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gi|161077812|ref|NP_001096977.1| MEVESNNKRATNGGRHFTPPSDSDSKESSVERELNEEIEAVELNGSGGGGHSNGHVKKLMAVEDGRIKRKAKRLIQRQNSGSGGSANQTNGNGAAGAGGAHGASVMPLGINRIMPSPGGYVVPHRRWKNSRRSRTINRGRGLPKKGGGGG   150
gi|158288915|ref|XP_310731.4| -----------------------------------------------------------MKKPAGPLTKRVRKLS-RSNSK----------DGVLGVAGTP-----------------NFVAPHRKWKNSRRSRNG-YGRGLPKKGGAGG    62
gi|110625656|ref|NP_035180.2| MDIENEQTLNVNPTD---PDNLSDSLFSGDEENAGTEEIKNEINGNWISA---------STINEARINAKAKRRLRKNSSRDSGRGDSVSDNGSEAVRSGVAVPT----------------SPKGRLLD-RRSRSG-KGRGLPKKGGAGG   120
gi|21914829|ref|NP_071601.2| MDVENEQILNVNPTD---PDNLSDSLFSGDEENAGTEEIKNEINGNWISA---------STINEARINAKAKRRLRKNSSRDSGRGDSVSDNGSEAVRSGVAVPT----------------SPKGRLLD-RRSRSG-KGRGLPKKGGAGG   120
gi|21735596|ref|NP_055271.2| MDVENEQILNVNPAD---PDNLSDSLFSGDEENAGTEEIKNEINGNWISA---------SSINEARINAKAKRRLRKNSSRDSGRGDSVSDSGSDALRSGLTVPT----------------SPKGRLLD-RRSRSG-KGRGLPKKGGAGG   120
gi|114632793|ref|XP_001143474.1| MDVENEQILNVNPAD---PDNLSDSLFSGDEENAGTEEIKNEINGNWISA---------SSINEARINAKAKRRLRKNSSRDSGRGDSVSDNGSDALRSGVTVPT----------------SPKGRLLD-RRSRSG-KGRGLPKKGGAGG   120
gi|57107291|ref|XP_535012.1| MDVENEQILNVNPAD---PDNLSDSLFSGDEENAGTEEIKNEINGNWISA---------SSINEARINAKAKRRLRKNSSRDSGRGDSVSDNGSEALRSGVTVPT----------------SPKGRLLD-RRSRSG-KGRGLPKKGGAGG   120
gi|139948333|ref|NP_001077116.1| MDVENEQILNVNPTD---PDNLSDSLFSGDEENAGTEEIKNEINGNWISA---------SSINEARINARAKRRLRKNSSRDSGRGDSVSDNGSEGLRCGVSAPT----------------SPKGRLLD-RRSRSG-KGRGLPKKGGAGG   120
gi|45383532|ref|NP_989635.1| MEIEKQHVY-ISTVE---VENLSDALFSGDEENGGSEERKTEINGNWIPA---------TSITEAKINAKAKRRLRKNSSRDSGRGDSVSENG-ETQKAGLVVPT----------------SPKGKVLD-RRSRSG-KGRGLPKKGGAGG   118
gi|39752647|ref|NP_945329.1| MATDCEAWLNANPVE---AGNLSDSFPSGDEDSTFTANVNNEINGNWISAPT-------STIHEARLKAKVKRRLRKNSSRDSGRGDSLSDNG-EAVRS-VVPPT----------------SPKGKLLN-RRSRTG-KGRGLPKKGGAGG   120
gi|79325245|ref|NP_001031708.1| --------------------------MEGFLTDQQREMMKVATQTADDLP---------PSQK------PHSVLLEHLPK--------PSGGGKASGASNAVKH--------------------------RRSHAG--RSIRSKKDGGGG    73
gi|18424679|ref|NP_568968.1| -----------------------MASGEGILTDGQWKKLEIATHNSGSLS---------SSPK------SHTLFADLNIK--------SPTGGKGPVAGIPNRHV-------------------------RRTHSG--KHIRVKKEGAGG    77
gi|115474565|ref|NP_001060879.1| ---------------------MASPRNEGFLTQDQREKLRIAVQNAETLS---------LASPRSPTGGSTSALLQQYEQQRAAAAAAAARGGGGGGGGGGVRHV-------------------------RRSHSG--KTIKVKKDGAGG    93
