
                                                                                                                                                                                       
gi|4504141|ref|NP_000832.1| ----MPGKRGLGWWWARLPLCLLLSLYGPWMPSSLGKPKGHPHMNSIRIDGDITLGGLFPVHGRGS-EGKPCGELKKEKGIHRLEAMLFALDRINNDPDLLPNITLGARILDTCSRDTHALEQSLTFVQALIEKDGTEVRCGSGGPPIIT   150
gi|114606763|ref|XP_527365.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|73972588|ref|XP_538870.2| ----MPGKTGWGWWWARLPLCLLLSLYGPWVPSSLGKPKGHPHMNSIRIDGDITLGGLFPVHGRGS-EGKACGELKKEKGIHRLEAMLFALDRINNDPDLLPNITLGARILDTCSRDTHALEQSLTFVQALIEKDGTEVRCGSGGPPIIT   150
gi|12083595|ref|NP_073157.1| ----MSGKGGWAWWWARLPLCLLLSLYAPWVPSSLGKPKGHPHMNSIRIDGDITLGGLFPVHGRGS-EGKACGELKKEKGIHRLEAMLFALDRINNDPDLLPNITLGARILDTCSRDTHALEQSLTFVRALIEKDGTEVRCGSGGPPIIT   150
gi|62945392|ref|NP_001013403.1| ----MSGKGGWAWWWARLPLCLLLSLYGSWVPSSLGKPKGHPHMNSIRIDGDITLGGLFPVHGRGS-EGKACGELKKEKGIHRLEAMLFALDRINNDPDLLPNITLGARILDTCSRDTHALEQSLTFVQALIEKDGTEVRCGSGGPPIIT   150
gi|189529171|ref|XP_695566.3| MSSAMGKMIGWSNHHCQGSALVFLYLFMTALAARTKGP-GHTHLNSIRIDGDISLGGLFPVHARGH-EGKACGELKKEKGIHRLEAMLFALDRINNDHELLPNITLGARILDTCSRDTHALEQSLTFVQALIEKDGTDVKCQGGGSPIIT   150
gi|25149329|ref|NP_741400.1| --------MTCVSFHTPPLLRRYSSILQNLFFFFLLHIPISSTVKQLTVPGQIVLGGLFPIHEAGRNASHQCGKIKADQGVQRMVAMLFALEKVNRDRQLLPQASLGAQILDTCSVDSYALEQTLEFIKSVMS-NGDGVTCADGSTGSYT   150
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gi|73972588|ref|XP_538870.2| KPERVVGVIGASGSSVSIMVANILRLFKIPQISYASTAPDLSDNSRYDFFSRVVPSDTYQAQAMVDIVR----------------ALKWNYVSTLASEGSYGESGVEAFIQKSREDGGVCIAQSVKIPREPKPGEFDKIIRRLLETSNAR   300
gi|12083595|ref|NP_073157.1| KPERVVGVIGASGSSVSIMVANILRLFKIPQISYASTAPDLSDNSRYDFFSRVVPSDTYQAQAMVDIVR----------------ALKWNYVSTLASEGSYGESGVEAFIQKSRENGGVCIAQSVKIPREPKTGEFDKIIKRLLETSNAR   300
gi|62945392|ref|NP_001013403.1| KPERVVGVIGASGSSVSIMVANILRLFKIPQISYASTAPDLSDNSRYDFFSRVVPSDTYQAQAMVDIVR----------------ALKWNYVSTLASEGSYGESGVEAFIQKSRENGGVCIAQSVKIPREPKTGEFDKIIKRLLETSNAR   300
gi|189529171|ref|XP_695566.3| KPERVVGVIGASSSSVSIMVANILRLFKIPQVSYASTAPELSDNTRYDYFSRVVPPDTYQAQAMVDIVR----------------DMRWNYVSTVASEGNYGESGVDAFIQKSREEGSVCISQSVKIPREPKPEEFDKIIKRLGENPNAR   300
gi|25149329|ref|NP_741400.1| R-QPVVAVVGAAGSQVSVMVASMLQLFKIPQVSYSSTGAELSEKPRFAFFSRVVPPDNLQAQVMARVVCFSSLFKSSWHEIVQIGALEWTYVHAIADTGSYGERGMDSFRAAAAENGICIDGDVQKISRRWTEKNFRDLLIRMHRTRKAR   300
