFSRHLMKIKLKKYTKFLFVRDPFVRLISAYRNKFEQ-ENEDFYKRFALVMLKKYSNYTDPPASVVDAFAAGIRPSFSNFVQYLLD 
dr_chst12b  (189) PLDIPSALSHNATVHLTFNKFWRLFGHFSRPLMHHKLKNYTKFLFVRDPFVRLISAFRNKFAL-PNEDFYKQFGSTMLQRYANISQPPTSAQEAFSAGIRLSFTHFIKYLLD 
  hsCHST13  (135) PRAISAQEAHAPGRLPSLA-------DFSPAEINRRLRAYLAFLFVREPFERLASAYRNKLARPYSAAFQRRYGARIVQRLRPR-----ALPDARARGHDVRFAEFLAYLLD 
 dr_chst13  (135) PLAIPANEAHIAGNLRSLS-------EYSTAEINKRLRTYLKFVFVREPFERLVSAYRNKFTRSYNTAFHKRYGTKIIQRHRAD-----PQAEALEKGNDVSFEEFVYYLVD 
  hsCHST14  (175) SVDVRLKMDHRSDLVFLADLR------PEE--IRYRLQHYFKFLFVREPLERLLSAYRNKFGE--IREYQQRYGAEIVRRYRAG-----AGPSP--AGDDVTFPEFLRYLVD 
 dr_chst14  (164) NVDIKVKMDHRADLVFLSDLP------PEE--IRHRLRHYFKFMFVREPMARLLSAYRNKFGE--IEAYQRKYGAEIIRRYRKG-----YAKDKKISGNDVTFTEFTRYLVD 
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  hsCHST11  (247) PHTQREEPFNEHWQTVYSLCHPCHIHYDLVGKYETLEEDSNYVLQLAGVGSYLK-FPTYAKSTRTTDEMTTEFFQNISSEHQTQLYEVYKLDFLMFNYSVPSYLKLE--- 
 dr_chst11  (247) PGTQREAPLNEHWQTVYSLCHPCHIHYDLVGKYETLEDDANYVLKLVGEGDSLR-FPSFAKSTRTTDQMAAMFFSNISSQQQSQLYQLYKLDYLMFNYSIPSYLKLQ--- 
  hsCHST12  (310) PHTEKLAPFNEHWRQVYRLCHPCQIDYDFVGKLETLDEDAAQLLQLLQVDRQLRFPPSYRN--RTASSWEEDWFAKIPLAWRQQLYKLYEADFVLFGYPKPENLLRD--- 
dr_chst12a  (322) PSTEKEMPFNEHWRQMYRLCHPCQINYDFVGKLETLDEDAEHLLRILRVDNIVEFPESHRN--RTVSSWEQDWFANIPLETRKELYRLYEADFKLFGYSKPEKLLHE--- 
dr_chst12b  (300) PQTEKEKPFNEHWQQMHRLCHPCQIDYDFVGKLETLHEDTEHLLKILGLSNQIRFPPGYRN--RTAVKWEREWFANVSVADRRKLYSLYEADFRLFGYNKPETLF----- 
  hsCHST13  (235) PRTRREEPFNEHWERAHALCHPCRLRYDVVGKFETLAEDAAFVLGLAGASDLSFPGPPRPRGAAASRDLAARLFRDISPFYQRRLFDLYKMDFLLFNYSAPSYLRLL--- 
 dr_chst13  (235) PQTQREEPFNEHWERVHSLCHPCLIHYDVVGKYETLAQDSRYILKLAGAEGEVK-FPATSKSTRTTGDMAAKFFDNISPFYQKKLYNLYRMDFLLFNYSMPAYLKLR--- 
  hsCHST14  (270) EDPER---MNEHWMPVYHLCQPCAVHYDFVGSYERLEADANQVLEWVRAPPHVRFPARQAWYRPASPESLHYHLCSAPRALLQDVLPKYILDFSLFAYPLPNVTKEACQQ 
 dr_chst14  (261) EDPER---MNEHWMPIYNLCQPCAIEYDFIGSYERLESDASYILERVGAPQHVRFPERQTWYKPVTKETLHYYLCTVPQKFLKELLPKYILDFSLFGYPLPNTTTEYCRH 
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  hsCHST3    (1) -----MEKGLTLPQDCRDFVHSLKMRSKYALFLVFVVIVFVFIE-----KENKIISRVSDKLKQIPQALADANSTDPALILAENASLLSLSELDSAFSQLQSRLRNLSLQLGVEPAMEAAGEEEEEQRKEEEPPRP 