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gi|161077812|ref|NP_001096977.1| KGVWGLPGSE-ALAEVYEDENDPNYDSECND--RNVELREVITEITREEFFKLAEPIVLEYYEHGDPHEVALSFDEILQAPMREHVTSILVEIAMDHKDSQREMTSVLISDLYGRVITGKDIEKGFNMLLANLPDLVLDTPEAPIMLGNF   297
gi|158288915|ref|XP_310731.4| KGVWGKPGSEEVYYELDEDPNDPNLHIDAYNSSHNVELKEIVPQPTEAEVAKKLETIILEYFEHGDTREVADALDELLPPGLKPLVTKTFVSVALEHKQSQRELTSVLMSDLYGRIVTREDICAGFDLLLANLADIMLDTPDAPHLLGNF   212
gi|110625656|ref|NP_035180.2| KGVWGTPGQVYDVEEV--DVKDPNYDDDQEN----CVYETVVLPLDETAFEKTLTPIIQEYFEHGDTNEVAEMLRDLNLGEMKSGVPVLAVSLALEGKASHREMTSKLLSDLCGTVMSTNDVEKSFDKLLKDLPELALDTPRAPQLVGQF   264
gi|21914829|ref|NP_071601.2| KGVWGTPGQVYDVEEV--DVKDPNYDDDQEN----CVYETVVLPLDETAFEKTLTPIIQEYFEHGDTNEVAEMLRDLNLGEMKSGVPVLAVSLALEGKASHREMTSKLLSDLCGTVMSTNDVEKSFDKLLKDLPELALDTPRAPQLVGQF   264
gi|21735596|ref|NP_055271.2| KGVWGTPGQVYDVEEV--DVKDPNYDDDQEN----CVYETVVLPLDERAFEKTLTPIIQEYFEHGDTNEVAEMLRDLNLGEMKSGVPVLAVSLALEGKASHREMTSKLLSDLCGTVMSTTDVEKSFDKLLKDLPELALDTPRAPQLVGQF   264
gi|114632793|ref|XP_001143474.1| KGVWGTPGQVYDVEEV--DVKDPNYDDDQEN----CVYETVVLPLDERAFEKTLTPIIQEYFEHGDTNEVAEMLRDLNLGEMKSGVPVLAVSLALEGKASHREMTSKLLSDLCGTVMSTTDVEKSFDKLLKDLPELALDTPRAPQLVGQF   264
gi|57107291|ref|XP_535012.1| KGVWGTPGQVYDVEEV--DVKDPNYDDDQEN----CVYETVVLPLDETAFEKTLTPIIQEYFEHGDTNEVAEMLRDLNLGEMKSGVPVLAVSLALEGKASHREMTSKLLSDLCGTVMSTNDVEKSFDKLLKDLPELALDTPRAPQLVGQF   264
gi|139948333|ref|NP_001077116.1| KGVWGTPGQVYDVEEV--DVRDPNYDDDQEN----CVYETVVLPLDEMAFEKTLTPIIQEYFEHGDTNEVAEMLRDLNLGEMKSGVPVLAVSLALEGKASHREMTSKLLSDLCGTVMSTNDVEKSFDKLLKDLPELALDTPRAPQLVGQF   264
gi|45383532|ref|NP_989635.1| KGVWGTPGQVYDVEEV--DIKDPNYDDDQEN----CVYETVVLPLDERAFEKTLTPIIQEYFEHGDTNEVSEMLKDLNLGEMKYSVPVLAVSLALEGKASHREMTSKLISDLCGTVVSKTDVEKSFDKLLKDLPDLVLDSPRAPQLVGQF   262
gi|39752647|ref|NP_945329.1| KGVWGTPGEVYGEDEV--DYKDPNYDAEQEN----CVYETVVLPLDEEAFEKTVTPIVQEYFEHGDANEVAELLAELNLGSMRGDVPMLAVSLALEAKASHRELTSRLLSELCGRVLTAGDVQASFHKLLKELPDLVLDTPGAPQMLGQF   264
gi|79325245|ref|NP_001031708.1| KGNWGKLIDT-DGDYH-IDPNDPNYDSGEEPFE----LVGATLSDPLDDYKKAAASIINEYFSTGDVDVAAADLIELGSSEYHPYFIKRLVSVAMDRHDKEKEMASVLLSALYADVINPNQIRDGFVLLLESADDFVVDIPDAVNVLALF   217
gi|18424679|ref|NP_568968.1| KGTWGKLLDTDDGDSC-IDKNDPNYDSGEDAYDG---LVDSPVSDPLNDYKKSVVSIIDEYFSTGDVKVAASDLRELGSSEYHPYFTKRLVSMAMDRHDKEKEMASVLLSALYADVILPDQIRDGFIRLLRSVDDLAVDILDAVNVLALF   223
gi|115474565|ref|NP_001060879.1| KGTWGKLIDT-DTDAC-LDRNDPNYDSDEEPYE----LVEAPVSTPVEDYKKSVAPIIEEYFSTGDVKLAASDLKELGYDDFHRYFVKKLVSMAMDRHDKEKEMASVLLSSLYGDVISSTQIRLGFVMLLEAVDDLAVDILDAVDVLALF   237
