
                                                                                                                                                                                        
gi|281361638|ref|NP_731669.2| -----------------------------MIGGRRCSEAARRLRRRPDTLELSVLGGQPIETELQEDNERTPTKGAGNVDEPGIEAPEASCSAPSKRTRWFQFARSSKNRRKRLHCNEDEDVKQPERRNSDLEGSPRACLAQPEGMNIGS   150
gi|158290715|ref|XP_312283.4| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|40316837|ref|NP_065185.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|119889270|ref|XP_001253649.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|114559967|ref|XP_001151835.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|124487147|ref|NP_001074651.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|109465095|ref|XP_001062555.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|73961642|ref|XP_547569.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|189537677|ref|XP_687715.3| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|71990329|ref|NP_001023252.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|15222212|ref|NP_172780.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|15230859|ref|NP_189189.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|15222647|ref|NP_173938.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|15221488|ref|NP_177038.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|15232278|ref|NP_189425.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|15221763|ref|NP_175830.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|240255342|ref|NP_188006.4| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|15218567|ref|NP_177414.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|186478584|ref|NP_173193.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|145610034|ref|XP_366691.2| --------------------------------------------------------------------------------------------MESSNAAET---STLTPVATTQRAR-------------------WATRKMTIKSS---   150
gi|85114063|ref|XP_964630.1| --------------------------------------------------------------------------------------------MTPRPADEDEGGAEPTPITATQRSR-------------------WATRKLTVKSS---   150
gi|19113761|ref|NP_592849.1| --------------------------------------------------------------------------------------------MESVEEK-------------SKQRR-------------------WLP---NFKAL---   150
gi|50306053|ref|XP_452988.1| MTGPKKKGKDSDPYSGSFKDDSSPDSPFNDRFVFEQGNQFASNLDGTIDNEADGSKTKLKGRQGSILKNGSTSSPSKIGKKKNQQLTFG-DTGKTSDLKNEEFEEISFETTGADDQRSYVNTPIINQGNFAVDEEDEREKDRQLSSAEDS   150
gi|45201216|ref|NP_986786.1| -MEPGAASGERVQVQRIYVESVGSDGTQTVPAIQVDDQPAESPFSDEFQFEVGGR----EGRQPSILK--AERQPQRQGGK----LAFATGTGEHVDGANSEFSMTLTPTRVGQPQ----SVPLSDG------------KRRELRSA---   150
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gi|281361638|ref|NP_731669.2| STQTIATPLMIGDSFYSLAPGGGNPPPNKSDDQELYKQRDPSVTSESKSVPSLRRLSQIRRRRSSYYFSENERRIRANDKEFNAQ---FKYHNNYIKTSKYSLFTFLPFNLLEQFQRLANFYFLCLLVLQ-LIPAISSLTPVTTAIPLIG   300
gi|158290715|ref|XP_312283.4| ------------------------------------------------------------------FFIENERRIRANDREYNTQ---FKYANNYIKTSKYSILTFLPLNLLEQFQRLANFYFLCLLILQ-LIPAISSLTPVTTAIPLIG   300
gi|40316837|ref|NP_065185.1| --------------------------MDTLRAVPLFSISGLFSFPYRVSHGIAGILLGEMAVCAKKRPPEEERRARANDREYNEK---FQYASNCIKTSKYNILTFLPVNLFEQFQEVANTYFLFLLILQ-LIPQISSLSWFTTIVPLVL   300
gi|119889270|ref|XP_001253649.1| -----------------------------MRLCDCVLQARPFTF-FRVSHGIAGTLLGEMALCAKKRPPEEERRARANDREYNEK---FQYASNCIKTSKYNILTFLPVNLFEQFQEVANTYFLFLLILQ-LIPQISSLSWFTTIVPLVL   300
gi|114559967|ref|XP_001151835.1| -----------------------------------MTVPKEMPEKWARAQAPP-----SWSRKKPSWGTEEERRARANDREYNEK---FQYASNCIKTSKYNILTFLPVNLFEQFQEVANTYFLFLLILQ-LIPQISSLSWFTTIVPLVL   300
gi|124487147|ref|NP_001074651.1| -----------------------------------------------------------MALCAKKRPPEEERRARANDREYNEK---FQYASNCIKTSKYNIVTFLPVNLFEQFQEVANTYFLFLLILQ-LIPQISSLSWFTTIVPLVL   300
gi|109465095|ref|XP_001062555.1| -----------------------------------MTVPKEMPE-------------NLLLLTTLRSIAEEERRARANDREYNEK---FQYASNCIKTSKYNILTFLPVNLFEQFQEVANTYFLFLLILQ-LIPQISSLSWFTTIVPLVL   300
gi|73961642|ref|XP_547569.2| -----------------------------------MTVPKEMPEKWARAGAP-----LSWSRKKPSWGTEEERRARANDREYNEK---FQYASNCIKTSKYNILTFLPVNLFEQFQEVANTYFLFLLILQ-LIPQVSSLSWFTTIVPLVL   300
gi|189537677|ref|XP_687715.3| -------------------------------MFTDDFTDITFQKPLFVAFSSFMALHSAPENEKDHLKSQEERHVRANDRDYNER---FSYADNRIKTAKYNVFTFLPINLFEQFQRFANAYFLVLLILQ-LIPEISSLSWFTTIVPLVL   300
gi|71990329|ref|NP_001023252.1| ----------------------------------------------------MFSWLPCCSSTSNEKNAPTERRLRANDREYNAQ---FKYADNVIKTSKYNIITFIPQNLFEQFQRIANFYFLVLMILQ-FIPQISSISWYSTAVPLVI   300
gi|15222212|ref|NP_172780.1| ---------------------------------MTKCRRRRLHLSNIYAFKGRKSNFQEDHS--HIGGPGFSRVVYCNEPNSPAA-ERRNYVGNYVRSTKYTLASFIPKSLFEQFRRVANFYFLVTGVLS-LTA-LSPYSPISALLPLTF   300
gi|15230859|ref|NP_189189.1| -------------------------------MAGPSRRRRRLHLSKIYSYTCGKSSFQEDHS--NIGGPGFSRVVYCNEPGSPAA-ERRNYAGNYVRSTKYTVASFFPKSLFEQFRRVANFYFLVTGILS-LTD-LSPYGAVSALLPLAL   300
gi|15222647|ref|NP_173938.1| -----------------------------MATVSGRRRKRKIQLSKLFTLTGAKACFKPDHS--KIGRSGFSRVVFCNQPDSPEA-ESRNYCDNYVRTTKYTLATFLPKSLFEQFRRVANFYFLVVGILS-FTP-LAPYTAVSAIVPLTF   300
gi|15221488|ref|NP_177038.1| -----------------------------MVGGGTKRRRRRLQLSKLYTLTCAQACFKQDHS--QIGGPGFSRVVYCNEPDSPEA-DSRNYSDNYVRTTKYTLATFLPKSLFEQFRRVANFYFLVTGVLA-FTP-LAPYTASSAIVPLLF   300
gi|15232278|ref|NP_189425.1| ---------------------------------MAGERRKGMKFSKLYSFKCFKPFSREDHS--QIGSRGYSRVVFCNDPDNPEA-LQLNYRGNYVSTTKYTAANFIPKSLFEQFRRVANIYFLVVAFVS-FSP-LAPYTAPSVLAPLLI   300
gi|15221763|ref|NP_175830.1| --------------------------------MARRRIRSRIRKSHFYTFRCLRPKTLDDQGPHVINGPGYTRIVHCNQPHLHLATKLIRYRSNYVSTTRYNLLTFLPKCLYEQFHRVANFYFLVAAILS-VFP-LSPFNKWSMIAPLVF   300
gi|240255342|ref|NP_188006.4| --------------------------------MGRRRIRSRIRKSHFYTFKCLRPKTLEDQGPHIINGPGYTRIVHCNQPHLHLA-KVLRYTSNYVSTTRYNLITFLPKCLYEQFHRVANFYFLVAAILS-VFP-LSPFNKWSMIAPLIF   300
gi|15218567|ref|NP_177414.1| --------------------------------MARGRIRSKLRLSLLYTFGCLRPATLEGQDSQPIQGPGFSRTVFCNQPHMHKK-KPLRYRSNYVSTTRYNLITFFPKSLYEQFHRAANLYFLVAAILS-VFP-LSPFNKWSMIAPLVF   300
gi|186478584|ref|NP_173193.2| --------------------------------MARGRIRSKLRLSHIYTFGCLRPSADEGQDPHPIQGPGFSRTVYCNQPHMHKK-KPLKYRSNYVSTTRYNLITFFPKCLYEQFHRAANFYFLVAAILS-VFP-LSPFNKWSMIAPLVF   300
gi|145610034|ref|XP_366691.2| -GLKRLSLLGRAQNRGSS-TEKKRAS--MGKGGESLQQS-SEGDNEDQDQGEHDD-----QPEGPGPRTLYFNLPLPPEKLNDKGELVDTYPRNKIRTAKYTPLSFIPKNLWLQFHNIANIYFLFLVILAGNTKVFGGLWR---------   300
gi|85114063|ref|XP_964630.1| -GLKRLSLKNRNNHGNAVGIEKKRASGHSGKSDSTAGQSDTPPPTAGGHAGKDDA-----DEQHSEPRTIFCGLPLADEFKDDEGHPTQQYPRNKIRTAKYTPLSFVPKNLWFQFHNIANIFFLFVVILV-IFPIFGGVNPGLNAVPLIV   300
gi|19113761|ref|NP_592849.1| -RLKVYRLADRLN--------------------IPLADAARVELEEYDGSDPQSL-----RGLQKLPRTLYFGLPLPDSELDDTGEAKRWFPRNKIRTAKYTPIDFIPKNIFLQFQNVANLFFLFLVILQSISIFGEQVNPGLAAVPLIV   300
gi|50306053|ref|XP_452988.1| KHVKRMRWGTRRDKKGKPAMGRAKTLRWTKKNFHNPFADDTNLAAEGHSSDDDNDENYDKSHRQRETRTIYYNLPLPEDILDEDGNSTIYYPRNKIRTTKYTPLTFFPKNIAFQFKNVANVYFLVLIIMG-FFQIFGVANPGLATVPLIV   300
gi|45201216|ref|NP_986786.1| KEMKILRWGTQRHRTGRP-VGRARTLRWGKKNYDN-------LPEDRGSGGSDTDAGVAGKSRAAEKRAVYFNMPLPPELTGENGRPVVNYPRNKIRTTKYTPLSFLPKNLAYQFKNAANIYFLLLVCLS-FVSIFGVTNPALAAIPLIA   300
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gi|281361638|ref|NP_731669.2| VLTLTAVKDAYDDIQRHISDSQVNNRKSKTLR----------------------------------------------------------------------------------------------------------------------   450