dr_chst3a    (1) ------------------------MRNKYAIIIICIVALVIIE------KENNIISRVSDKLTLRRTQEHP---------------------------------------VPYNASNTLVATGYNSSYLESIYGKN 
dr_chst3b    (1) ------------------------MRIKYTISVIFIVALVIIE------KENNIISKVSDKLTPRLTPLTPR-------------------------------------LTPVTPLTPLPSTNDSERLQSSTGSLL 
  hsCHST7    (1) --------MKGRRRRRREYCKFALLLVLYTLVLLLVPSVLDGG------RDGDKGAEHCPGLQRSLGVWSLEAAAAG---------------------E-----RE---QGAEARAAEEGGANQSPRFPSNLSGAV 
 dr_chst7    (1) WSRAAQPNPSAEAMKRRLQKKYIILILGYSVALLLIPYVLDYRSKSPHIKDGYQ-QQKCPDLESTIALWSSIRSAN------------------------------------STEAEDSGNRSQS----------- 
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  hsCHST3  (127) AVAGP--RRHVLLMATTRTGSSFVGEFFNQQG-NIFYLFEPLWHIERTVSFEPGGANAAGSALVYRDVLKQLFLCDLYVLEHFITP--------LPEDHLTQFMFRRGSSRSLCEDPVCTPFVKKVFEKYHCKNRR 
dr_chst3a   (68) GSQAG--RKHILLMATTRTGSSFVGEFFNQQGDNMFYLFEPLWHVERMLSIGSSGTNGSMSVWMYRDVLQHLFLCNFSMLERFISP--------PPRDHVTPSLFRRESSKALCEEQVCSPVVKYIFERYHCKTRR 
dr_chst3b   (70) DSTAG--QRHVLLLAGTRTGSSFVGEFFNQLGPEVFYLFEPLWHVERMLTVESGGTNASVAAPAYRDVLRQLLLCNFSLLEDFMEP--------RPQEHVTAALFRRESSRALCEEPVCTLPARREFERYRCRVRR 
  hsCHST7   (94) GEAVSREKQHIYVHATWRTGSSFLGELFNQHP-DVFYLYEPMWHLWQALYPG----DAESLQGALRDMLRSLFRCDFSVLRLYAPPGDPAARAPDTANLTTAALFRWRTNKVICSPPLCPGAPRARAEVGLVEDTA 
 dr_chst7   (89) -------RTHIYLHATWRTGSSFLGELFNQHP-DVFYLYEPMWNMWQALYPG----DAGSLQGAVRDMMNSLFRCDFSVLKLYAG----------SSNVSTSFIFGWKTNKVICSEPLCN--AYKKHEIGLVQGDV 
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  hsCHST3  (252) CG----PLNVTLAAEACRRKEHMALKAVRIRQLEFLQPLAEDPRLDLRVIQLVRDPRAVLASRMVAFAGKYKTWKKWLDDEG---------------------------QDGLREEEVQRLRGNCESIRLSAELGL 
dr_chst3a  (194) CG----PLNLTMASEACLAKHHRVIKTVRVRQLDTLRSLVEDPRLDVKLIQLVRDPRAILASRMVAFAGKYQNWKSWAVNG----------------------------EVPIEDEEVKRLEGNCNNIRISAELGL 
dr_chst3b  (196) CG----PLNLTLAGQSCLQRRHRVIKTVRVRQLETLRPLAEDPRLHMRFIQLVRDPRA------------------------------------------------------------------------------ 
  hsCHST7  (225) CERSCPPVAIRALEAECRKYPVVVIKDVRLLDLGVLVPLLRDPGLNLKVVQLFRDPRAVHNSRLKSRQGLLRESIQVLRTRQRGDRFHRVLLAHGVGARPGGQSRALPAAPRADFFLTGALEVICEAWLRDLLFAR 