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gi|114606763|ref|XP_527365.2| AVIIFANEDDIRRVLEAARRANQTG------HFFWMGSDSWGSKIAPVLHLEEVAEGAVTILPKRMSVRGFDRYFSSRTLDNNRRNIWFAEFWEDNFHCKLSRH--------ALKKGSHVKKCTNRERIGQDSAYEQEGKVQFVIDAVYA   450
gi|73972588|ref|XP_538870.2| AVIIFANEDDIRRVLEAARKANQTG------HFFWMGSDSWGSKSTPVLHLEEVAEGAVTILPKRMSVR-------------------------------------------------------DRERIGQDSAYEQEGKVQFVIDAVYA   450
gi|12083595|ref|NP_073157.1| GIIIFANEDDIRRVLEAARRANQTG------HFFWMGSDSWGSKSAPVLRLEEVAEGAVTILPKRMSVRGFDRYFSSRTLDNNRRNIWFAEFWEDNFHCKLSRH--------ALKKGSHIKKCTNRERIGQDSAYEQEGKVQFVIDAVYA   450
gi|62945392|ref|NP_001013403.1| AIIIFANEDDIRRVLEAARRANQTG------HFFWMGSDSWGSKSAPVLRLEEVAEGAVTILPKRTSVRGFDRYFSSRTLDNNRRNIWFAEFWEDNFHCKLSRH--------ALKKGSHIKKCTNRERIGQDSAYEQEGKVQFVIDAVYA   450
gi|189529171|ref|XP_695566.3| VVIIFANEDDIRRLLQAAKKANQTG------HFLWVGSDSWGSKISPVLNQEEMAEGAVTILPKRQSIRGFDRYFTSRTLENNRRNIWFAEFWENNFNCKLSRH--------ALKKGSGIKKCTNQERIGKDSTYEQEGKVMFVIDAVYA   450
gi|25149329|ref|NP_741400.1| GVVMFVDEDNLKRLLKTLDLLVAEGHTELDRHFWFVASDSWGIKQSVVRGLEHRTYGAITIAPMVREETGYLEYFRSLSPKGFVFLEEFFEYLGCSATVDVKTFGDCFDMVNITLKQVYIHRSRTIIFINVLKEFLQESYVPFVVDTVKI   450
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gi|114606763|ref|XP_527365.2| MGHALHAMHRDLCPGR--VGLCPRMDPVDGTQLLKYIRNVNFSGIAGNPVTFNENGDAPGRYDIYQYQLRNDSAEYKVIGSWTDHLHLRIERMHWPGSGQQ--LPRSICSLPCQPGERKKTVKGMPCCWHCEPCTGYQYQVDRYTCKTCP   600
gi|73972588|ref|XP_538870.2| MGHALHAMHRDLCPGR--VGLCPRMDPVDGTQLLKYIRSVNFSGIAGNPVTFNENGDAPGRYDIYQYQLRNGSAEYKVIGSWTDHLHLRIERMHWPGSGQQ--LPRSICSLPCQPGERKKTVKGMPCCWHCEPCTGYQYQVDRYTCKTCP   600
gi|12083595|ref|NP_073157.1| MGHALHAMHRDLCPGR--VGLCPRMDPVDGTQLLKYIRNVNFSGIAGNPVTFNENGDAPGRYDIYQYQLRNGSAEYKVIGSWTDHLHLRIERMQWPGSGQQ--LPRSICSLPCQPGERKKTVKGMACCWHCEPCTGYQYQVDRYTCKTCP   600
gi|62945392|ref|NP_001013403.1| MGHALHAMHRDLCPGR--VGLCPRMDPVDGTQLLKYIRNVNFSGIAGNPVTFNENGDAPGRYDIYQYQRRNGSAEYKVIGSWTDHLHLRIERMQWPGSGQQ--LPRSICSLPCQPGERKKTVKGMACCWHCEPCTGYQYQVDRYTCKTCP   600
gi|189529171|ref|XP_695566.3| MAHALHNMHKELCPGK--VGLCSKMDPVDGAQLLKKIRDVKIAGIGGNPVQFNENGDAPGRYEIYQYQIKNKTAEYKIIGHWTDQLYLNVRAMQWPGGGRQ--VPTSICSQPCKPGWRKKIVKGMSCCWHCERCDGYQYQADLHTCKMCR   600
gi|25149329|ref|NP_741400.1| IAKAISMYIEDDCGKIPFHKCTLAQSGFRGERLQRYYR--NMSLIKNEPALIDANGDGIGRYDVFQLDINGVYQKVGKWRSTDDFLSVEVEKIRHAFKTAHGERPMSVCSTDCPRG-HYRAYQDQTCCWACIPCDTSTSIHNETSCEECA   600