gi|158290715|ref|XP_312283.4| VLMLTAIKDAYDDFV-------INNRRSKALR----------------------------------------------------------------------------------------------------------------------   450
gi|40316837|ref|NP_065185.1| VLTITAVKDATDDYFRHKSDNQVNNRQSQVLI----------------------------------------------------------------------------------------------------------------------   450
gi|119889270|ref|XP_001253649.1| VLTITAVKDATDDYFRHKSDNQVNNRQSQVLI----------------------------------------------------------------------------------------------------------------------   450
gi|114559967|ref|XP_001151835.1| VLTITAVKDATDDYFRHKSDNQVNNRQSQVLI----------------------------------------------------------------------------------------------------------------------   450
gi|124487147|ref|NP_001074651.1| VLTITAVKDATDDYFRHKSDNQVNNRHSQVLI----------------------------------------------------------------------------------------------------------------------   450
gi|109465095|ref|XP_001062555.1| VLTITAVKDATDDYFRHKSDNQVNSRHSQVLI----------------------------------------------------------------------------------------------------------------------   450
gi|73961642|ref|XP_547569.2| VLAITAVKDATDDYFRHKSDNQVNNRQSQVLI----------------------------------------------------------------------------------------------------------------------   450
gi|189537677|ref|XP_687715.3| VLAITAVKDATDDYFRHKSDQQVNTRQSQVLI----------------------------------------------------------------------------------------------------------------------   450
gi|71990329|ref|NP_001023252.1| VLAFSAIKDGYDDAQRHISDRNVNGRKSYVVR----------------------------------------------------------------------------------------------------------------------   450
gi|15222212|ref|NP_172780.1| VIAASMVKEAIEDWGRKKQDIEMNNRKVKVHDG---------------------------------------------------------------------------------------------------------------------   450
gi|15230859|ref|NP_189189.1| VISATMVKEGIEDWRRKQQDIEVNNRKVKVHDG---------------------------------------------------------------------------------------------------------------------   450
gi|15222647|ref|NP_173938.1| VILATMFKEGVEDWRRKQQDIEVNNRKVRVHRG---------------------------------------------------------------------------------------------------------------------   450
gi|15221488|ref|NP_177038.1| VIGATMVKEGVEDWRRQKQDNEVNNRKVKVHRG---------------------------------------------------------------------------------------------------------------------   450
gi|15232278|ref|NP_189425.1| VIGATMVKEGVEDLRRRKQDVEANNRKVEVLGK---------------------------------------------------------------------------------------------------------------------   450
gi|15221763|ref|NP_175830.1| VVGLSMGKEALEDWRRFMQDVEVNSRKASVHKG---------------------------------------------------------------------------------------------------------------------   450
gi|240255342|ref|NP_188006.4| VVGLSMGKEALEDWRRFMQDVKVNSRKATVHRG---------------------------------------------------------------------------------------------------------------------   450
gi|15218567|ref|NP_177414.1| VVGLSMLKEALEDWRRFMQDVKINARKTCVHKS---------------------------------------------------------------------------------------------------------------------   450
gi|186478584|ref|NP_173193.2| VVGLSMLKEALEDWSRFMQDVKINASKVYVHKS---------------------------------------------------------------------------------------------------------------------   450
gi|145610034|ref|XP_366691.2| -----------------FMETLWSKEARVKRREKAAQVADTPRISIDTRRTGRPESVISPHTHRTSFISARED------------------IPMTPVTSPLPRAE--GQQNLEVVPQQEGLASGRPSSNFSFRGDS------AELAHIKT   450
gi|85114063|ref|XP_964630.1| IICVTAIKDAVEDYRRTVLDNVLNNAPVHKLHGIPNVNVEADNVSLWRRFKKANSRFFGALWHKTEGLWKKEDDNPILKNHTASHDEPDPRMSMESRTSRARRSLNVVRDEVEMTPVPSPLPHQPNEMDFPGEGSSRQVDNKYALQDIKG   450
gi|19113761|ref|NP_592849.1| VVGITAVKDAIEDFRRTMLDIHLNNTPTLRLSHYQNPNIRTEYISYFRRFKKRISALFRVFLAKQEEKKRAKRLN--------------DAVPLEDMAGSESRPS-YDSIFRESFEAKRSFEDSKGKVPLSALDGT-----ATILQSRPM   450
gi|50306053|ref|XP_452988.1| IVVLTSFKDAIEDSRRTILDMEVNNAPTHILKGVENVNVSNDKVSLWRKFKKANTRVLFRFIHLCQELFTEEG------------------KKQRAQRKRHEMHNKIRQTQT-PRNSLDSVGSYRNSMESEFGGDLTER------GKDDL   450
gi|45201216|ref|NP_986786.1| IVVITGLKDAFEDSRRTILDLEVNNMRSHILHGVENNNVSADNVSLWRKFKKLNTRLLIATVRFFRESFTEAG------------------RRRRAQRAREESQMAASRLGSDPRMSLDSMGSYRPSLDFDNIGQLVS--------SDQV   450
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gi|281361638|ref|NP_731669.2| -----------NGKLVEAKWSEVQVGDVIRLDNNQFVAADTLLLSTSEPNGLCFIETAELDGETNLKAKQCLTETIELGDRHDSLWNFNGEIICERPNNLLNKFDGTLIWRG------------QRFALDNEKILLRGCVLRNTQWCYGV   600
gi|158290715|ref|XP_312283.4| -----------HGKLVDERWSGVQVGDIIRMDNDQFVAADILLLSSSEPNGLCFIETAELDGETNLKIKQCLPETAALGQQEDLLWKFNGEIVCEPPNNLLNKFEGTLTWKN------------QRYPLDNDKILLRGCIIRNTQWCYGV   600
gi|40316837|ref|NP_065185.1| -----------NGILQQEQWMNVCVGDIIKLENNQFVAADLLLLSSSEPHGLCYIETAELDGETNMKVRQAIPVTSELG-DISKLAKFDGEVICEPPNNKLDKFSGTLYWKE------------NKFPLSNQNMLLRGCVLRNTEWCFGL   600
gi|119889270|ref|XP_001253649.1| -----------NGILQQEQWMNVCVGDIIKLENNQFVAADLLLLSSSEPHGLCYIETAELDGETNMKVRQAIPVTSELG-DISKLAKFDGEVICEPPNNKLDKFSGTLYWKE------------SKFPLSNQNMLLRGCVLRNTEWCFGL   600
gi|114559967|ref|XP_001151835.1| -----------NGILQQEQWMNVCVGDIIKLENNQFVAADLLLLSSSEPHGLCYIETAELDGETNMKVRQAIPVTSELG-DISKLAKFDGEVICEPPNNKLDKFSGTLYWKE------------NKFPLSNQNMLLRGCVLRNTEWCFGL   600
gi|124487147|ref|NP_001074651.1| -----------NGVLQQEQWMNVCVGDIIKLENNQFVAADLLLLSSSEPHGLCYIETAELDGETNMKVRQAIPVTSELG-DVSQLARFDGEVICEPPNNKLDKFSGTLYWKE------------NKFPLSNQNMLLRGCVLRNTEWCFGL   600
gi|109465095|ref|XP_001062555.1| -----------NGVLQQEQWMNVCVGDIIKLENNQFVAADLLLLSSSEPHGLCYIETSELDGETNMKVRQAIPVTSELG-DISQLAKFDGEVICEPPNNKLDKFSGALYWKG------------NKFPLSNQNMLLRGCVLRNTEWCFGL   600
gi|73961642|ref|XP_547569.2| -----------NGSLQQEQWMNVCVGDIIKLENNQFVAADLLLLCSSEPHGLCYIETAELDGETNMKVRQAIPVTSELG-DISRLAKFDGEVVCEPPNNKLDKFSGTLYWKE------------SKFPLSNQNMLLRGCVLRNTEWCFGL   600
gi|189537677|ref|XP_687715.3| -----------KGKLQNEKWMNVRVGDVIKLENNQFVAADLLLLSSSEPYGLCYIETAELDGETNLKVRQALTVTSDLGDDVAKLADFNGEVICEPPNNKLDKFIGTLYWKD------------NKYPLDNEKMLLRGCVLRNTEWCFGL   600
gi|71990329|ref|NP_001023252.1| -----------NGSLCEEDWSNVKVGDVIRMMSNQFVAN--------------------------------------------------------------------------------------------------------TRWCYGV   600
gi|15222212|ref|NP_172780.1| -----------NGIFRREGWRDLKVGNIVRVEKDEFFPADLLLLSSSYEDSICYVETMNLDGETNLKVKQGLEATSSALHEDSDFKELKAVVKCEDPNADLYTFVGTLHFEE------------QRLPLSITQLLLRDSKLRNTEYIYGV   600
gi|15230859|ref|NP_189189.1| -----------NGIFRQEEWRNLRVGDIVRVEKDEFFPADLLLLSSSYEDSVCYVETMNLDGETNLKVKQGLEATSSLLNQDSDFKDFRGVVRCEDPNVNLYVFVGTLALEE------------ERFPLSIQQILLRDSKLRNTEYVYGA   600
gi|15222647|ref|NP_173938.1| -----------NGNFDLREWKTLRVGDILKVEKNEFFPADLVLLSSSYEDAVCYVETMNLDGETNLKLKQGLEVTLS-LREELNFRDFEAFIKCEDPNANLYSFVGTMDLKG------------EKYPLSPQQLLLRGSKLRNTDYIYGV   600
gi|15221488|ref|NP_177038.1| -----------DGSFDAKEWKTLSIGDIVKVEKNEFFPADLVLLSSSYEDAICYVETMNLDGETNLKVKQGLEVTSS-LRDEFNFKGFEAFVKCEDPNANLYSFVGTMELKG------------AKYPLSPQQLLLRDSKLRNTDFIFGA   600
gi|15232278|ref|NP_189425.1| -----------TGTFVETKWKNLRVGDLVKVHKDEYFPADLLLLSSSYEDGICYVETMNLDGETNLKLKHALEITSD----EESIKNFRGMIKCEDPNEHLYSFVGTLYFEG------------KQYPLSPQQILLRDSKLKNTDYVYGV   600
gi|15221763|ref|NP_175830.1| -----------SGDFGRRTWKRIRVGDIVRVEKDEFFPADLLLLSSSYEDGICYVETMNLDGETNLKVKRCLDATLA-LEKDESFQNFSGTIKCEDPNPNLYTFVGNLECDG------------QVYPLDPNQILLRDSKLRNTAYVYGV   600
gi|240255342|ref|NP_188006.4| -----------DGDFGRRKWKKLRVGDVVKVEKDQFFPADLLLLSSSYEDGICYVETMNLDGETNLKVKRCLDVTLP-LERDDTFQSFSGTIKCEDPNPNLYTFVGNLEYDG------------QVYPLDPSQILLRDSKLRNTSYVYGV   600
