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gi|110347451|ref|NP_000433.3| ---------------MQPRWAQGATMWLGVLLTLLLCS---SLEGQENSFTINSVDMKSLPDWTVQNGKNLTLQCFADVSTTSHVKPQHQMLFYKDDVLFYNISSMKSTESYFIPEVRIYDSGTYKCTVIVNNKEKTTAEYQLLVEGVPS   132
gi|114670032|ref|XP_511582.2| ---------------MQPRWAQGATMWLGVLLPLLLCS---SLEGQENSFTINSVDMKSLPDWTVQNGKNLTLQCFADVSTTSHVKPQHQMLFYKDDVLFYNISSMKSTESYFIPEVRIYDSGTYKCTVIVNNKEKTTAEYQVLVEGVPS   132
gi|73965385|ref|XP_853419.1| ---------------MQLEWTQEGKMWLGALLILLLCP---SLEGQENSFTINDIHMEILPGEEVQNGENMTLQCIVDISTTSHIKPQHWVLFYKDDVLFHNVSSVENTESYFIPRARVYDAGTYKCTVILNNKEKTSLEYQVWVKGVSD   132
gi|27807033|ref|NP_776996.1| ---------------MQLRWTQRGMMWLGALLTLLLCS---SLKGQENSFTINSIHMQILPHSTVQNGENLTLQCLVDVSTTSRVKPLHQVLFYKDDVLLHNVSSRRNTESYLIPHVRVCDSGRYKCNVILNNKEKTTPEYEVWVKGVSD   132
gi|74024907|ref|NP_032842.2| -------------------------MLLALGLTLVLYA---SLQAEENSFTINSIHMESLPSWEVMNGQQLTLECLVDISTTSKSRSQHRVLFYKDDAMVYNVTSREHTESYVIPQARVFHSGKYKCTVMLNNKEKTTIEYEVKVHGVSK   122
gi|118099748|ref|XP_001234536.1| ----------------------------------------------------------------------MSIICHADISKSTDFNLQHNITIFKDGKLVFMSVSGKGDARYEVPMARSSHTGDYQCAVEAGGKIKHSDSLHVWVTGMTK    80
gi|189517404|ref|XP_697859.3| MPLYTKKGVSACVFSERSESASRSPVRMGAGLLWLGLAGLWQALGTRAAITIDQVRLTVHPGNEVVSGTNLILRCEADVSHSLSRPPTHSFSFLHNGQVVYSKNISASVVERTFSPARVSNSGQYECTVRIEDKAKTSNRQTLRITGLQT   150
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gi|110347451|ref|NP_000433.3| PRVTLDKKEAIQGGIVRVNCSVPEEKAPIHFTIEKLELNEKMVKLKREKNSRDQNFVILEFPVEEQDRVLSFRCQARIISGIHMQTSESTKSELVTVTESFSTPKFHISPTGMIMEGAQLHIKCTIQVTHLAQEFPEIIIQKDKAIVAHN   282
gi|114670032|ref|XP_511582.2| PRVTLDKKEAIQGGVVRVNCSVPEEKAPIHFTIEKLELNEKMVKLKREKNSRDQNFVILEFPVEEQDRILFFRCQARIISGIHMQTSESTKSELVTVTESFSTPKFHISPTGMIMEGAQLHIKCTIQVTHLAQEFPEIIIQKDKAIVAHN   282
gi|73965385|ref|XP_853419.1| PIVTLDKKEAIEGGVVKVNCSVPEEKPPIHFTIEKLKLDTKGFKQKREKTSPNRNFMMLEFTVEEQDHVIFFQCQARIISGTHMETSRAIKSELVTVTESFSNPKFHVSPEGVITEGDQLYIRCTIQVTHLVQAFPEIIIQKDKAIVAHK   282
gi|27807033|ref|NP_776996.1| PRVTLDKKEVIEGGVVVVNCSVPEEKAPVHFTIEKFELNIRGAKKKREKTSQNQNFVTLEFTVEEQDRTIRFQCQAKIFSGSNVESSRPIQSDLVTVRESFSNPKFHIIPEGKVMEGDDLQVKCTVQVTHQAQSFPEIIIQKDREIVAHN   282
gi|74024907|ref|NP_032842.2| PKVTLDKKEVTEGGVVTVNCSLQEEKPPIFFKIEKLEVGTKFVKRRIDKTS-NENFVLMEFPIEAQDHVLVFRCQAGILSGFKLQESEPIRSEYVTVQESFSTPKFEIKPPGMIIEGDQLHIRCIVQVTHLVQEFTEIIIQKDKAIVATS   271
gi|118099748|ref|XP_001234536.1| PILIAEKKEVFEGEVVKLRCELPEEVPPLYFVFQKMKVNS--TPKQKLQEELYRNFSVVEFPVDEGDDILQFDCFGQRRVRFEFETSLTSNKTLITVKEPFIKPTLHIKPSSNITEGKEIRFECSTVVAKMRD--IEIILLRNKTILSSV   226