 dr_chst7  (201) CS-KCQPKDLRELEKECKKYPVMVIKDVRVLDLAVLVPLMRDPAINLQIVQLFRDPRAVHNSRLKSKLALVKESIQVLRSKKQSEKYKRLLVPSNR-------------VHRAENYVSSAMELICDNWLNDMSLVL 
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  hsCHST3  (357) RQPAWLRGRYMLVRYEDVARGPLQKAREMYRFAGIPLTPQVEDWIQKNTQAAHDGS--GIYSTQKNSSEQFEKWRFSMPFKLAQVVQAACGPAMRLFGYKLARDAAALTNRSVSLLEERGTFWVT- 
dr_chst3a  (298) SQPKWLKKRYMLVRYEDIARYPMQKAAEMYNFTGIPMTTQARDWILKNTHASEAN---GVYSTQKNSSEQVEKWRLSIPFKLAQVVQKVCGPTMKLFGYRFIDSEQTLLNKSFSVLEEKQFI---- 
dr_chst3b  (250) ------------------------------------------------------------------------------------------------------------------------------ 
  hsCHST7  (361) GAPAWLRRRYLRLRYEDLVRQPRAQLRRLLRFSGLRALAALDAFALNMTRGAAYGADRPFHLSARDAREAVHAWRERLSREQVRQVEAACAPAMRLLAYPRSGEEGDAEQPREGETPLEMDADGAT 
 dr_chst7  (323) NAPPWVKRNYIRVKYEDLVLKPVDELQRLYRFANLTLSPAMEKFVMNMTRGRGYSSDKPFLISSRDAKEAIFAWRERLNVEQVKQVEAYCSEVMRQLDYQKRNMDK-------------------- 
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 hsCHST15    (1) MRHCINCCIQLLPDGAHKQQVNCQGGPHHGHQACPTCKGENKILFRVDSKQMNLLAVLEVRTEGNENWGGFLR--FKKGKRCSLVFGLIIMTLVMASYILSGAHQELLISSPFHYGGFPSNPSLMDSENPSDTKEHHHQSS 
dr_chst15    (1) ------------------------MDHKYGLLSCPYEKLEYCRNKQTRDRWTGVLTSIENNRAQNQVWGLWTLTSVRKIKIFSFLFGLMVTVLIMASYILTRDQKGLFLTPSPYHFTVVS-----------------HQVQ 
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 hsCHST15  (140) VNNISYMKDYPSIKLIINSITTRIEFTTRQLPDLEDLKKQELHMFSVIPNKFLPNSKSPCWYEEFSGQNTTDPYLTNSYVLYSKRFRSTFDALRKAFWGHLAHAHGKHFRLRCLPHFYIIGQPKCGTTDLYDRLRLHPEVK 
dr_chst15  (101) LN-LSSTTNYAVVREVVKSIVTKVDFSRRRVPDLGEVREKEPNIFSAIPRKFLPYLKNPCWYEEFFGNLTADPYGKNLYALYSKRFQAIYDHLRRAFPAHLHQHAGRQYRLRCLPFFYIIGQPKCGTTDLYDRLRLHPEVH 
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 hsCHST15  (281) FSAIKEPHWWTRKRFGIVRLRDGLRDRYPVEDYLDLFDLAAHQIHQGLQASSAKEQSKMNTIIIGEASASTMWDNNAWTFFYDNSTDGEPPFLTQDFIHAFQPNARLIVMLRDPVERLYSDYLYFASSNKSADDFHEKVTE 
dr_chst15  (241) FTTMKEPHWWTRKRFGIIRLSNGFNSPYPLKDYLDLFDQAANHIQDQLISNSSK-RHKQVDIIIGEASASTMWDNNAWVYFYDNGTEVEPPFLVQDFIHAVQPDAKFIVMLRDPVERLYSDYLYFGMANKSVEDFHERVSE 
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 hsCHST15  (422) ALQLFENCMLDYSLRACVYNNTLNNAMPVRLQVGLYAVYLLDWLSVFDKQQFLILRLEDHASNVKYTMHKVFQFLNLGPLSEKQEALMTKSPASNARRPEDRNLGPMWPITQKILRDFYRPFNARLAQVLADEAFAWKTT 