gi|15218567|ref|NP_177414.1| -----------DGVFRQRKWKKVSVGDIVKVEKDEFFPADLLLLSSSYEDGICYVETMNLDGETNLKVKRSLEVSLP-LDDDESFKNFMATIRCEDPNPNLYTFVGNLEFER------------QTFPLDPSQILLRDSKLRNTTYVYGV   600
gi|186478584|ref|NP_173193.2| -----------DGEFRRRKWKKISVGDIVKVEKDGFFPADLLLLSSSYEDGICYVETMNLDGETNLKVKRSLEVTLS-LDDYDSFKDFTGIIRCEDPNPSLYTFVGNLEYER------------QIFPLDPSQILLRDSKLRNTPYVYGV   600
gi|145610034|ref|XP_366691.2| DLINRTIPAEGKARFRRDKWKNLQVGDFVRIYSDDELPADIIILATSDPEGACYIETKNLDGETNLKFRQALKCGRNMK-NSRDCERAQFIVESEPPQPNLYKYNGAIKWNQPIEGDASGSWREMTEPITIDNTLLRGCNLRNTDWVLGV   600
gi|85114063|ref|XP_964630.1| DLVNRNLPISGKARFAKDAWKGLVVGDFVRIYNDDEIPADIIILATSDPDGACYVETKNLDGETNLKVRSALRCGRGMK-HARDCERAQFIIESEPPQPNLYKYNGAVRWLQELPNDEDGDPIPMSEPISIDNMLLRGCNLRNTEWALGV   600
gi|19113761|ref|NP_592849.1| DIIDYEAEATGECHFKKTYWKDVRVGDFVKVMDNDEIPADIVIINSSDPEGICYIETKNLDGETNLKMRHALTCGKNVV-DEASCERCRFWIESEPPHANLYEYNGACKSFVHSEAGGSDTSQTVSEPISLDSMLLRGCVLRNTKWVIGV   600
gi|50306053|ref|XP_452988.1| CLLDPSLPVLPDCKFAKDYWKSVSVGDIVRVHNNDEIPADIILLSSSDSDGACYVETKNLDGETNLKVRQSLKCSHMIR-NSRNITRTKFKVESEGPHSNLYSYQGNLKWVDRETG------LEKNEPVNINNLLLRGCTLRNTKWAMGI   600
gi|45201216|ref|NP_986786.1| SVLNRNLPPVPDCRFGKSHWKDIRVGDIVRIHNNDEIPADIILLSTSDADGACYVETKNLDGETNLKVRQSLKCSHRIR-NSKDISRCKFWVESEGPHANLYSYQGNFKWVDSETG------VMHNEPVNINNMLLRGCSLRNTKWAMGI   600
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gi|281361638|ref|NP_731669.2| VVFAGVDTKLMQNSGKTQFKSTGVDRLLNFIIIGIVLFLVSICALFAIGCAIWEGLIG-----QHFQLYLPWEHIIPKDYIP--TGATVIGLLVFFSYAIVLNTVVPISLYVSVEVIRFVQSFLINWDEEMYYPT--TNTYAKARTTTLN   750
gi|158290715|ref|XP_312283.4| VIFAGKDTKLMQNSGKTKFKRTTIDRLLNFIIIGIVFFLLSICGFCTIASAIWEALVG-----YKFQIYLPWERIIPKDYL---QGAISIGCLVFFSYAIVLNTVVPISLYVSVEVIRFAQSFLINWDEKMYYDK--TKTHAKARTTTLN   750
gi|40316837|ref|NP_065185.1| VIFAGPDTKLMQNSGRTKFKRTSIDRLMNTLVLWIFGFLVCMGVILAIGNAIWEHEVG-----MRFQVYLPWDEAV--------DSAFFSGFLSFWSYIIILNTVVPISLYVSVEVIRLGHSYFINWDKKMFCMK--KRTPAEARTTTLN   750
gi|119889270|ref|XP_001253649.1| VIFAGPDTKLMQNSGRTKFKRTSIDRLMNTLVLWIFGFLVCMGVILAIGNAIWEHEVG-----TRFQVYLPWDEAV--------DSAFFSGFLSFWSYIIILNTVVPISLYVSVEVIRLGHSYFINWDKKMFCTK--KRTPAEARTTTLN   750
gi|114559967|ref|XP_001151835.1| VIFAGPDTKLMQNSGRTKFKRTSIDRLMNTLVLWIFGFLVCMGVILAIGNAIWEHEVG-----MRFQVYLPWDEAV--------DSAFFSGFLSFWSYIIILNTVVPISLYVSVEVIRLGHSYFINWDKKMFCMK--KRTPAEARTTTLN   750
gi|124487147|ref|NP_001074651.1| VIFAGPDTKLMQNSGRTKFKRTSIDRLMNTLVLWIFGFLVCMGVILAIGNAIWEHEVG-----TRFQVYLPWDEAV--------DSAFFSGFLSFWSYIIILNTVVPISLYVSVEVIRLGHSYFINWDKKMFCMK--KRTPAEARTTTLN   750
gi|109465095|ref|XP_001062555.1| VIFAGPDTKLMQNSGRTKFKRTSIDRLMNTLVLWIFGFLVCMGVILAIGNAIWEHEVG-----TRFQVYLPWDEAV--------DSAFFSGFLSFWSYIIILNTVVPISLYVSVEVIRLGHSYFINWDKKMFCMK--KRTPAEARTTTLN   750
gi|73961642|ref|XP_547569.2| VVFAGPDTKLMQNSGRTKFKRTSIDRLMNTLVLWIFGFLVCMGVILAIGNAIWEHEVG-----TRFQVYLPWDEAV--------NSAFFSGFLSFWSYIIILNTVVPISLYVSVEVIRLGHSYFINWDKKMFCAK--KRTPAEARTTTLN   750
gi|189537677|ref|XP_687715.3| VIFAGLQTKLMQNCGRTKFKRTSIDKLMNTLVLWIFGFLICMGIILAIGNTIWEQSVG-----SDFWAYLQWKELT--------VNAVFSGFLTFWSYIIILNTVVPISLYVSVEVLRLGHSYFINWDRRMYYSR--KDTPAEARTTTLN   750
gi|71990329|ref|NP_001023252.1| VVFAGKDTKLMMNSGKTKFKRTSLDRFLNILIVGIVLFLIAMCLICTILCAVWEYQTG-----RYFTIYLPWDDVVPSPEQRGGRQIALIAFLQFFSYIILLNTVVPISLYVSVEIIRFIHSLWINYDTQMYYENGEKSVPAKAHTTTLN   750
gi|15222212|ref|NP_172780.1| VVFTGHDTKVIQNSTDPPSKRSRIERKMDKIIYLMFGVVFLMSFIGSIVFGIETREDRVRNGGRTERWYLRPDNADIFFDP---DRAPMAAVYHFFTAVMLYSYFIPISLYVSIEIVKVLQSLFINNDILMYYEE--NDKPAHARTSNLN   750
gi|15230859|ref|NP_189189.1| VVFTGHDTKVIQNSTDPPSKRSRIERTMDKIIYLMFGLVFLMSFVGSIIFGVETREDKVKNG-RTERWYLKPDDADIFFDP---ERAPMAAIYHFFTATMLYSYFIPISLYVSIEIVKVLQSIFINRDIHMYYEE--TDKPAQARTSNLN   750
gi|15222647|ref|NP_173938.1| VIFTGPDTKVVQNSTDPPSKRSMIERKMDKIIYLMFLMVFSLAFFGSVLFGIWTRDD-FQNG-VMERWYLKPDDSSIFFDP---KRAPMAAIYHFLTALMLNSYFIPISLYVSIEIVKVLQSIFINQDIHMYYEE--ADKPAHARTSNLN   750
gi|15221488|ref|NP_177038.1| VIFTGHDTKVIQNSTDPPSKRSMIEKKMDKIIYLMFFMVITMAFIGSVIFGVTTRDD-LKDG-VMKRWYLRPDSSSIFFDP---KRAPVAAIYHFLTAVMLYSYFIPISLYVSIEIVKVLQSIFINQDIHMYYEE--ADKPARARTSNLN   750
gi|15232278|ref|NP_189425.1| VVFTGHDTKVMQNATDPPSKRSKIEKKMDQIIYILFSILIVIAFTGSVFFGIATRRDMSDNG-KLRRWYLRPDHTTVFYDP---RRAVAAAFFHFLTALMLYGYLIPISLYVSIEVVKVLQSIFINQDQEMYHEE--TDRPARARTSNLN   750
gi|15221763|ref|NP_175830.1| VVFTGHDTKVMQNSTKSPSKRSRIEKRMDYIIYTLFALLLTVSFISSLGFAVMTKLL------MAEWWYLRPDKPESLTNP---TNPLYAWVVHLITALLLYGYLIPISLYVSIEVVKVLQAHFINQDLQLYDSE--SGTPAQARTSNLN   750
gi|240255342|ref|NP_188006.4| VVFTGHDTKVMQNSTKSPSKRSRIEKRMDYIIYTLFALLVLVSFISSLGFAVMTKMH------MGDWWYLRPDKPERLTNP---RNPFHAWVVHLITAVLLYGYLIPISLYVSIELVKVLQATFINQDLQMYDSE--SGTPAQARTSNLN   750
gi|15218567|ref|NP_177414.1| VVFTGFDTKVMQNSTKSPSKRSRIERTMDYIIYTLLVLLILISCISSSGFAWETEFH------MPKMWYLRPGEPIDFTNP---INPIYAGVVHLITALLLYGYLIPISLYVSIEVVKVWQASFINQDLHMYDDE--SGVPANARTSNLN   750
gi|186478584|ref|NP_173193.2| VVFTGHDTKVMQNSTKSPSKRSRIEKTMDYIIYTLLVLLILISCISSSGFAWETKFH------MPKWWYLRPEEPENLTNP---SNPVYAGFVHLITALLLYGYLIPISLYVSIEVVKVLQASFINKDLHMYDSE--SGVPAHARTSNLN   750
gi|145610034|ref|XP_366691.2| VLFTGHHTKIMMNSGITPSKRPRIARELNYNVLYNFFILFGMCLLSAIVNGFAFGTSD------NSIALFEYGSIG--------PTPAMNGFITFWAAIILFQNLVPISLFISLELVRLLQAFFIYSDVDMYYEP--IDQPCIPKSWNIS   750
gi|85114063|ref|XP_964630.1| VVFTGHDTKIMMNAGVTPSKRARIARELNINVVYNFTILLIMCLIAAIANGVAWAKTD------ASSYWFEWGSIG--------GTSGLTGFITFWAAVIVFQNLVPISLYISLEIVRTLQAYFIYSDINMYYEP--IDAPCIPKSWNIS   750
gi|19113761|ref|NP_592849.1| VVFTGDDTKIMLNSGAPPLKRSRITRNLNWNVYLNFIILFSMCFVCAVVEGIAWRGHS------RSSYYFEFGSIG--------GSPAKDGVVTFFTGVILFQNLVPISLYISIEIVKTIQAIFIYFDKDMYYKK--LKYACTPKSWNIS   750
gi|50306053|ref|XP_452988.1| VVFTGPDTKIMLNAGVTPTKVSRISRELNLSVFMNFALLFVLCFAAGIVNGVYYRTDN------TSRNYFEFGSIA--------GSAAANGVVSFWVALILYQSVVPISLYISIEIIKTAQALFIYGDVALYNER--LDYPCTPKSWTIS   750
gi|45201216|ref|NP_986786.1| VMFTGTDTKIMLNAGVTPTKRSRISRELNYSVILNFVFLFVLCLAAGLVNGIYYRRDA------TSRTFFEFGTVA--------GTPFANGILAFFVALILYQSLVPISLYISIEIIKTAQAAFIYGDVLLYNPK--LDYPCTPRTWNIS   750
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gi|281361638|ref|NP_731669.2| EELGQIQYIFSDKTGTLTQNIMTFNKCSINGRSYGDVIDLRTGELVEITEQQTIFQNS--NTNNRPSPLSGAIVAPPAAPPPIILVHKAEVHAKKTSMVVTSSGE-----AQVLPDRPRSDIERSAPPMDASEKRPGLKHVRYSAPSRSQ   900
gi|158290715|ref|XP_312283.4| EELGQIQYIFSDKTGTLTQNIMTFNKCSIAGRAYGDVVDVRTGETVELVVHTAVFRNSPVTPYWNVLHLVSCLVCRRSLRRKVVLKHQAPFQQPFNTSLLLNAEEPPGRSTPQPTTTTTTTITTEQPVQTPNKKHPPSLHVRFSQHSNSQ   900
gi|40316837|ref|NP_065185.1| EELGQVEYIFSDKTGTLTQNIMVFNKCSINGHSYGDVFDVLG--------------------------------------------HKAELGERPE------------------------------------------------------   900
gi|119889270|ref|XP_001253649.1| EELGQVEYIFSDKTGTLTQNIMVFNKCSINGRSYGDVFDVLG--------------------------------------------HKAELGERPE------------------------------------------------------   900
gi|114559967|ref|XP_001151835.1| EELGQVEYIFSDKTGTLTQNIMVFNKCSINGHSYGDVFDVLG--------------------------------------------HKAELGERPE------------------------------------------------------   900
gi|124487147|ref|NP_001074651.1| EELGQVEYIFSDKTGTLTQNIMVFNKCSINGHSYGDVFDVLG--------------------------------------------HKAELGERPE------------------------------------------------------   900
gi|109465095|ref|XP_001062555.1| EELGQVEYIFSDKTGTLTQNIMVFNKCSINGHSYGDVFDVLG--------------------------------------------HKAELGERPE------------------------------------------------------   900
gi|73961642|ref|XP_547569.2| EELGQVEYVFSDKTGTLTQNIMVFSKCSISGHSYGDVFDVLG--------------------------------------------HKAELGERPE------------------------------------------------------   900
gi|189537677|ref|XP_687715.3| EELGQVEFIFSDKTGTLTQNIMVFNKCSINGKTYGDVFDEFG--------------------------------------------HKVDITEKTP------------------------------------------------------   900