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gi|161077812|ref|NP_001096977.1| MARAVADDCIPPKFVAKSGEELRHLGLGEHAEQALRRADSLIYKHV--WAHLDNVWGMGGPLRPVKTITMQMELLLKEYLSSRDVAEAQRCLRALEVPHYHHELVYEAIVMTLESLSQTTEEAMCELLKQLDLTCLVLPAGMEQGFLRAF   445
gi|158288915|ref|XP_310731.4| IARAVADDCIPPKYAYQSERED----LDRHGQAALVRATTLLSMHDG-WGQLDNVWGVGGALRPVQTITQQMSYLLQEYLLSRDLSEAQRSIKELEVPHFHHELIYEAIIMTLEAFNESTEVAICELFRTLDSTCIVTPEQMEQGFRRVY   357
gi|110625656|ref|NP_035180.2| IARAVGDGILCNTYIDSYKGTVD----CVQARAALDKATVLLSMSKG-GKRKDSVWGSGGGQQPVNHLVKEIDMLLKEYLLSGDISEAEHCLKELEVPHFHHELVYEAIVMVLESTGESAFKMILDLLKSLWKSSTITIDQMKRGYERIY   409
gi|21914829|ref|NP_071601.2| IARAVGDGILCNTYIDSYKGTVD----CVQARAALDKATVLLSMSKG-GKRKDSVWGSGGGQQPVNHLVKEIDMLLKEYLLSGDMSEAEHCLKELEVPHFHHELVYEAIVMVLESTGESAFKMMLDLLKSLWKSSTITIDQMKRGYERIY   409
gi|21735596|ref|NP_055271.2| IARAVGDGILCNTYIDSYKGTVD----CVQARAALDKATVLLSMSKG-GKRKDSVWGSGGGQQSVNHLVKEIDMLLKEYLLSGDISEAEHCLKELEVPHFHHELVYEAIIMVLESTGESTFKMILDLLKSLWKSSTITVDQMKRGYERIY   409
gi|114632793|ref|XP_001143474.1| IARAVGDGILCNTYIDSYKGTVD----CVQARAALDKATVLLSMSKG-GKRKDSVWGSGGGQQSVNHLVKEIDMLLKEYLLSGDISEAEHCLKELEVPHFHHELVYEAIIMVLESTGESTFKMILDLLKSLWKSSTITVDQMKRGYERIY   409
gi|57107291|ref|XP_535012.1| IARAVGDGILCNTYIDSYKGTVD----CVQARAALDKATVLLSMSKG-GKRKDSVWGSGGGQQSVNHLVKEIDMLLKEYLLSGDISEAEHCLKELEVPHFHHELVYEAIVMVLESTGESTFKMILDLLKSLWKSSTITLDQMKRGYERIY   409
gi|139948333|ref|NP_001077116.1| IARAVGDGILCNTYIDSYKGTVD----CVQARAALDKATVLLSMSKG-GKRKDSVWGSGGGQQSVNHLVKEIDMLLKEYLLSGDMSEAEHCLKELEVPHFHHELVYEAIVMVLESTGESTFKMILDLLKSLWKSSTITLDQMKRGYERIY   409
gi|45383532|ref|NP_989635.1| IARAVGDGILSSTYIDGYKGTVD----SIQARAALDRATVLLSVTKG-GKRIDNVWGSGGGQQSVKHLVKEIDMLLKEYLLSGDLLEAERCLQELEVPHFHHELVYEAIVMVLESTGEKTFKMMLDLLKSLSRSSVITMDQMKRGYERVY   407
gi|39752647|ref|NP_945329.1| IARAVADSILPKTFLDGYKGRVD----CEYARAALDRAAVLLRMSRWTGLRIDSLWGSGGGQRPVTQLIKEVNLLLKEYLLSGDTVEAERCLRELEVPHFHHEFVYEAVIMVLESTGERTLQMLLQLLKCLCSSTIITVDQMRRGFERVY   410
gi|79325245|ref|NP_001031708.1| LARAVVDDILPPAFLPRAAKALP---ITSKGYQVVQTAEKSYLSAAHHAELVERRWG-GQTRTTVEEVKKKIADILNEYVETGETYEACRCVRELGVSFFHHEVVKRALVTALENH--AAEAPVLKLLNEAASENLISSSQMVKGFSRLR   361
gi|18424679|ref|NP_568968.1| IARAIVDEILPPVFLVRSKKILP---ESCKGFQVIVTAEKSYLSAPHHAELVEKKWG-GSTHTTVEETKKKISEILKEYVENGDTYEACRCIRELGVSFFHHEVVKRALVLAMDSP--TAESLVLKLLKETAEEGLISSSQMVKGFFRVA   367
gi|115474565|ref|NP_001060879.1| IARAVVDDILPPAFLSREKASLS---ESSKGMQVVQIAEKSYLSAPHHAELLERRWG-GSTRTTVDAVKLRITDLLKEYIKNGDTAEACRCIRELAVPFFHHEVVKRALTLGMESP--TAEALIVKLLKEASEELLISSSQMMKGFSRVV   381
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gi|161077812|ref|NP_001096977.1| DDMADIVLDVPLAYIILDRFVERCNRAG-------------------------------------------------------------FLTDKIINNVPSRGRKRFVSEGDGGHVKPTTFTMRD-------------------------   509