dr_chst15  (381) SLHMFEGCLAERSIRSCIYNTTLNNLMPVRLQVGLYVMYLLDWLSVFSREQILILRLEDHAANRKITMRRVFEFLQLGPLTLQKEADITKSPASNTRRPANRNLGPMLPITKEILQSFYKPFNQRLAQVLKDPAFLWT-- 
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    hsUST    (1) MKKKQQHPGGGADPWPHGAPMGGAPPGLGSWKRRVPLLPFLRFSLRDYGFCMATLLVFCLGSLLYQLSGGPPRFLLDLRQYLGNSTYLDDHGPPPSKVLPFPSQVVYNRVGKCGSRTVVLLLRILSEKHGFNLVTSDI 
   dr_ust    (1) MKNYSSSSRLNNHSASHGTDRN-------SRRGFWLSALGLRFSLRDYAFCMATLLLFCLGSLFYQLNGGPPKVLLEIRQYLGESTFVDDHGPPTPRELPFPSQVIYNRVGKCGSRTVVLLLRILAEKHQFNLVSSDI 
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    hsUST  (139) HNKTRLTKNEQMELIKNISTAEQPYLFTRHVHFLNFSRFGGDQPVYINIIRDPVNRFLSNYFFRRFGDWRGEQNHMIRTPSMRQEERYLDINECILENYPECSNPRLFYIIPYFCGQHPRCREPGEWALERAKLNVNE 
   dr_ust  (132) HNKTRLTKHEQVDLITNISNIPQPFLYTRHVHFLNFTRFRIEQPVYINIIRDPINRFLSNYFFRRFGDWRGEQNHLIRTPQMKDDERYLDINVCIMENYPECSNPRLFYIVPYFCGQHPQCREPGMWAVERAKQNVIE 
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    hsUST  (277) NFLLVGILEELEDVLLLLERFLPHYFKGVLSIYKDPEHRKLGNMTVTVKKTVPSPEAVQILYQRMRYEYEFYHYVKEQFHLLKRKFGLKSHVSKPPLRPHFFIPTPLETEEPIDDEEQDDEKWLEDIYKR-------- 
   dr_ust  (270) NFLLVGILEELEDVLLLLERLLPHYFSDVLTIYKSPAFWKMGNLTGTVKKHMPTIEALQVLYQRMKYEYDFYNFIRDQFHLTKKKIGLKSSSQNSAHEPDFLRELALRTHEPLEEEEEEEEEEDDIGQEDANIWLVQP 
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    hsDSE     (1) -----------------MRTHTRGAPSVFFIYLLCFVSAY-ITDENPEVMIPFTNANYD-SHPMLYFSRAEVAELQLRAASSHEHIAARLTEAVHTMLSSPLEYLPPWDPKDYSARWNEIFGNNLGALAMFCVLYPENIEARDMAKDYMERMAAQP 
   dr_dse     (1) -----------------MRTYTRGAPTVFFISALWVLAAPGPAAVDPTGGVAFLGGNYEGTHPMLYFGLTEVEELQRAAIGTHKALAQQIREAGEAILERPEEYLPPWSPAEFSARWNEVYGNNLGLLSMFCMLYPHRAGALDVAKEYMERMAAQP 
   hsDSEL     (1) MALMFTGHLLFLALLMFAFSTFEESVSNYSEWAVFTDDIDQFKTQKVQDFRPNQKLKKSMLHPSLYFDAGEIQAMRQKSRASHLHLFRAIRSAVTVMLSNPTYYLPPPKHADFAAKWNEIYGNNLPPLALYCLLCPEDKVAFEFVLEYMDRMVGYK 
 dr_dselb     (1) --------------MENMQRSAFLLCVLAVGLAFCGISSASDRYVSLNEHQRDNATLSEHLHPKLYFDHTEVRLMKKRASTTHRRIFQVIRNAVSIMLSNAAVYQPPLNHEDFGKKWNEIYGNNLPPLALYCLLQPEDAAASQFLIEYMDRMVEYP 
 dr_dsela     (1) ------------------------------------------------------------------------------------------------------------------------------------------------------------ 