gi|189517404|ref|XP_697859.3| PTMKVKSDIVSEGEDIIATCSAAEETGTLMFLFYE-------DNQEVKSEVSNTNTISITLTMKKLTDIYLHCAYMVVRHPTAGFSNNSNTVKVFVRDLKELIPQISFSPSASVVEGERVAIKCEVQD----RSALEMFLTKDGTILHR-   288
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gi|110347451|ref|NP_000433.3| RHGNKAVYSVMAMVEHSGNYTCKVESSRISKVSSIVVNITELFSKPELESSFTHLDQGERLNLSCSIPGAP------PANFTIQKED----TIVSQTQDFTKIASKSDSGTYICTAGIDKVVKKSNTVQIVVCEMLSQPRISYDA-QFEV   421
gi|114670032|ref|XP_511582.2| RHGNKAVYSVMAMVEHSGNYTCKVESSRISKVSSIVVNITELFSKPELESSFTHLDQGERLNLSCSIPGAP------PANFTIQKED----TIVSQTQDFTKIASKSDSGTYICTAGIDKVVKKSNTVQIVVCEMLSQPRISYDA-QFEV   421
gi|73965385|ref|XP_853419.1| RHGNEATYSVMAMAEHNGNYTCKVEASRISKVSSIVVNITELFSKPKLESSITRLDQGESLNLWCSIPEAP------PANFTIQKEN----TIVSQSQNFTKIASATDSGTYTCNASMGKVVKRSSAVQITVCEMLSKPRIFYDS-SSEV   421
gi|27807033|ref|NP_776996.1| SLSSEAVYSVMATTEHNGNYTCKVEASRISKVSSVVVNVTELFSKPKLESSATHLDQGEDLNLLCSIPGAP------PANFTIQKGG----MTVSQTQNFTKRVSEWDSGLYTCVAGVGRVFKRSNTVQITVCEMLSKPSIFHDS-RSEV   421
gi|74024907|ref|NP_032842.2| KQSSEAVYSVMAMVEYSGHYTCKVESNRISKASSIMVNITELFPKPKLEFSSSRLDQGELLDLSCSVSGTP------VANFTIQKEE----TVLSQYQNFSKIAEESDSGEYSCTAGIGKVVKRSGLVPIQVCEMLSKPSIFHDA-KSEI   410
gi|118099748|ref|XP_001234536.1| RDQTTLKYSAVATLEDSGEYLCKVEEGKASKTTTHNVVVTELFPKPILTASMNELDEHKELTLSCSIKDFQ------NASFSILRKHSSRDILLRNSRNLTMRASVNDTGSYICKAEVNRIVKESKPVTIRVYAPVSMPSISVFSGLPEV   370
gi|189517404|ref|XP_697859.3| -FHTSFTYSLTVREEDSGDYVCKTEKGSVQKKVENRLSVTALFTRPILTMSPYEVFEGEFFKLNCSSSVISNKISKEDIKYVLLKDG----QRISTNPIFRKSASLVNNGKYSCWAMARGVNKTSLPHLLKAKVPVSVPVLSAVG---KV   430
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gi|110347451|ref|NP_000433.3| IKGQTIEVRCESISGTLPISYQLLKTSKVLENSTKNSNDPAVFKDNPT---EDVEYQCVADNCHSHAKMLSEVLRVKVIAPVDEVQISILSSKVVESGEDIVLQCAVNEGSGPITYKFYREKEGKPFYQMTSNATQAFWTKQKASKEQEG   568
gi|114670032|ref|XP_511582.2| IKGQTIEVRCESISGTLPISYQLLKTSKVLENSTKNSNDPAVFKDNPT---EDVEYQCVADNCHSHAKMLSEVLRVKVIAPVDEVQISILSSKVVESGEDIVLQCAVNEGSGPITYKFYREKEGKPFYQMTSNATQAFWTKQKASKEQEG   568
gi|73965385|ref|XP_853419.1| IKGQTIAVSCQSINGTTPISYHLLKTSNILESRDMSSNEPAVFKDNPT---KDTEYQCIVDNCHSHSEMVSEVLRVKVIAPVDEVKLSILMNAEVEFGKDIELLCSVNEATGPITYRFYKEAGS-LLYQITSNETHAVWYKSKASKEDEG   567
gi|27807033|ref|NP_776996.1| IKGQTIEVSCQSVNGTAPIFYQLSNTSKPVANQSVGSNKPAIFRVKPT---KDVEYCCSADNCHSHSKMFSEVLRVKVIAPVDEAQLVVLK-GEVEPGEPIVFYCSVNEGSFPITYKFYKEKESKPFYQDTINATQIMWHKTTASKEYEG   567