gi|158288915|ref|XP_310731.4| EDMTDIVLDIPLAYSILDRFIQRCQRAGS------------------------------------------------------------FMSEALIKDIPTRGRKRFVSEGDGGLIKQVNFQRDF-------------------------   422
gi|110625656|ref|NP_035180.2| NEIPDINLDVPHSYSVLERFVEECFQAG-------------------------------------------------------------IISKQLRDLCPSRGRKRFVSEGDGGRLKPESY-----------------------------   469
gi|21914829|ref|NP_071601.2| NEIPDINLDVPHSYSVLERFVEECFQAG-------------------------------------------------------------IISKQLRDLCPSRGRKRFVSEGDGGRLKPESY-----------------------------   469
gi|21735596|ref|NP_055271.2| NEIPDINLDVPHSYSVLERFVEECFQAG-------------------------------------------------------------IISKQLRDLCPSRGRKRFVSEGDGGRLKPESY-----------------------------   469
gi|114632793|ref|XP_001143474.1| NEIPDINLDVPHSYSVLERFVEECFQAG-------------------------------------------------------------IISKQLRDLCPSRGRKRFVSEGDGGRLKPESY-----------------------------   469
gi|57107291|ref|XP_535012.1| NEIPDINLDVPHSYSVLERFVEECFQAG-------------------------------------------------------------IISKQLRDLCPSRGRKRFVSEGDGGRLKPESY-----------------------------   469
gi|139948333|ref|NP_001077116.1| NEIPDINLDVPHSYSVLERFVEDCFQAG-------------------------------------------------------------IISKQLRDLCPSRGRKRFVSEGDGGRLKPESY-----------------------------   469
gi|45383532|ref|NP_989635.1| CEIPDINLDVPHSYSVLERFVEECFQAG-------------------------------------------------------------IISKPLRDLCPSRGRKRFVSEGDGGRLKPESY-----------------------------   467
gi|39752647|ref|NP_945329.1| LDMPDISIDVPCAYSILEQFVEQSFNAG-------------------------------------------------------------VIDRKLRDLCPSRGRKRLISEGDGGHLKLQNY-----------------------------   470
gi|79325245|ref|NP_001031708.1| ESLDDLALDIPSARTKFGLIVPKAVSGGWLDASFGYPSGECGRQQNEDEKLKRFKEDIVTIIHEYFNSDDIPELIRSLEDLGAPEYNPIFLKKLITLALDRKNHEKEMASVLLSSLHIEMFTTEDVADGFVMLLESAEDTALDILDASNE   511
gi|18424679|ref|NP_568968.1| ESLDDLALDIPSAKKLFDSIVPKAISGGWLDDSFKITSDQDGEKSSQDGKLRQYKKDTVNIIQEYFLSDDIPELIRSLQDLGAPEYNPVFLKRLITLALDRKNREKEMASVLLSALHMELFSTEDFINGFIMLLESAEDTALDIMDASNE   517
gi|115474565|ref|NP_001060879.1| DSLDDLSLDIPSAKSQFQTLVSKAVSEGWLDSSFVHVGANGDVQDDEHEKLRRYKKEAVSMIHEYFLSDDVPEIIRSLKELGSPEYNPVFIKKLITIAMDRKNREKEMASILLSSLSMELFSTEDIVKGFIMLLESAEDTALDILDASDE   531
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gi|161077812|ref|NP_001096977.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   509