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    hsDSE   (138) SWLVKDAPWDEVPLAHSLVGFATAYDFLYNYLSKTQQEKFLEVIANASGYMYETSYRRGWGFQYLHNHQPTNCMALLTGSLVLMNQGYLQEAYLWTKQVLTIMEKSLVLLREVTDGSLYEGVAYGSYTTRSLFQYMFLVQRHFNINHFGHPWLKQH 
   dr_dse   (140) NWMVKDAPWDEVPIAHSLVGFATAFDFLYEYLSKGQQERFIQVIGNASRYMYEKSYHRGWGFQYLHNHQPTNCVALLTGSLVLMNQGYLQEAYLWTKQAISIMEKSMVLLQDVTDGSLYEGVAYGTYTTRSLFQYMYLVQRHFDIGHFSHPWLQKH 
   hsDSEL   (157) DWLVENAPGDEVPIGHSLTGFATAFDFLYNLLDNHRRQKYLEKIWVITEEMYEYSKVRSWGKQLLHNHQATNMIALLTGALVTG-VDKGSKANIWKQAVVDVMEKTMFLLNHIVDGSLDEGVAYGSYTAKSVTQYVFLAQRHFNINNLDNNWLKMH 
 dr_dselb   (143) DWMVSSAPNDEVPIAHSLTGFATAYDFIYPFLDTRRRLRYLKKIRSVTEELFELSKHRGWGKQFLQNHQTTNILAILIGALVAG-EHNDPETMIWKQISVNYMEKTMFLLSHIVDGSLDEGVAYGSYTAKSITQYVYLALRHFQIDNMQNNWLRAH 
 dr_dsela     (1) ---------------------------IYSLLEQQRRDRFLKKICAETQKLYEASTYRSWGKQFLQNHQTTNTIAVLTGAIVVG-AHQDTESMGWKQVSVNYMEKTMFLLSHVVDGSLDEGVAYGSYTAKSITQYVFLAQRHFSIDHTQNNWLRNH 
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    hsDSE   (294) FAFMYRTILPGFQRTVAIADSNYNWFYGPESQLVFLDKFVMRNGSGNWLADQIRRNRVVEGPGTPSKGQRWCTLHTEFLWYDGSLKSVPPPDFGTPTLHYFEDWGVVTYGSALPAEINRSFLSFKSGKLGGRAIYDIVHRNKYKDWIKGWRNFNAG 
   dr_dse   (296) FAFLYRTLLPGFQRTVAIADSNYNWFYGPESQLVFLDRYVMRNGSGNWLAEVIRQNRVLEGPGQAGRGQRWCTLHTEFLWYDASLRPTPPPDYGTSHLHHFEDWGVVTYGSALPAGKNHTFLSFKSGKLGGRAIFDIVHQNKYKDWIKGWRNFNAG 
   hsDSEL   (312) FWFYYATLLPGFQRTVGIADSNYNWFYGPESQLVFLDKFILKNGAGNWLAQQIRKHRPKDGPMVPSTAQRWSTLHTEYIWYDPQLTPQPPADYGTAKIHTFPNWGVVTYGAGLPNTQTNTFVSFKSGKLGGRAVYDIVHFQPYS-WIDGWRSFNPG 
 dr_dselb   (298) FMFYFATLLPGFQRTVGIADSNYNWFYGPESQLVFLDAYVLRNGSGNWLAEQIRKHRPKDGPMMQSAAQRWATLHTEYIWYNSELTPQPPSDFNKAAMHIFSNWGVVTYGAGLTRAQGNTFVSFKSGKLGGRAVYDIVHAQPYS-WVDGWMNFNPG 
 dr_dsela   (129) FWFYYATLLPGFQRTVGIGDSNYNWFYGPESQLVFLDSFVIKNGSGNWLAQQIRKHRPRDGPMGQSFAQRWTTLHTEFIWYNASLAPLAPYGYSRARMHIFSNWGVVTYGAGLPVAQGNTFVSFKSGKLGGRAVFDIVHAKPYS-WVDGWNSFNPG 
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    hsDSE   (450) HEHPDQNSFTFAPNGVPFITEALYGPKYTFFNNVLMFSPAVSKSCFSPWVGQVTEDCSSKWSKYKHDLAASCQGRVVAAEEKNGVVFIRGEGVGAYNPQLNLKNVQRNLILLHPQLLLLVDQIHLGEESPLETAASFFHNVDVPFEET---VVDGV 