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gi|114606763|ref|XP_527365.2| YDMRPTENRTGCRPIPIIKLEWGSPWAVLPLFLAVVGIAATLFVVITFVRYNDTPIVKASGRELSYVLLAGIFLCYATTFLMIAEPDLGTCSLRRIFLGLGMSISYAALLTKTNRIYRIFEQGKRSVSAPRFISPASQLAITFSLISLQL   750
gi|73972588|ref|XP_538870.2| YDMRPTENRTGCRPIPIIKLEWDSPWAVLPLFLAVVGIAATLFVVVTFVRYNDTPIVKASGRELSYVLLAGIFLCYATTFLMIAEPDLGTCSLRRIFLGLGMSISYAALLTKTNRIYRIFEQGKRSVSAPRFISPASQLAITFSLISLQL   750
gi|12083595|ref|NP_073157.1| YDMRPTENRTSCQPIPIVKLEWDSPWAVLPLFLAVVGIAATLFVVVTFVRYNDTPIVKASGRELSYVLLAGIFLCYATTFLMIAEPDLGTCSLRRIFLGLGMSISYAALLTKTNRIYRIFEQGKRSVSAPRFISPASQLAITFILISLQL   750
gi|62945392|ref|NP_001013403.1| YDMRPTENRTSCQPIPIVKLEWDSPWAVLPLFLAVVGIAATLFVVVTFVRYNDTPIVKASGRELSYVLLAGIFLCYATTFLMIAEPDLGTCSLRRIFLGLGMSISYAALLTKTNRIYRIFEQGKRSVSAPRFISPASQLAITFVLISLQL   750
gi|189529171|ref|XP_695566.3| FDLRPNKNHTGCQPIPIVKLEWSSPWAVIPVLIAILGIIATLFVVVTFIRYNDTPIVKASGRELSYVLLTGIFLCYATTFLMISTPDVGICSLRRIFLGLGMSISYAALLTKTNRIYRIFEQGKMTVSAPRFISPASQLIITFSLISVQL   750
gi|25149329|ref|NP_741400.1| VGMVPDRTLHFCVPIPPVSMQWDTTWSLIPAAFSTLGIASTIFVVSVFLKFSNTPVIMASGRELCYCMMSGIGMCYTLTFFLVSQPTVITCSMTRILMGLSMSAIYAAIITKTNRLARVFKPD--SAQRPRFITPKAQVGICMGIVSVQL   750
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gi|114606763|ref|XP_527365.2| LGICVWFVVDPSHSVVDFQDQRTLDPRFARGVLKCDISDLSLICLLGYSMLLMVTCTVYAIKTRGVPETFNEAKPIGFTMYTTCIVWLAFIPIFFGTSQSADKLYIQTTTLTVSVSLSASVSLGMLYMPKVYIILFHPEQNVPKRKRSLK   900
gi|73972588|ref|XP_538870.2| LGICVWFVVDPSHSVVDFQDQRTLDPRFARGVLKCDISDLSLICLLGYSMLLMVTCTVYAIKTRGVPETFNEAKPIGFTMYTTCIVWLAFIPIFFGTSQSADKLYIQTTTLTVSVSLSASVSLGMLYMPKVYIILFHPEQNVPKRKRSLK   900
gi|12083595|ref|NP_073157.1| LGICVWFVVDPSHSVVDFQDQRTLDPRFARGVLKCDISDLSLICLLGYSMLLMVTCTVYAIKTRGVPETFNEAKPIGFTMYTTCIVWLAFIPIFFGTSQSADKLYIQTTTLTVSVSLSASVSLGMLYMPKVYIILFHPEQNVPKRKRSLK   900
gi|62945392|ref|NP_001013403.1| LGICVWFVVDPSHSVVDFQDQRTLDPRFARGVLKCDISDLSLICLLGYSMLLMVTCTVYAIKTRGVPETFNEAKPIGFTMYTTCIVWLAFIPIFFGTSQSADKVTSEALPVEFSPPLLAHN-----------------------------   900
gi|189529171|ref|XP_695566.3| LGVCIWFAVDPSQALIDYEDQRTIDPEMARGVLKCDISDLSLICLLGYSMLLMVTCTVYAIKTRGVPETFNEAKPIGFTMYTTCIIWLAFIPIFFGTSQSTEK-----------------------------------------------   900
gi|25149329|ref|NP_741400.1| IGTFVWILFDPPGTMIVFPTR-------TEAVLTCKATTSHLLISLLYNILLIVACTVYAFKTRKIPENFNETRHIGFTMYSTCILWLAFGPIYFATQS---DFRIQITSLCMCISLSGTVALICFFAPKVYIVLFQPYKNVRTRQSAVG   900
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