gi|71990329|ref|NP_001023252.1| EELGQVQYVFSDKTGTLTRNIMTFNKCTINGISYGDIYDHKG--------------------------------------------EVIETNDKTK------------------------------------------------------   900
gi|15222212|ref|NP_172780.1| EELGMVDTILSDKTGTLTCNSMEFIKCSIAGTAYGRGITEVERSMA----------------------------------------MRSNGSSLV-------------------------------------------------------   900
gi|15230859|ref|NP_189189.1| EELGMVDTILSDKTGTLTCNSMEFIKCSIAGKAYGRGITEVERAMA----------------------------------------VRSGGSPLV-------------------------------------------------------   900
gi|15222647|ref|NP_173938.1| EELGQVGTILSDKTGTLTCNSMEFIKCSIAGTAYGRGVTEVEMAMD----------------------------------------KRKGSALVN-------------------------------------------------------   900
gi|15221488|ref|NP_177038.1| EELGQVDTILSDKTGTLTCNSMEFIKCSVAGTAYGRGVTEVEMAMG----------------------------------------RRKGGPLVF-------------------------------------------------------   900
gi|15232278|ref|NP_189425.1| EELGQVDTILSDKTGTLTCNSMEFVKCSIAGTAYGRGMTEVEVALR----------------------------------------KQKGLMTQE-------------------------------------------------------   900
gi|15221763|ref|NP_175830.1| EELGQVDTILSDKTGTLTCNQMDFLKCSIAGTSYGVRASEVELAAA----------------------------------------KQMAMDLEE-------------------------------------------------------   900
gi|240255342|ref|NP_188006.4| EELGQVDTILSDKTGTLTCNQMDFLKCSIAGTSYGVRASEVELAAA----------------------------------------KQMAIDLDEE------------------------------------------------------   900
gi|15218567|ref|NP_177414.1| EELGQVHTILSDKTGTLTCNQMDFLKCSIAGTSYGVRSSEVEVAAA----------------------------------------KQMAVDLEE-------------------------------------------------------   900
gi|186478584|ref|NP_173193.2| EELGQVDTILSDKTGTLTCNQMDFLKCSIAGTSYGVRSSEVEVAAA----------------------------------------QQMAVDLDE-------------------------------------------------------   900
gi|145610034|ref|XP_366691.2| DDLGQIEYIFSDKTGTLTQNVMEFKKATINGQPYGEAYTEALAGLH----------------------------------------RRMG-IDVEK------------------------------------------------------   900
gi|85114063|ref|XP_964630.1| DDVGQIEYIFSDKTGTLTQNVMEFKKATINGQPYGEAFTEAQIGMS----------------------------------------KRSGGGDIES------------------------------------------------------   900
gi|19113761|ref|NP_592849.1| DDLGQVEYIFSDKTGTLTQNVMEFKKCTINGVAYGEAFTEAMAGMA----------------------------------------KREG-KDTEE------------------------------------------------------   900
gi|50306053|ref|XP_452988.1| DDLGQIEYIFSDKTGTLTQNVMEFKKCTINGVSYGRAYTEALAGLR----------------------------------------KRQG-IDVEE------------------------------------------------------   900
gi|45201216|ref|NP_986786.1| DDLGQIEYIFSDKTGTLTQNVMEFKKCTINGVSYGRAYTEALAGLR----------------------------------------KRQG-VDIEE------------------------------------------------------   900
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gi|281361638|ref|NP_731669.2| DADAGRLSPRLDGSGGLSPPVGNEERRISGGFKRSGAGCMQRQLSRTSSCDKVKILHDSQQTETHNMHHSSHNRKRLVKIRFKKAPSTATLGVVISQLEHHLDEEPQSTSTLSTTKHHHHRSKAFATN-WSSSPHRVHALQSVDFSANPH  1050
gi|158290715|ref|XP_312283.4| ETQTSISSTTTKQVTTPIPPTPPTPPQQPK-THIPAQSTTDVPPSGNNTQEGLHVCMISFVIPYSRLFADSFLYYVILIIIIIMKKACAFSNLMLSFSFTILSILSHPTSTNATRVTTTLCTEMSQTSVFPASNHVCSFLISVDFSFNPE  1050
gi|40316837|ref|NP_065185.1| ---------------------------------------------------------------------------------------------------------------------------------------------PVDFSFNPL  1050
gi|119889270|ref|XP_001253649.1| ---------------------------------------------------------------------------------------------------------------------------------------------PVDFSFNPL  1050
gi|114559967|ref|XP_001151835.1| ---------------------------------------------------------------------------------------------------------------------------------------------PVDFSFNPL  1050
gi|124487147|ref|NP_001074651.1| ---------------------------------------------------------------------------------------------------------------------------------------------PVDFSFNPL  1050
gi|109465095|ref|XP_001062555.1| ---------------------------------------------------------------------------------------------------------------------------------------------PVDFSFNPL  1050
gi|73961642|ref|XP_547569.2| ---------------------------------------------------------------------------------------------------------------------------------------------PVDFSFNPL  1050
gi|189537677|ref|XP_687715.3| ---------------------------------------------------------------------------------------------------------------------------------------------CVDFSFNPL  1050
gi|71990329|ref|NP_001023252.1| ---------------------------------------------------------------------------------------------------------------------------------------------SLDFSWNSA  1050
gi|15222212|ref|NP_172780.1| ----------------------------------------------------------------------------------------------------------------------------------GDDLD-------VVVDQSGP  1050
gi|15230859|ref|NP_189189.1| ----------------------------------------------------------------------------------------------------------------------------------NEDLD-------VVVDQSGP  1050
gi|15222647|ref|NP_173938.1| ----------------------------------------------------------------------------------------------------------------------------------QSNGN-----STEDAVAAEP  1050
gi|15221488|ref|NP_177038.1| ----------------------------------------------------------------------------------------------------------------------------------QSDENDIDMEYSKEAITEES  1050
gi|15232278|ref|NP_189425.1| ----------------------------------------------------------------------------------------------------------------------------------EVGDN------ESLSIKEQK  1050
gi|15221763|ref|NP_175830.1| -------------------------------------------------------------------------------------------------------KGEEVANLSMNKGRTQRYAKLASKTSSDFELETVVTASDEKDQKQNT  1050
gi|240255342|ref|NP_188006.4| -------------------------------------------------------------------------------------------------------QGEEVTHLPRTRGRMHGYAKMPSKTSSDIELETVITATDEGDQTQST  1050
gi|15218567|ref|NP_177414.1| -------------------------------------------------------------------------------------------------------HGEISS---TPQSQTKVYGTWDSSRTQEIEVEGDNNY-----NTPRA  1050
gi|186478584|ref|NP_173193.2| -------------------------------------------------------------------------------------------------------HGEVSS---RTSTP--------RAQARDIEVESS--------ITPRI  1050
gi|145610034|ref|XP_366691.2| -------------------------------------------------------------------------------------------------------------------------EAAEARVQIAADKEKALAALRKIHDNPYL  1050
gi|85114063|ref|XP_964630.1| -------------------------------------------------------------------------------------------------------------------------EIARIKDEIEQAKARTLHGLREIHNNPYL  1050
gi|19113761|ref|NP_592849.1| -------------------------------------------------------------------------------------------------------------------------LTLQKQSFIERDRMQMISQMRNMHDNKYL  1050
gi|50306053|ref|XP_452988.1| -------------------------------------------------------------------------------------------------------------------------EGALEKEGIAQDKEIMLANLKILGENSQL  1050
gi|45201216|ref|NP_986786.1| -------------------------------------------------------------------------------------------------------------------------EGARERAEIEEDKKQMVELLLKLGKNSQL  1050
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gi|281361638|ref|NP_731669.2| HESDFRWYDRTLLDAVR--SDEEHSH---VFFRLLALCH-TVMAETVD--GKLEYQAQSPDEAALVSAARNFGFVFRTRTPNSITIEVMGQ------TEEYELLNILDFNNVRKRMSVILRRG------DS-MVLYCKGADNVIYDRLHG  1200