   dr_dse   (452) HEHPDQNSFTFAPNGVPFITEALYGPKYTSLNNAVMFGPAVSESCFAPWEGQVTEACNSKWLKYKHGQAADCHGQVEAALEQQGMVFIRGEGQAAYNPELKIKNFQRNLLLLHPQLLLMVDHVELHSGSLTRSMSAFFHNTDLPFLKT---QIDGV 
   hsDSEL   (467) HEHPDQNSFTFAPNGQVFVSEALYGPKLSHLNNVLVFAPSPSSQCNKPWEGQLGECA--QWLKWTGEEVGDAAGEIITASQHGEMVFVSGEAVSAYSSAMRLKSVYRALLLLNSQTLLVVDHIERQEDSPINSVSAFFHNLDIDFKYIPYKFMNRY 
 dr_dselb   (453) HEHPDQNSFTFAPNGQVFVSEALYGPKYSYLNNVLVFAPSPTSQCNEPWEGQLGECS--KWLRWGEKEVGNTAGEVISAVSHQDMLFVSGESVSAYSSAMKLKSVYRSLVLLNSQTLLVLDHIEKHEHSPLSSFSAFFHNLDIDFRYVPHRSFGKY 
 dr_dsela   (284) HEHPDQNSFTFAPNGQVFVSEALYGPKFSYLNNVLMFSSSPTSRCNAPWEGQLGECA--KWLRWTESGVGDSAGELISASAHGEALFVSGEAATAYSSALGLKSVYRALVLLNSQTLLVVDHVEKTEHSPVNTLSAFFHNLDIDFKYVPHRFADRY 
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    hsDSE   (603) HGAFIRQRDGLYKMYWMDDTGYSEKATFASVTYPRGYPYNGTNYVNVTMHLRSPITRAAYLFIGPSIDVQSFTVHGDS---QQLDVFIATSKHAYATYLWTGEATG------QSAFAQVIADRHKILFDRNSAIKSSI------VPEVKDYAAIVE 
   dr_dse   (605) HGALIRHGNETSKMFWLDDTGSSEKAVVGYRSYPRGYPYNGSNYVNVTMPLRYPTSRLAYIFFGSGVDVQSFSVHGDS---ERLEIYLATRDHTYNIYLFTDQLPT------K-PMAMVLVDQQKVVFERTAGIKEQP------IEEVEEYANVVE 
   hsDSEL   (621) NGAMMDVWDAHYKMFWFDHHGNSPMASIQEAEQAAEFKKRWTQFVNVTFQMEPTITRIAYVFYGPYINVSSCRFIDSSNPGLQISLNVNNTEHVVSIVTDYHNLKTRFNYLGFGGFASVADQGQITRFGLGTQAIVKPVRHDRIIFPFGFKFNIAV 
 dr_dselb   (607) NGALMDVWDAHYKMFWLDVQGSSPVARIQEAEQAAEFKKRWTQFINVTFRMENPITRVAYLMHGPYVKVSDCRFIDNSKNGVKISVTLNDTETVVSVVTNYADIEARQGYLGFAGFAKTEDNQRIVQFGRGIQTLASQVAKD-FVFDFGFLVNISA 
 dr_dsela   (438) NGALMDVWDAHYKMFWLDSRGHSPETQIQEAEQEAEFKKRWTQFINVTFPFTHSVSRMVYVMQGPYVKVSDCKFLESSKDGLRVSLVINNTEKIVSIVTNHRDIGARFSFLGFGGFAKVEDRGQVVRFGLGAQQVY----H---LFDFGVTVNVAA 
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    hsDSE   (744) QNLQHFKPVFQLLEKQILSRVRNTASFRKTAERLLRFSDKRQTEEAIDRIFAISQQQQQQSKSKKNRRAGKRYKFVDAVPDIFAQIEVNE-----KKIRQKAQILAQKELPIDEDEEMKDLLDFADVTYEKHKNGGLIKGR-FGQARMVTTTHSRA 
   dr_dse   (745) DNLQHVKPVFQQLERHILSRVLNTDTFHKTAERLLKSSDKRKTSGNIQKMFSLSKKK---G-----KG-GKKTSFSDSLPDIFAQIEASE-----KKERQRTVKRVYEELPEEGDGDSRAFVDYSDL--RKGKKVGFVKGRKFKEVRVGATAESED 
   hsDSEL   (777) GLILCISLVILTFQWRFYLSFRKLMRWILILVIALWFIELLDVWSTCSQPICAKWTR---TEAEGSKKSLSSEGHHMDLPDVVITSLPGSGAEILKQLFFNSSDFLYIRVPTAYIDIPETELEIDSFVDACEWKVSDIRSGHFRLLRGWLQSLVQD 