gi|74024907|ref|NP_032842.2| IKGHAIGISCQSENGTAPITYHLMKAKSDFQTLEVTSNDPATFTDKPT---RDMEYQCRADNCHSHPAVFSEILRVRVIAPVDEVVISILSSNEVQSGSEMVLRCSVKEGTSPITFQFYKEKEDRPFHQAVVNDTQAFWHNKQASKKQEG   557
gi|118099748|ref|XP_001234536.1| VLGRPLNLTCCLMMGTPPITFTFYKGNKNKKKIAK-------------------------------------------------------------------------------------------------------------------   405
gi|189517404|ref|XP_697859.3| IVGRPFKVLCEAKNGTLPITYTLLKDHTPVDSRVVNGTERAIFTITSIRFPGEIDSFTCQAYNGPRFIRTSDALTAPVIVPVSEPMLKPQETTVTE-GSDLVLTCSVQEGSYPITFTWYHNKLLLLYSRQEVQSSKGSHIVKMITRDQRG   579
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gi|110347451|ref|NP_000433.3| EYYCTAFNRANHASSVPRSKILTVRVILAPWKKGLIAVVIIGVIIALLIIAAKCYFLR-----KAKAKQMPVEMSRPAVP-------LLNSNNEK-MSDPNMEANSHYGHNDDVRNHAMKPINDNKEPLNSDVQYTEVQVSSAE-SHKDL   704
gi|114670032|ref|XP_511582.2| EYYCTAFNRANHASSVPRSKILTVRVILAPWKKGLIAVVIIGVIIALLIIAAKCYFLR-----KAKAKQMPVEMSRPAVP-------LLNSNNEK-MSDPNMEANSHYGHNDDVGNHAMKPINDNKEPLNSDVQYTEVQVSSAE-SHKDL   704
gi|73965385|ref|XP_853419.1| QYYCTASNRANRLKSSPQSNVLTVRVFLAAWIKGLIAVVVIGVIIGVLILGARCYILK-----KAKAKQTPVEMSRPAVP-------LLNSTNEKMLSDPNTEVNRHYGYNEDVGNHAMKPINENKEPLTLDVEYTEVEVTSPE-PYQGL   704
gi|27807033|ref|NP_776996.1| QYYCTASNRANLSKHVIQSNTLTVRVYLP-LEKGLIAVVVIGVIIVTLVLGAKCYFLK-----KAKAKQMPVEMSRPAVP-------LLNSNNEKTLSDAGTEADRHYGYNEDVGNHAMKPLNENKEPLTLDVEYTEVEVTSPE-PHQGL   703
gi|74024907|ref|NP_032842.2| QYYCTASNRASSMRTSPRSSTLAVRVFLAPWKKGLIAVVVIGVVIATLIVAAKCYFLR-----KAKAKQKPVEMSRPAAP-------LLNSNSEK-ISEPSVEANSHYGYDDVSGNDAVKPINQNKDPQNMDVEYTEVEVSSLE-PHQAL   693
gi|118099748|ref|XP_001234536.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   405
gi|189517404|ref|XP_697859.3| DYHCEASNQALETK---QSKPARIGVSLALWKKALIGVLCILLLVAIVVVLTVFFKKTSHPRRKRQATELSVKPSRPKSGDPMRMSLTLDIEDNTVLNGTPCVMGRNVWSENASGSDSDDHTDEESELVQPEQADPSREIPMPKNAEDEY   726
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gi|110347451|ref|NP_000433.3| GKKD--TETVYSEVRKAVPDAVESRYSRTEGSLDGT---   738
gi|114670032|ref|XP_511582.2| GKKD--TETVYSEVRKAVPDAVESRYSRTEGSLDGT---   738
gi|73965385|ref|XP_853419.1| ETKG--TETVYSEIRKANPDFMENRYSRTEGSLDGT---   738
gi|27807033|ref|NP_776996.1| GTKGTETETVYSEIRKADPDFVENRYSRTEGSLDGS---   739
gi|74024907|ref|NP_032842.2| GTRA--TETVYSEIRKVDP---------KNGRLP-----   716
gi|118099748|ref|XP_001234536.1| ---------------------------------------   405
gi|189517404|ref|XP_697859.3| IIQHTEVQVSTPGVPEQAEGQAALEYVQLNNSEQETHDT   765
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