gi|158290715|ref|XP_312283.4| YEPEFRWYDQGLLDAVR--ADEEHAH---NFFRLLALCH-TVMAEEKN--GKLDYQAQSPDEAALVSAARNFGFVFKSRAPNSITIEVMGR------TEEYELLSILDFNNVRKRMSVVLRRN------NS-IILYCKGADSVIYDRLGP  1200
gi|40316837|ref|NP_065185.1| ADKKFLFWDPSLLEAVK--IGDPHTH---EFFRLLSLCH-TVMSEEKNE-GELYYKAQSPDEGALVTAARNFGFVFRSRTPKTITVHEMGT------AITYQLLAILDFNNIRKRMSVIVRNP------EGKIRLYCKGADTILLDRLHH  1200
gi|119889270|ref|XP_001253649.1| ADKKFLFWDPTLLEAVK--MGDPHTH---EFFRLLSLCH-TVMSEEKSE-GELYYKAQSPDEGALVTAARNFGFVFRSRTPKTITVHEMGT------AITYQLLAILDFNNIRKRMSVIVRNP------EGKIRLYCKGADTILLDRLHH  1200
gi|114559967|ref|XP_001151835.1| ADKKFLFWDPSLLEAVK--IGDPHTH---EFFRLLSLCH-TVMSEEKNE-GELYYKAQSPDEGALVTAARNFGFVFRSRTPKTITVHEMGT------AITYQLLAILDFNNIRKRMSVIVRNP------EGKIRLYCKGADTILLDRLHH  1200
gi|124487147|ref|NP_001074651.1| ADKKFLFWDSSLLEAVK--MGDPHTH---EFFRLLSLCH-TVMSEEKNE-GELYYKAQSPDEGALVTAARNFGFVFRSRTPKTITVHELGT------AITYQLLAILDFNNIRKRMSVIVRNP------EGKIRLYCKGADTILLDRLHP  1200
gi|109465095|ref|XP_001062555.1| ADKKFLFWDPSLLEAVK--MGDPHTH---EFFRLLSLCH-TVMSEEKNE-GELYYKAQSPDEGALVTAARNFGFVFRSRTPKTVTVHELGT------SITYQLLAILDFNNIRKRMSVIVRNP------EGKIRLYCKGADTILLDRLHP  1200
gi|73961642|ref|XP_547569.2| ADKKFLFWDSTLLEAVK--MGDPHTH---EFFRLLSLCH-TVMSEEKNE-GELYYKAQSPDEGALVTAARNFGFVFRSRTPKTITVHEMGT------AVTYQLLAILDFNNIRKRMSVIVRNP------EGRIRLYCKGADTLLLDRLHP  1200
gi|189537677|ref|XP_687715.3| MDRKFRFHDSSLVEAIK--LEEPLVQ---EFFRLLALCH-TVMPEERNE-GELVYQAQSPDEGALVTAARNFGFVFRSRTPETITLYEMGQ------AVTYQLLAILDFNNVRKRMSVIVRNP------KGQLKLYSKGADTILFDRLDP  1200
gi|71990329|ref|NP_001023252.1| SEPTFKFFDKNLVDATK--RQVPEID---QFWRLLALCH-TVMP-ERDK-GQLVYQAQSPDEHALTSAARNFGYVFRARTPQSITIEVMGN------EETHELLAILDFNNDRKRMSVIVKGP------DGKIRLYCKGADMMIMQRIHP  1200
gi|15222212|ref|NP_172780.1| KIKGFNFLDERVMKGNW--VKQRDAAVLQKFFRLLAVCH-TAIPETDEATGSVSYEAESPDEAAFVVAAREFGFEFFSRTQNGISFRELDLASGKTVERVYRLLNVLEFNSARKRMSVIVRDE------DGRLLLLSKGADNVMFERLAK  1200
gi|15230859|ref|NP_189189.1| KVKGFNFEDERVMNGNW--VRQPEAAVLQKFFRLLAVCH-TAIPETDEESGNVSYEAESPDEAAFVVAAREFGFEFFNRTQNGISFRELDLVSGEKVERVYRLLNVLEFNSTRKRMSVIVRDD------DGKLLLLSKGADNVMFERLAK  1200
gi|15222647|ref|NP_173938.1| AVKGFNFRDERIMDGNW--VTETHADVIQKFFQLLAVCH-TVIPEVDEDTGKISYEAESPDEAAFVIAARELGFEFFTRTQTTISVRELDLVTGERVERLYSVLNVLEFSSSKKRMSVIVQDQ------DGKLLLLCKGADSVMFERLSE  1200
gi|15221488|ref|NP_177038.1| TVKGFNFRDERIMNGNW--VTETHADVIQKFFRLLAVCH-TVIPEVDEDTEKISYEAESPDEAAFVIAARELGFEFFNRTQTTISVRELDLVSGKRVERLYKVLNVLEFNSTRKRMSVIVQEE------DGKLLLLCKGADNVMFERLSK  1200
gi|15232278|ref|NP_189425.1| AVKGFNFWDERIVDGQW--INQPNAELIQKFFRVLAICH-TAIPDVNSDTGEITYEAESPDEAAFVIASRELGFEFFSRSQTSISLHEIDHMT------VYELLHVLEFSSSRKRMSVIVRNP------ENRLLLLSKGADSVMFKRLAK  1200
gi|15221763|ref|NP_175830.1| GVKGFSFEDNRLMNENW--LNEPNSDDILMFFRILAVCH-TAIPEVDEDTGMCTYEAESPDEVAFLVASREFGFEFTKRTQSSVFIAERFSSSGQPVDREYKILNLLDFTSKRKRMSAIVRDE------EGQILLLCKGADSIIFERLSK  1200
gi|240255342|ref|NP_188006.4| GIKGFSFEDQRLMGGNW--LNEPNSDDILMFLRILAVCH-TAIPEVDEDTGKCTYEAESPDEVAFLVAAGEFGFEFTKRTQSSVFISERHS--GQPVEREYKVLNVLDFTSKRKRMSVIVRDE------KGQILLLCKGADSIIFERLSK  1200
gi|15218567|ref|NP_177414.1| PIKGFGFEDNRLMNGNW--LRESQPNDILQFFRILAICH-TAIPELNEETGKYTYEAESPDEASFLAAAREFGFEFFKRTQSSVFIRERFSGSGQIIEREYKVLNLLEFTSKRKRMTVIVRDE------EGQILLLCKGADSIIFERLAK  1200
gi|186478584|ref|NP_173193.2| PIKGFGFEDIRLMDGNW--LREPHTDDILLFFRILAICH-TAIPELNEETGKYTYEAESPDEASFLTAASEFGFVFFKRTQSSVYVHERLSHSGQTIEREYKVLNLLDFTSKRKRMSVVVRDE------EGQILLLCKGADSIIFERLAK  1200
gi|145610034|ref|XP_366691.2| HDDDLQFIAPDFVEDLMGANGQEQQQACERFMLALALCHTVIPERQPGEKATMLYKAQSPDEAALVSTARDMGFTVLSSNSDGVRLNVMGE------EKYYPILNTIEFNSSRKRMSAIVRMT------DGQTVLFCKGADSIIYSRLKK  1200
gi|85114063|ref|XP_964630.1| HDEDLTFVAPDFVEDLAGKNGPEQQKANEHFMLALALCHTVVAEKQPGDSPKMIFKAQSPDEAALVATARDMGFTVLGMSDGGVNVNVMGK------DMHYPVLNIIEFNSSRKRMSAIVRMP------DGKIKLFCKGADSIIYARLKR  1200
gi|19113761|ref|NP_592849.1| VDDNLTFISSQFVHDLAGKAGEEQSLACYEFFLALALCHSVVADR-VGDR--IVYKAQSPDEAALVGTARDVGFVFLDQRRDIMVTRALGE------TQRFKLMDTIEFSSARKRMSVIVKGP------DNRYVLICKGADSIIFERLEP  1200
gi|50306053|ref|XP_452988.1| RPENVTFVSKEFVQDTAGANGETQKKCNENFMLALALCHTVLVEENKDDPEIMDFKAQSPDEAALVGTARDMGFSFVGRTKNGVIVDIQGV------QKEYRLLNVLEFNSTRKRMSCILKIPSENPNEEPRALLICKGADSIIYSRLSK  1200
gi|45201216|ref|NP_986786.1| DPHTVTFVSKELVQDLGGANSQEQKEAVEHFMLSLALCHSVVVEENKNNPEKLDIKAQSPDEAALVETARDMGFSFVGRTKNGVIIEIQGV------QKEFRILNVLEFNSTRKRMSCIVKIPAADENSKPKALLLCKGADSVIYSRLDR  1200
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gi|281361638|ref|NP_731669.2| G-QEDLKAR-TQDHLNKFAGEGLRTLALAERRLTEQYYNDWRSRQQEAALSM-DSREQKLNAIYEEIESEMQLVGVTAIEDKLQDGVPKSIANLQNAGIKIWVLTGDKQETAINIGYSCQLLTDELADVFIVDGNSVEEVEKQLRQFKES  1350
gi|158290715|ref|XP_312283.4| N-QHDLKAR-TQEHLNKFAGEGLRTLVLAERRLTKEFYESWLVRQREAALSL-DGREDKLGAIYEEIECDMQLVGVTAIEDKLQDGVPQTIANLQLAGIKIWVLTGDKQETAINIGYSCQLLTDDMVDVFVIDGITKSEVEQQLRKYMDS  1350
gi|40316837|ref|NP_065185.1| S-TQELLNT-TMDHLNEYAGEGLRTLVLAYKDLDEEYYEEWAERRLQASLAQ-DSREDRLASIYEEVENNMMLLGATAIEDKLQQGVPETIALLTLANIKIWVLTGDKQETAVNIGYSCKMLTDDMTEVFIVTGHTVLEVREELR-----  1350
gi|119889270|ref|XP_001253649.1| S-TQELLNT-TTDHLNEYAGEGLRTLVLAYKDLDEEYYEEWAGRRLQASLAQ-DSRDDRLASVYEEVESDMMLLGATAIEDKLQQGVPETIALLTLANIKIWVLTGDKQETAVNIGYSCKMLTDDMTEVFIVTGHTVLEVREELR-----  1350
gi|114559967|ref|XP_001151835.1| S-TQELLNT-TMDHLNEYAGEGLRTLVLAYKDLDEEYYEEWAERRLQASLAQ-DSREDRLASIYEEVENNMMLLGATAIEDKLQQGVPETIALLTLANIKIWVLTGDKQETAVNIGYSCKMLTDDMTEVFIVTGHTVLEVREELR-----  1350
gi|124487147|ref|NP_001074651.1| P-TQELLSS-TTDHLNEYAGDGLRTLVLAYKDLDEEYYEEWARRRLQASLAQ-DSREDRLASIYEEVESDMMLLGATAIEDKLQQGVPETIALLTLANIKIWVLTGDKQETAVNIGYSCKMLTDDMTEVFVVTGHTVLEVREELRLAALT  1350
gi|109465095|ref|XP_001062555.1| S-TQELLNS-TTDHLNEYAGDGLRTLVLAYKDLDEEYYEEWARRRLQASLAQ-DSREDRLASIYEEVESDMMLLGATAIEDKLQQGVPETIALLTLANIKIWVLTGDKQETAVNIGYSCKMLTDDMTEVFIVTGHTVLEVREELR-----  1350
gi|73961642|ref|XP_547569.2| S-TPELLST-TTDHLNEYAGEGLRTLVLAYKDLDEEYYGAWAQRRLQASLAQ-DSREDRLASVYEEVESDMVLLGATAIEDKLQQGVPETIALLTLANIKIWVLTGDKQETAVNIGYSCKMLTDDMTEVFVVTGHTVLEVREELR-----  1350
gi|189537677|ref|XP_687715.3| S-NEELMFT-TSEHLNEFAGEGLRTLALAYKDLDEDVFDEWTKKLLFASTAL-DNREEKLGALYEEIEQGMMLLGATAIEDKLQEGVPETIACLTLANIKIWVLTGDKLETAMNIGYSCNMLRDDMNEVFIISGHTMLEVQQELR-----  1350
gi|71990329|ref|NP_001023252.1| S-TSQIMRTSTNTHLADFANIGLRTLCLGYKDLDPAYFSDWDSRVKKASAAM-QDRESAVDALYEEIEKDLILIGATAIEDKLQDGVPEAIARLSEANIKIWVLTGDKTETAINIAYSCRLLTDETKEIVVVDGQTDTEVEVQLKDTRNT  1350
gi|15222212|ref|NP_172780.1| N-GRKFEEK-TREHVNEYADAGLRTLILAYREVDENEYIEFSKNFNEAKNSVTADRESLIDEITEQMERDLILLGATAVEDKLQNGVPDCIDKLAQAGIKIWVLTGDKMETAINIGFACSLLRQEMKQIIINLETPHIKALEKAGEKD--  1350
gi|15230859|ref|NP_189189.1| N-GRQFEAK-TQEHVNQYADAGLRTLVLAYREVDENEYIEFNKSFNEAKASVSEDREALIDEITDKMERDLILLGATAVEDKLQNGVPECIDKLAQAGIKIWVLTGDKMETAINIGFASSLLRQEMKQIIINLETPQIKSLEKSGGKD--  1350
gi|15222647|ref|NP_173938.1| S-GRKYEKE-TRDHVNEYADAGLRTLILAYRELDENEYEVFTERISEAKNSVSADREALIDEVTEKIEKNLVLLGATAVEDKLQNGVPDCINKLAQAGIKIWVLTGDKMETAINIGFACSLLRRDMKQIIINLETPEIQQLEKSGEKD--  1350
gi|15221488|ref|NP_177038.1| N-GREFEEE-TRDHVNEYADAGLRTLILAYRELDEKEYKVFNERISEAKSSVSADRESLIEEVTEKIEKDLILLGATAVEDKLQNGVPDCIDKLAQAGIKIWVLTGDKMETAINIGFACSLLRQDMKQIIINLETPEIQSLEKTGEKD--  1350
gi|15232278|ref|NP_189425.1| H-GRQNERE-TKEHIKKYAEAGLRTLVITYREIDEDEYIVWEEEFLNAKTLVTEDRDALIDAAADKIEKDLILLGSTAVEDKLQKGVPDCIEKLSQAGVKIWVLTGDKTETAINIGYACSLLREGMKQILVTLDSSDIEALEKQGDKE--  1350
gi|15221763|ref|NP_175830.1| S-GKEYLGA-TSKHLNVYGEAGLRTLALGYRKLDETEYAAWNSEFHKAKTSVGADRDEMLEKVSDMMEKELILVGATAVEDKLQKGVPQCIDNLAQAGLKIWVLTGDKMETAINIGYACSLLRQGMKQISISLTNV-------EESSQ--  1350
gi|240255342|ref|NP_188006.4| N-GKNYLEA-TSKHLNGYGEAGLRTLALSYRKLDETEYSIWNSEFHKAKTSVGADRDEMLEKVSDMMEKELILVGATAVEDKLQKGVPQCIDKLAQAGLKIWVLTGDKMETAINIGYACSLLRQGMKQIYIALRNE-------EGSSQ--  1350