 dr_dselb   (762) ILTLCFALAFVIKKRKLHVSFNMLIHCTLVCVLFLWVTELLSVFYGCEQLLCNKPKD-------SSIYHASDSNIPDVLPVITITSMPGSGAEILQHLFDNSSDFLYLRIPSAYLRLPVS--PFSSLLDACEWSREDAQNGRFRVVQGWFHSIIHN 
 dr_dsela   (587) GAILCIAIVFLTLQRKCYVCFSRLMRYALLSVLMLWITELLLVSSSCDQLLCRVKWHGA-GTDPELRQQVPTQQQQLLLPTVVITTLPGSGSDILKHLFYNNSDFVYLRIPTEHLDIPETEFEFDSLVDACEWTRADAQCGRFKMVQGWLQSLVHN 
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    hsDSE   (894) PSLSASYTRLFLILN------------------------------------IAIFFVMLAMQLTYFQRAQSLHGQ--------------------RCLYAVLLIDSCILLWLYSSCSQSQC----------------------------------- 
   dr_dse   (885) VFSTTSYIRLFLISN------------------------------------IATFFVLLAVLLTRFQRAQSLHTQ--------------------RCLYCVLLIDSFVLLCLYSSCSQAQC----------------------------------- 
   hsDSEL   (930) TKLHLQNIHLHEPNRGKLAQYFAMNKDKKRKFKRRESLPEQRSQMKGAFDRDAEYIRALRRHLVYYPSARPVLSLSSGSWTLKLHFFQEVLGASMRALYIVRDPRAWIYSMLYNSKPSLYSLKNVPEHLAKLFKIEGGKGKCNLNSGYAFEYEPLR 
 dr_dselb   (909) VKLHLQNIQLHQINDEAGDDVKVKRQRKRRMLLSERSKTEGGKGV----TIDMVYIQELRQHLVKYPNARPELSLGTGGWFLKLPYLQEVIGHSLRSLHVVRDPRAWIYLMLYNSKPSLYLRKNIKRHITTLFKQN-TDGVDQGCATLDSQFHPLK 
 dr_dsela   (742) THLFLQSVPLRAG----------GR--P-----------DG----------DVEYVRELRRHTVDYPNARAVLNLCSGSWALKLPFLQEAIGPSLRAIYVVRDPRAWVYLMLYNSRPSLYSLKNIPQHLSLIFRQ--DGASERCPSAFAPEFEPLW 
                  1093                                                                                                                            1224 
    hsDSE   (959) ------------------------------------------------------------------------------------------------------------------------------------ 
   dr_dse   (950) ------------------------------------------------------------------------------------------------------------------------------------ 
   hsDSEL  (1086) KELSKSKSNAVSLLSHLWLANTAAALRINTDLLPTSYQLVKFEDIVHFPQKTTERIFAFLGIPLSPASLNQILFATSTNLFYLPYEGEISPTNTNVWKQNLPRDEIKLIENICWTLMDRLGYPKFMD----- 
 dr_dselb  (1060) MILSQPDPNPVQLLAQLWLAHNSAGLKVSSGLPTQTYLIVKFEDIVRFPEETARTIHNFLGIPVAPAALNQLTYATSTNLYNLIYEGDISPAKVNMWKENMAADEIQLIEDTCWPVMERLGYKRHTVSHSFL 
 dr_dsela   (863) QLVSRSENSAVLLLAHLWRAHTAAVLRVSAGLPEDAYLQLRFEDVVRQPLETAEQIHSFLGVPVSPAALNQLMFSTSTNLYSLQYEGQVSASSMDRWRRRMPRRDVRLIEHTCGTLMRTLGYRRLSH----- 
 

	  

	  