gi|158288915|ref|XP_310731.4| ------------------------------------------------------------------------------------------------------------------------------------------------------   422
gi|110625656|ref|NP_035180.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   469
gi|21914829|ref|NP_071601.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   469
gi|21735596|ref|NP_055271.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   469
gi|114632793|ref|XP_001143474.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   469
gi|57107291|ref|XP_535012.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   469
gi|139948333|ref|NP_001077116.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   469
gi|45383532|ref|NP_989635.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   467
gi|39752647|ref|NP_945329.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   470
gi|79325245|ref|NP_001031708.1| LALFLARAVIDDVLAPFNLEEISSKLRPNSSGTETVKMARSLIFARHAGERLLRCWGGGSGWAVEDAKDKISNLLEEYESSGLVSEACKCIHELGMPFFNHEVVKKALVMGMEKKKDKMMLDLLQESFSEGLITTNQMTKGFTRVKDGLE   661
gi|18424679|ref|NP_568968.1| LALFLARAVIDDVLAPLNLEDISTKLPPKSTGTETVRSARSLISARHAGERLLRSWGGGTGWIVEDAKDKISKLLEEYETGGVTSEACQCIRDLGMPFFNHEVVKKALVMAMEKQND-RLLNLLEECFGEGLITTNQMTKGFGRVNDSLD   666
gi|115474565|ref|NP_001060879.1| LGLFLARAVIDDVLAPLNLDEISGKLPPNCSGAETLNMARSLATARHAGERLLRCWGGGTGWVVEDTKDKIAKLLEEYESGGDVGEACNCIRELHMPFFNHEVVKKALVMAMEKKND-RILGLLQECFGEGIITINQMTKGFSRVRDGLD   680
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gi|161077812|ref|NP_001096977.1| -----------------------------------------   509
gi|158288915|ref|XP_310731.4| -----------------------------------------   422
gi|110625656|ref|NP_035180.2| -----------------------------------------   469
gi|21914829|ref|NP_071601.2| -----------------------------------------   469
gi|21735596|ref|NP_055271.2| -----------------------------------------   469
gi|114632793|ref|XP_001143474.1| -----------------------------------------   469
gi|57107291|ref|XP_535012.1| -----------------------------------------   469
gi|139948333|ref|NP_001077116.1| -----------------------------------------   469
gi|45383532|ref|NP_989635.1| -----------------------------------------   467
gi|39752647|ref|NP_945329.1| -----------------------------------------   470
gi|79325245|ref|NP_001031708.1| DLALDIPNAKEKFNDYVEYGKKNGWVSSSFLTSLTEDANVG   702
gi|18424679|ref|NP_568968.1| DLSLDIPNAKEKFELYASHAMDNGWILPEFGISATQ-----   702
gi|115474565|ref|NP_001060879.1| DLALDIPDAREKFLSYVEHAKKSGWLLPSFGVATSA-----   716
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