gi|15218567|ref|NP_177414.1| N-GKTYLGP-TTRHLTEYGEAGLRTLALAYRKLDEDEYAAWNSEFLKAKTSIGSDRDELLETGADMIEKELILIGATAVEDKLQKGVPQCIDKLAQAGLKLWVLTGDKMETAINIGFACSLLRQGMRQICITSMNS-------EGGSQ--  1350
gi|186478584|ref|NP_173193.2| N-GKVYLGP-TTKHLNEYGEAGLRTLALSYRKLDEEEYSAWNAEFHKAKTSIGSDRDELLERISDMIEKDLILVGATAVEDKLQKGVPQCIDKLAQAGLKLWVLTGDKMETAINIGYSCSLLRQGMKQICITVVNS-------EGASQ--  1350
gi|145610034|ref|XP_366691.2| G-EQKQLRTDTAQHLEMFAREGLRTLCIAERVLGEQEYQAWSKEY-AVAAAAVENREDKMEAIADQIEQDLTLLGGTAIEDRLQDGVPQTIAVLAEAGIKLWVLTGDKVETAINIGFSCNLLNNDMELLNLKVDEDETGLTTREQFMA--  1350
gi|85114063|ref|XP_964630.1| G-EQKELRRETAEHLEMFAVEGLRTLCIAEKELTEQEYYEWKKEH-DVAATALENREEKLEEVADKIEQDLTLLGGTAIEDRLQDGVPDAIELLGNAGIKLWVLTGDKVETAINIGFSCNLLNNDMDLVRLQVSEDEAGVQQEAEYLR--  1350
gi|19113761|ref|NP_592849.1| N-EQVELRKTTSEHLRIFALEGLRTLCIAKRELTEEEYYEWKEKY-DIAASAIENREEQIEEVADLIESHLTLLGGTAIEDRLQEGVPDSIALLAQAGIKLWVLTGDKMETAINIGFSCNLLDAGMDMIKFDVDQEVS----TPELEV--  1350
gi|50306053|ref|XP_452988.1| N-NDEKLLEKTALHLEQYATEGLRTLCIAQRELSWKEYQEWNEKH-EIAAAALVDREDEMEKVADVIERELTLLGGTAIEDRLQDGVPDSIATLGEAGIKLWVLTGDKVETAINIGFSCNLLNNEMELLVIKASGDDVDIYGSKPAEI--  1350
gi|45201216|ref|NP_986786.1| SRNDPKLLERTALHLEQFATEGLRTLCVAQREIDWDEYLNWNERR-ELAAASLDNREEALERVADAIERQLVLLGGTAIEDRLQDGVPDSISILADAGIKLWVLTGDKVETAINIGFSCNLLGSDMELLVIKSSGEDVEHLGEKDSDV--  1350
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gi|281361638|ref|NP_731669.2| IKIYN-------RFRPGGFDPFDRLNSDSNMDPLSVTMTQTSAFMQETN--LPPTPPPPPAISVVTFRWDEKNKDN--KGGPDSAECNNLFGDEKGSEDGGTASIVVDENTGFALVVNGHSLVHCLSPE-LENKFLDIASQCKAVICCRV  1500
gi|158290715|ref|XP_312283.4| LRIVN-------TYHPATNQAHSQTVGSGGTTSETSAVTANGAHSSSSGPMVDIQNTSPPSVSVVTFRWDNRHKYTSIGGSEEAPDSVNCSNYSDGFEKGEPTLTDIDENTGVALVINGHSLVHCLTSE-LESKFLEIASHCKAVICCRV  1500
gi|40316837|ref|NP_065185.1| -------------------KAREKMMDSSRS-------------------------------------------------------VGNGFTYQDKLSSSKLTSVLEAVAGEYALVINGHSLAHALEAD-MELEFLETACACKAVICCRV  1500
gi|119889270|ref|XP_001253649.1| -------------------KAREKMMDSSRA-------------------------------------------------------VGNGFTYQEKLSSSRLTSVLEAVAGEYALVINGHSLAHALEAD-MELEFLETACACKAVICCRV  1500
gi|114559967|ref|XP_001151835.1| -------------------KAREKMMDSSRS-------------------------------------------------------VGNGFTYQDKLSSSKLTSVLEAVAGEYALVINGHSLAHALEAD-MELEFLETACACKAVICCRV  1500
gi|124487147|ref|NP_001074651.1| FPLCACPAVLPQFLPCPHRKARKKMVDSSHA-------------------------------------------------------VGNGFTYQGNLSSSKLTSVLEAVAGEYALVINGHSLAHALEAD-MELEFLETACACKAVICCRV  1500
gi|109465095|ref|XP_001062555.1| -------------------KARKKMVDSSHA-------------------------------------------------------VGNGFTYQGNLSSSKLTSVLEAVAGEYALVINGHSLAHALEAD-MELEFLETACACKAVICCRV  1500
gi|73961642|ref|XP_547569.2| -------------------KAREKMMDASHS-------------------------------------------------------VGNGFTCQERRSSAKLTSVLEAVAGEYALVINGHSLAHALEAD-MELEFLETACACKAVICCRV  1500
gi|189537677|ref|XP_687715.3| -------------------TAKERIMGPSKDK------------------------------------------------------FSSGLDMEKTELYSVDSVFEETIIAEYALIINGHSLAHALEAE-LEQILVDVACLCKSVICCRV  1500
gi|71990329|ref|NP_001023252.1| FEQILALP---SPLGGKPRIEIETIHEESEAIS-----------------------------------------------------SARSMDRNIVTPDLKSAEMAEHESGGVALVINGDSLAFALGPR-LERTFLEVACMCNAVICCRV  1500
gi|15222212|ref|NP_172780.1| --------------------AIEHASRES------------------------------------------------------------VVNQMEEGKALLTASSSASSHEAFALIIDGKSLTYALEDD-FKKKFLDLATGCASVICCRS  1500
gi|15230859|ref|NP_189189.1| --------------------EIELASRES------------------------------------------------------------VVMQLQEGKALLAASGASS--EAFALIIDGKSLTYALEDE-IKKMFLDLATSCASVICCRS  1500
gi|15222647|ref|NP_173938.1| --------------------AIA-ALKEN------------------------------------------------------------VLHQITSGKAQLKASGGNA--KAFALIIDGKSLAYALEED-MKGIFLELAIGCASVICCRS  1500
gi|15221488|ref|NP_177038.1| --------------------VIAKASKEN------------------------------------------------------------VLSQIINGKTQLKYSGGN----AFALIIDGKSLAYALDDD-IKHIFLELAVSCASVICCRS  1500
gi|15232278|ref|NP_189425.1| --------------------AVAKLREG------------------------------------------------------------------MSQTAAVTDNSAKENSEMFGLVIDGKSLTYALDSK-LEKEFLELAIRCNSVICCRS  1500
gi|15221763|ref|NP_175830.1| --------------------NSEAAAKES------------------------------------------------------------ILMQITNASQMIKIEKDPH--AAFALIIDGKTLTYALKDD-VKYQFLALAVDCASVICCRV  1500
gi|240255342|ref|NP_188006.4| --------------------DPEAAAREN------------------------------------------------------------ILMQIINASQMIKLEKDPH--AAFALIIDGKTLTYALEDD-IKYQFLALAVDCASVICCRV  1500
gi|15218567|ref|NP_177414.1| --------------------DSKRVVKEN------------------------------------------------------------ILNQLTKAVQMVKLEKDPH--AAFALIIDGKTLTYALEDD-MKYQFLALAVDCASVICCRV  1500
gi|186478584|ref|NP_173193.2| --------------------DAK-AVKDN------------------------------------------------------------ILNQITKAVQMVKLEKDPH--AAFALIIDGKTLTYALEDE-MKYQFLALAVDCASVICCRV  1500
gi|145610034|ref|XP_366691.2| --------------------KLEAELDKYLK---------------------------------------------------------IFNLTGSDEDLAAARKIHEAPQATHAVVIDGFTLRWVLEDT-LKQKFLLLCKQCKSVLCCRV  1500
gi|85114063|ref|XP_964630.1| --------------------LAEEELDRGLA---------------------------------------------------------KFGMTGSDEELRQAKKDHEPPAPTHGLVVDGFTLRWVLSDT-LKQKFLLLCKQCKSVLCCRV  1500
gi|19113761|ref|NP_592849.1| --------------------ILADYLYR------------------------------------------------------------YFGLSGSVEELEAAKKDHDTPSGSHALVIDGSVLKRVLDGP-MRTKFLLLCKRCKAVLCCRV  1500
gi|50306053|ref|XP_452988.1| --------------------VKNLILKYLQE---------------------------------------------------------KFQMSGSYEELEEAKKVHEPPTGNFGVIIDGDALKLALRNDDVKREFLLLCKRCKAVLCCRV  1500
gi|45201216|ref|NP_986786.1| --------------------VLALIDKYLET---------------------------------------------------------HFNMKGSPEELAAARKDHTPPQSAFGVVIDGDALKLALHGEDIRRKFLLLCKNCKAVLCCRV  1500
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gi|281361638|ref|NP_731669.2| TPLQKALVVELIKRAKNAVTLAIGDGANDVSMIKAAHIGVGISGQEGLQAVLSSDYSIAQFRYLERLLLVHGRWSYYRMCKFLRYFFYKNFAFTLCHCWYSLFCGFSAQTVFDPMFISVYNLFYTSLPVLALGVFEQDVSDKNSLEFPRL  1650
gi|158290715|ref|XP_312283.4| TPLQKAMVVELIKRAKNAVTLAIGDGANDVSMIKAAHIGVGISGQEGMQAVLASDYSIAQFKFLERLLLVHGRWSYYRMCKFLRYFFYKNFAFTLCHFWYAFFCGFSAQTVFDPMFISVYNLFYTSLPVLALGIFEQDVSDKSSVDYPKL  1650
gi|40316837|ref|NP_065185.1| TPLQKAQVVELVKKYKKAVTLAIGDGANDVSMIKTAHIGVGISGQEGIQAVLASDYSFSQFKFLQRLLLVHGRWSYLRMCKFLCYFFYKNFAFTMVHFWFGFFCGFSAQTVYDQYFITLYNIVYTSLPVLAMGVFDQDVPEQRSMEYPKL  1650
gi|119889270|ref|XP_001253649.1| TPLQKAQVVELVKKYKKAVTLAIGDGANDVSMIKTAHIGVGISGQEGIQAVLASDYSFSQFKFLQRLLLVHGRWSYLRMCKFLCYFFYKNFAFTMVHFWFGFFCGFSAQTVYDQYFITLYNIVYTSLPVLAMGVFDQDVPEQRSMEYPKL  1650
gi|114559967|ref|XP_001151835.1| TPLQKAQVVELVKKYKKAVTLAIGDGANDVSMIKTAHIGVGISGQEGIQAVLASDYSFSQFKFLQRLLLVHGRWSYLRMCKFLCYFFYKNFAFTMVHFWFGFFCGFSAQTVYDQYFITLYNIVYTSLPVLAMGVFDQDVPEQRSMEYPKL  1650
gi|124487147|ref|NP_001074651.1| TPLQKAQVVELVKKYKKAVTLAIGDGANDVSMIKTAHIGVGISGQEGIQAVLASDYSFSQFKFLQRLLLVHGRWSYLRMCKFLCYFFYKNFAFTMVHFWFGFFCGFSAQTVYDQYFITLYNIVYTSLPVLAMGVFDQDVPEQRSMEYPKL  1650
gi|109465095|ref|XP_001062555.1| TPLQKAQVVELVKKYKKAVTLAIGDGANDVSMIKTAHIGVGISGQEGIQAVLASDYSFSQFKFLQRLLLVHGRWSYLRMCKFLCYFFYKNFAFTMVHFWFGFFCGFSAQTVYDQYFITLYNIVYTSLPVLAMGVFDQDVPEQRSMEYPKL  1650
gi|73961642|ref|XP_547569.2| TPLQKAQVVELVKKHKKAVTLAIGDGANDVSMIKTAHIGVGISGQEGIQAVLASDYSFSQFKFLQRLLLVHGRWSYLRMCKFLCYFFYKNFAFTMVHFWFGFFCGFSAQTVYDQYFITLYNIVYTSLPVLAMGVFDQDVPEQRSMEYPKL  1650
gi|189537677|ref|XP_687715.3| TPLQKALVVELIKRHKRAVTLAIGDGANDVSMIKTAHIGVGISGQEGMQAVLASDYSFAQFRYLQRLLLVHGRWSYHRMCNFLCYFFYKNFAFTLVHFWYGFLCGFSAQTVYDQWFITLFNIVYTSLPVLAMGLFDQDVNEQYSLRYPNL  1650
gi|71990329|ref|NP_001023252.1| TPLQKAQVVDLVKRNKKAVTLSIGDGANDVSMIKTAHIGVGISGQEGMQAVLASDYSIGQFKYLERLLLVHGRWSYIRMAKFLRYFFYKNFAFTLTNFWYSFFCGYSAQTVFDAVLIACYNLFFTALPVLAMGSLDQDVDDHYSLRYPKL  1650
gi|15222212|ref|NP_172780.1| SPKQKALVTRLVKSGTGKTTLAIGDGANDVGMLQEADIGVGISGVEGMQAVMSSDIAIAQFRYLERLLLVHGHWCYSRISSMICYFFYKNITFGVTVFLYEAYTSFSAQPAYNDWFLSLFNVFFSSLPVIALGVFDQDVSARYCYKFPLL  1650
gi|15230859|ref|NP_189189.1| SPKQKALVTRLVKSGTGKTTLAIGDGANDVGMLQEADIGVGISGVEGMQAVMSSDIAIAQFRYLERLLLVHGHWCYSRIASMICYFFYKNITFGVTVFLYEAYTSFSGQPAYNDWFLSLFNVFFSSLPVIALGVFDQDVSARFCYKFPLL  1650
gi|15222647|ref|NP_173938.1| SPKQKALVTRLVKTGSGQTTLAIGDGANDVGMLQEADIGVGISGVEGMQAVMSSDIAIAQFRYLERLLLVHGHWCYRRISKMICYFFYKNITFGFTLFLYEAYTSFSATPAYNDWYLSLYSVFFTSLPVICLGIFDQDVSAPFCLKFPVL  1650
gi|15221488|ref|NP_177038.1| SPKQKALVTRLVKSGNGKTTLAIGDGANDVGMLQEADIGVGISGVEGMQAVMSSDIAIAQFRYLERLLLVHGHWCYRRISTMICYFFYKNITFGFTLFLYETYTTFSSTPAYNDWFLSLYNVFFSSLPVIALGVFDQDVSARYCLKFPLL  1650
gi|15232278|ref|NP_189425.1| SPKQKALVTRLVKNGTGRTTLAIGDGANDVGMLQEADIGVGISGAEGMQAVMASDFAIAQFRFLERLLLVHGHWCYRRITLMICYFFYKNLAFGFTLFWYEAYASFSGKPAYNDWYMSCYNVFFTSLPVIALGVFDQDVSARLCLKYPLL  1650
gi|15221763|ref|NP_175830.1| SPKQKALVTRLAKEGTGKTTLAIGDGANDVGMIQEADIGVGISGVEGMQAVMASDFSIAQFRFLERLLVVHGHWCYKRIAQMICYFFYKNITFGLTLFYFECFTGFSGQSIYNDSYLLLFNVVLTSLPVISLGVFEQDVPSDVCLQFPAL  1650
gi|240255342|ref|NP_188006.4| SPKQKALVTRLAKEGTGKTTLAIGDGANDVGMIQEADIGVGISGVEGMQAVMASDFSIAQFRFLERLLVVHGHWCYKRIAQMICYFFYKNITFGLTLFYFEAFTGFSGQAIYNDSYLLLFNVILTSLPVIALGVFEQDVSSEVCLQFPAL  1650
gi|15218567|ref|NP_177414.1| SPKQKALVVRLVKEGTGKTTLAIGDGANDVGMIQEADIGVGISGVEGMQAVMASDFSIAQFRFLERLLVVHGHWCYKRIAQMICYFFYKNIAFGLTLFYFEAFTGFSGQSVYNDYYLLLFNVVLTSLPVIALGVFEQDVSSEICLQFPAL  1650
gi|186478584|ref|NP_173193.2| SPKQKALVTRLVKEGTGKITLAIGDGANDVGMIQEADIGVGISGVEGMQAVMASDFSIAQFRFLERLLVVHGHWCYKRIAQMICYFFYKNIAFGLTLFYFEAFTGFSGQSVYNDYYLLLFNVVLTSLPVIALGVFEQDVSSEICLQFPAL  1650
gi|145610034|ref|XP_366691.2| SPAQKAAVCAMVKNGLDVMTLSIGDGANDVAMIQEADVGVGIAGVEGRQAVMSSDYAIAQFSFLQRLVLVHGRWSYRRLAESISNFFYKNLVWAMPLFLFQIYCDFDMTYLFDYTYILMFNLLFTSVPVILMGVLDQDVSDTVSLAVPQL  1650
gi|85114063|ref|XP_964630.1| SPAQKAAVVSMVKNGLDVMTLSIGDGANDVAMIQEADVGVGIAGEEGRQAVMSSDYAIGQFRFLTRLVLVHGRWSYRRLAETISNFFYKNMVWTWAIFWFQIFCDFDISYIFDYTYILMFNLFFTSIPVILMGVLDQDVSDTVSLAVPQL  1650
gi|19113761|ref|NP_592849.1| SPAQKADVVQLVRESLEVMTLAIGDGANDVAMIQKADIGVGIVGEEGRAAAMSADYAIGQFRFLSKLVLVHGRWDYNRVAEMVNNFFYKSVVWTFTLFWYQIYNNFDANYLFDYTYVMLFNLIFSSLPVIVMGVYDQDVNADLSLRIPQL  1650
gi|50306053|ref|XP_452988.1| SPAQKAAVVKLVKNTLDVMTLAIGDGSNDVAMIQSADIGVGIAGEEGRQAVMSSDYAIGQFRYLTRLVLVHGRWSYKRMAEMIPLFFYKNVIFTLSLFWYGVYNNYDGSYLFEYTYLTLFNLAFTSLPVIFLGILDQDVNDIVSMVVPQL  1650
gi|45201216|ref|NP_986786.1| SPSQKAAVVKLVKESLDVVTLAIGDGSNDVAMIQAADVGIGIAGEEGRQAVMSADYAIGQFRYLTRLVLVHGRWSYKRLAEMIPQFFYKNITFTLALFWFGICSNYDGSYLFEYTYLMFYNLAFTSLPVIFLGIMDQDASDVLSVVVPQL  1650
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gi|281361638|ref|NP_731669.2| YTPGLKSELFNIREFIYSVLHGAFTSLVLFLIPYGVYKDGVSA--NGFVVSDHMTLGAVVATILIVDNTAQISLYTSYWTVVNHVTIWGSLVWYFVLDYFYN-------YVIGGPYVGS--LTQAMKDLTFWVTMLITVMALVAPVLAYK  1800
gi|158290715|ref|XP_312283.4| YTPGMTNALFNTTEFIRSVLHGIFSSLILFLIPYGTYKDGISP--DGYVLNDHMLLGSVVATILILDNTAQIALDTSYWTVFNHIMIWGSLLWYFFLDYFYN-------YVIGGPYVGS--LTQAMKEATFWFTTVLTVIVLMIPVLASR  1800
gi|40316837|ref|NP_065185.1| YEPGQLNLLFNKREFFICIAQGIYTSVLMFFIPYGVFADATRD--DGTQLADYQSFAVTVATSLVIVVSVQIGLDTGYWTAINHFFIWGSLAVYFAILFAMHSNGLFDMFPNQFRFVGN--AQNTLAQPTVWLTIVLTTVVCIMPVVAFR  1800
gi|119889270|ref|XP_001253649.1| YEPGQLNLLFNKREFFICIAQGIYTSVLMFFIPYGVFAEATRD--DGTQLADYQSFAVTVATSLVIVVSVQIGLDTGYWTAINHFFIWGSLAVYFAILFAMHSNGLFDMFPNQFRFVGN--AQNTLAQPTVWLTIVLTTVVCIMPVVAFR  1800
gi|114559967|ref|XP_001151835.1| YEPGQLNLLFNKREFFICIAQGIYTSVLMFFIPYGVFADATRD--DGTQLADYQSFAVTVATSLVIVVSVQIGLDTGYWTAINHFFIWGSLAVYFAILFAMHSNGLFDMFPNQFRFVGN--AQNTLAQPTVWLTIVLTTVVCIMPVVAFR  1800
gi|124487147|ref|NP_001074651.1| YEPGQLNLLFNKREFFICIAQGIYTSVLMFFIPYGVFAEATRD--DGTQLADYQSFAVTVATSLVIVVSVQIGLDTGYWTAINHFFIWGSLAVYFAILFAMHSNGLFDMFPNQFRFVGN--AQNTLAQPTVWLTIALTTAVCIMPVVAFR  1800
gi|109465095|ref|XP_001062555.1| YEPGQLNLLFNKREFFICIAQGIYTSVLMFFIPYGVFAEATRD--DGTQLADYQSFAVTVATSLVIVVSVQIGLDTGYWTAINHFFIWGSLAVYFAILFAMHSNGLFDMFPNQFRFVGN--AQNTLAQPTVWLTIVLTTAVCIMPVVAFR  1800
gi|73961642|ref|XP_547569.2| YEPGQLNLLFNKRQFFICIARGIYTSVLMFFIPYGVFAEATRD--DGTQLADYQSFAVTVATSLVIVVSVQIGLDTGYWTAINHFFIWGSLAVYFAILFAMHSNGLFDMFPNQFRFVGN--AQNTLAQPTVWLTITLTTVVCIMPVVAFR  1800
gi|189537677|ref|XP_687715.3| YRPGQLNQLFNKRKFFTCTLQGVYTSFILFFIPYGAFMPAVRD--DGAQISDQQAFAVTIATSLVIVVSVQIGLDTNYWTAVNHFFIWGSLAVYFAILFAMNSNGIFTIFPNQFPFIGS--ARNSLNQKIVWLVILLNTVVCIMPMLAVR  1800
gi|71990329|ref|NP_001023252.1| YLPGQFNLFFNMRIFIYSVLHGMFSSLVIFFIPYGAFYNAAAA--SGKDLDDYSALAFTTFTALVVVVTGQIAFDTSYWTAISHFVIWGSLVLYFLVCFLLYEWLPVSWIVKTSSSISYGVAFRTMVTPHFWFSILMVSVVLLLPVMLNR  1800
gi|15222212|ref|NP_172780.1| YQEGVQNLLFSWKRIIGWMFNGVFTALAIFFLCKESLKHQLYN--PNGKTAGREILGGTMYTCVVWVVNLQMALAISYFTWLQHIVIWGSVAFWYIFLMIYG-----AITPSFSTDAYKVFIEALAPAPSYWLTTLFVMFFALIPFFVFK  1800
gi|15230859|ref|NP_189189.1| YQEGVQNILFSWKRIIGWMFNGFISALAIFFLCKESLKHQLFD--PDGKTAGREILGGTMYTCVVWVVNLQMALSISYFTWVQHIVIWGSIAFWYIFLMIYG-----AMTPSFSTDAYMVFLEALAPAPSYWLTTLFVMIFALIPYFVYK  1800
gi|15222647|ref|NP_173938.1| YQEGVQNLLFSWRRILSWMFHGFCSAIIIFFLCKTSLESQAFN--HEGKTAGRDILGGTMYTCVVWVVSLQMVLTISYFTLIQHVVVWGSVVIWYLFLMVYG-----SLPIRMSTDAYMVFLEALAPAPSYWITTLFVVLSTMMPYFIFS  1800
gi|15221488|ref|NP_177038.1| YQEGVQNVLFSWRRILGWMFNGFYSAVIIFFLCKSSLQSQAFN--HDGKTPGREILGGTMYTCIVWVVNLQMALAISYFTLIQHIVIWSSIVVWYFFITVYG-----ELPSRISTGAYKVFVEALAPSLSYWLITLFVVVATLMPYFIYS  1800
gi|15232278|ref|NP_189425.1| YQEGVQNVLFSWERILGWMLNGVISSMIIFFLTINTMATQAFR--KDGQVVDYSVLGVTMYSSVVWTVNCQMAISINYFTWIQHCFIWGSIGVWYLFLVIYG-----SLPPTFSTTAFQVFVETSAPSPIYWLVLFLVVFSALLPYFTYR  1800
gi|15221763|ref|NP_175830.1| YQQGPKNLFFDWYRILGWMGNGVYASIVIFTLNLGIFHVQSFR--SDGQTADMNAMGTAMFTCIIWAVNVQIALTMSHFTWIQHVMIWGSIGAWYVFLALYG-----MLPVKLSGNIFHMLVEILAPAPIFWLTSLLVIAATTLPYLFHI  1800
gi|240255342|ref|NP_188006.4| YQQGPKNLFFDWYRIIGWMANGVYASVVIFSLNIGIFHVQSFC--SGGQTADMDAMGTAMFTCIIWAVNVQIALTMSHFTWIQHVLIWGSIVTWYIFLALFG-----MLPPKVSGNIFHMLSETLAPAPIFWLTSLLVIAATTLPYLAYI  1800
gi|15218567|ref|NP_177414.1| YQQGTKNLFFDWSRILGWMCNGVYASLVIFFLNIGIIYSQAFR--DNGQTADMDAVGTTMFTCIIWAANVQIALTMSHFTWIQHVLIWGSIGMWYLFVAIYS-----MMPPSYSGNIYRILDEILAPAPIYWMATLLVTVAAVLPYVAHI  1800
gi|186478584|ref|NP_173193.2| YQQGKKNLFFDWYRILGWMGNGVYSSLVIFFLNIGIIYEQAFR--VSGQTADMDAVGTTMFTCIIWAVNVQIALTVSHFTWIQHVLIWGSIGLWYLFVALYG-----MMPPSLSGNIYRILVEILAPAPIYWIATFLVTVTTVLPYFAHI  1800
gi|145610034|ref|XP_366691.2| YRRGIERLEWTQTKFWLYMLDGTYQGVMSFFIPYLVVVGSPFVTTNGLDVTDRVRFGAYIAHPAVVTINLYILINSYQWDWLIVLVVVLSDLFVFFWTGVFT--------SNTYSQWFYEAAPQIYAQPSFWAVFIITPVMCMFPRFSIK  1800
gi|85114063|ref|XP_964630.1| YRRGIERLEWTQTKFWAYMADGIYQSVMSFFIPFIFCILTPAASGNGLDVQERTRLGCYIAHPAVLTINMYILMNTYRWDWVMLLVVFLSDIFIFFWTGIYT--------ATSYSGQFYQAAPQVYAEFTFWMAFIITPTICLLPRLVTK  1800
gi|19113761|ref|NP_592849.1| YKRGILQLNSARKIFIGYMLDGFYQSVICFFFSFLVINNVTTAAQNGRDTMAVQDLGVYVAAPTIMVVDTYVILNQSNWDVFSIGLWALSCLTFWFWTGVYS--------QSLYTYEFYKSASRIFRTPNFWAVLCGTIVSCLFPKFLFM  1800
gi|50306053|ref|XP_452988.1| YRVGILRSEWNQTKFWLYMFDAMYQSVICFFLPYLCYYKTGIVTQNGFGLDHRYWVGVFVATIAVVSCNTYVLLHQYRWDWFSSLFIALSCLCIFAWTGIWS--------SFTSSGEFYKSAAHIYGQPVFWAIMFAGILFCLLPRFAAD  1800
gi|45201216|ref|NP_986786.1| YKVGILRTEWTQNKFWWYCFDGVYQSIICFFFPYLCYYRTGLITKNAYGLDHRYTFGVFVTSIAVVSCNLYVLIHQYRWDWFTTLFIFLSCGILFFWTGVWS--------SATYSGEFYKTAVRLYAQPVFWAVLFVGVIFCLLPRFTWD  1800
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gi|281361638|ref|NP_731669.2| FYLLDVHPSLSDKIR-QKSLKKIHSRAS-----------------------------SDVRRTASSRRGRRS-VRSGYAFAHQEGFGRLITSGKIMHKLPQDFAFPLGLGTKKTQVLH--------NNLNSADGPNSKGNNVTGHHMVNN  1950
gi|158290715|ref|XP_312283.4| FYFVDVFPSLPDKIRVQQRLALLRSRQS-----------------------------SDVLRTPSARKARRS-LRSGYAFAHQEGFGRLITSGKIMRKLPQDFAFPLGLGSKKQQSTESTKNNNNNNNNNSSNNANNASNVVNGAGAVGA  1950
gi|40316837|ref|NP_065185.1| FLRLNLKPDLSDTVRYTQLVRKKQKAQH-----------------------------RCMRRVG--RTGSR---RSGYAFSHQEGFGELIMSGKNMR-------------------------------LSSLALSSFTTRSSSSWIESLR  1950
gi|119889270|ref|XP_001253649.1| FLRLNLKPDLSDTVRYTQLVRKKQKAQH-----------------------------RCMRRVG--RTGSR---RSGYAFSHQEGFGELIMSGKNMR-------------------------------LSSLALSSFTTRSSSSWIESLR  1950
gi|114559967|ref|XP_001151835.1| FLRLNLKPDLSDTVRYTQLVRKKQKAQH-----------------------------RCMRRVG--RTGSR---RSGYAFSHQEGFGELIMSGKNMR-------------------------------LSSLALSSFTTRSSSSWIESLR  1950
gi|124487147|ref|NP_001074651.1| FLRLSLKPDLSDTVRYTQLVRKKQKAQH-----------------------------RCMRRVG--RTGSR---RSGYAFSHQEGFGELIMSGKNMR-------------------------------LSSLALSSFSTRSSSSWIESLR  1950
gi|109465095|ref|XP_001062555.1| FLRLSLKPDLSDTVRYTQLVRKKQKAQH-----------------------------RCMRRVG--RTGSR---RSGYAFSHQEGFGELIMSGKNMR-------------------------------LSSLALSSFSTRSSSSWIESLR  1950
gi|73961642|ref|XP_547569.2| FLKLSLKPDLSDTVRYTQLVRKKQKAQH-----------------------------RCLRRVG--RTSSR---RSGYAFSHQEGFGELIMSGKNMR-------------------------------LSSLALASFATRSSSNWIESLR  1950
gi|189537677|ref|XP_687715.3| FIKTDLYPTHTDKVRLLQQATRRQRPQE-----------------------------QNLRRVR--RTSSR---RSAYAFSHQQGYGELITSGKNMK-------------------------------VPTSSTSTYPLSSPS---RAPG  1950
gi|71990329|ref|NP_001023252.1| FFWLDTHPSFADRLRIRKKMGKKPSAKDD--------------------------KKTAFKRTAATRRSVRGSLRSGYAFSHSQGFGELILKGKLFKNVENLRGKNNSNAKIHPTSDDLQPMLISSVPDDSQGASSINAMHLPMGTRPQN  1950
gi|15222212|ref|NP_172780.1| SVQMRFFPGYHQMIQWIR-YEGHSNDPE---------------------------------FVEMVRQRSIRPTTVGFTARRAASVRRSGRFHDQLN---------------------------------------KNFIAF--------  1950
gi|15230859|ref|NP_189189.1| SVQMRFFPKYHQMIQWIR-YEGHSNDPE---------------------------------FVEMVRQRSIRPTTVGYTARRAASVRRSARFHDQIY---------------------------------------KDLVGV--------  1950
gi|15222647|ref|NP_173938.1| AIQMRFFPMSHGTVQLLR-YEDQCSNSG---------------------------------NFEMGRQGSVRPTLV-------------MRSHQPES-----------------------------------------------------  1950
gi|15221488|ref|NP_177038.1| ALQMSFFPMYHGMIQWLR-YEGQCNDPE---------------------------------YCDIVRQRSIRPTTVGFTARLEA-KKRSVRISEPAS-----------------------------------------------------  1950
gi|15232278|ref|NP_189425.1| AFQIKFRPMYHDIIVEQR-RTERTETAP---------------------------------NAVLG----ELPVQVEFTLHHLR-----ANLSRRDS---------------------------------------WN------------  1950
gi|15221763|ref|NP_175830.1| SYQRSVNPLDHHIIQEIKHFRIDVEDER---------------------------------MWKREKSKAREKTKIGFTARVDAKIRQLRGRLQRKH---------------------------------------SVLSVMSGTS----  1950
gi|240255342|ref|NP_188006.4| SFQRSLNPLDHHIIQEIKHFRIDVQDEC---------------------------------MWTRERSKAREKTKIGVTARVDAKIRQLRGRLQRKH---------------------------------------SILSVMSGLSGVSA  1950
gi|15218567|ref|NP_177414.1| AFQRFLNPLDHHIIQEIKYYGRDIEDAR---------------------------------LWTRERTKAREKTKIGFTARVDAKIRHLRSKLNKKQ---------------------------------------SNLSHFS-------  1950
gi|186478584|ref|NP_173193.2| SFQRFLHPLDHHIIQEIKYYKRDVEDRR---------------------------------MWTRERTKAREKTKIGFTARVDAKIRHLRSKLNKKQ---------------------------------------SNMSQFS-------  1950
gi|145610034|ref|XP_366691.2| ALQKVYWPYDVDIIREQVQQGKFDRLQP---APVGQTLPGGRSTAGS--SPSLAKGNPGTFSGQ-------DDERPIYPPSVAT-HTRTQTGSDGTNYTGHRMSMEQQQLEHQPLDQLTPMEHIPTRPSIDRARPSYDRVRASMDR--VR  1950
gi|85114063|ref|XP_964630.1| CIQKQMFPYDVDIIRERISTGEYKAIEVPVVAPVEDEALKGTSSGSSESSSSRAKSKSSKHSKHTHYASVDEDRRPIYPPSVNTHHTRAQNGSDGTNYT--RHSLDTNQIEDEP-----PMG--GGRPSIDRARPSYDRLRRSMDRERIR  1950
gi|19113761|ref|NP_592849.1| TTQKLFWPYDVDIIRESYRTKRLHELDE------EEEIENAEQSPDWASSTLQVPFNASSSSLAT----------PKKEPLRLDTNSLTLTSSMPRSFT-----------------------------------PSYT------------  1950
gi|50306053|ref|XP_452988.1| TFLRTYMPKDIDIIRECWKRGDFDHYPEG-YDPTDPDRPKVKNAFV---YNKDIEMAQSSTDS------IQTEEIPMDELFNSSATSPRSYPHNRHQRS--------------------------------SGRPS--------------  1950
gi|45201216|ref|NP_986786.1| AVQKLFFPRDIDIVRECWWRGDFDMYPED-YDPTDPNRPRINVSHTGVDRASDDERSRTGSDLGVTRTTVISEDIPMGLIDKTAPHSRADPTTPLGSED--------------------------------SARYS--------------  1950
                         ......1810......1820......1830......1840......1850......1860......1870......1880......1890......1900......1910......1920......1930......1940......1950

                                                                                                              
gi|281361638|ref|NP_731669.2| NTNMRHNQNQNHSSMADITADGRGNGGDDGR-------GSGGSDDMSPRAPCQDLDTINL----------------  2026
gi|158290715|ref|XP_312283.4| RTGTNTATATSLSAMAAVTTLTVNGNQQQQQQLVNLPGSSNGGDQHSPRAPCQDLDTINL----------------  2026
gi|40316837|ref|NP_065185.1| RKKSDSASSPSGGADKPLKG--------------------------------------------------------  2026
gi|119889270|ref|XP_001253649.1| RKKSDSASSPSGGADKPLKG--------------------------------------------------------  2026
gi|114559967|ref|XP_001151835.1| RKKSDSASSPSGGADKPLKG--------------------------------------------------------  2026
gi|124487147|ref|NP_001074651.1| RKKSDSANSPSGGAEKPLKG--------------------------------------------------------  2026
gi|109465095|ref|XP_001062555.1| RKKSDSANSPSGGAEKPLKG--------------------------------------------------------  2026
gi|73961642|ref|XP_547569.2| RKKSDSASSPCSAADKPLKE--------------------------------------------------------  2026
gi|189537677|ref|XP_687715.3| EKGTTSANSRPSEHKQEVTVEDLEAR--------------------------------------------------  2026
gi|71990329|ref|NP_001023252.1| VPHTLNVNTDDWSQSSDFRPAYAKEPSPLQGTVIRGDGRSHRNHVYSRETQVEEQPDVITRL--------------  2026
gi|15222212|ref|NP_172780.1| ----------------------------------------------------------------------------  2026
gi|15230859|ref|NP_189189.1| ----------------------------------------------------------------------------  2026
gi|15222647|ref|NP_173938.1| ----------------------------------------------------------------------------  2026
gi|15221488|ref|NP_177038.1| ----------------------------------------------------------------------------  2026
gi|15232278|ref|NP_189425.1| ----------------------------------------------------------------------------  2026
gi|15221763|ref|NP_175830.1| SNDTPSSNSQ------------------------------------------------------------------  2026
gi|240255342|ref|NP_188006.4| STDTTSTTQHS-----------------------------------------------------------------  2026
gi|15218567|ref|NP_177414.1| AQDAMSPRSL------------------------------------------------------------------  2026
gi|186478584|ref|NP_173193.2| TQDTMSPRSV------------------------------------------------------------------  2026
gi|145610034|ref|XP_366691.2| PSYEASNDFTSAARLSRVESSRSRGGPPPS----SHNLFAGRLRGLSIISAKSR------------HGPDSRGGQ-  2026
gi|85114063|ref|XP_964630.1| QSLEQSNDFTSAARLSRIESTHSAQNLPTPGAQRRFNLTTVRKRGLSVFSKQSEDEVPHPGVEDEDKRDERRDSQQ  2026
gi|19113761|ref|NP_592849.1| PSFLEGSPVFSDEILNRGEYMPHRGSISSS---------EQPLRP-------------------------------  2026
gi|50306053|ref|XP_452988.1| LEITRAEMRNSNQLDNRYSVERARVSLELP----------GVTRAATLLSSHD-----------------------  2026
gi|45201216|ref|NP_986786.1| LEVTRREMLQTHQLDSRYSVERARTSLDLP----------GVTRARTLISNH------------------------  2026
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