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gi|24638969|ref|NP_525036.2| MSEPDPQELGAEVVSGLVA--TSDDRLEMINAEYTNLCRDLN-MDRQTELQGYETYLEVS----------QRCSMEGTASHWMCCAIYTACRRTSTPTVTGQNAVVKGNCVSLNNLLRCCKMSIYEFKTKIKQWCDMAN--------LPQ   129
gi|33859602|ref|NP_035379.1| MFEDEPHAEGA-------------AAVAAAREALQALCQELN-LDEGSAAEALDDFTAIR----------GNYSLEGEVIHWLACSLYVACRKSIIPTVG--KGVMEGNCVSLTRILRSAKLSLIQFFSKMKKWMDMSN--------LPQ   116
gi|109469134|ref|XP_001055763.1| MFEDEPHAEGA-------------AAVAAAREALQALCQELN-LDEGSAAEALDDFTAIR----------GNYSLEGEVIHWLACSLYVACRKSIIPTVG--KGVMEGNCVSLTRILRSAKLSLIQFFSKMKKWMDMSN--------LPQ   116
gi|34577079|ref|NP_002886.2| MFEDKPHAEGA-------------AVVAAAGEALQALCQELN-LDEGSAAEALDDFTAIR----------GNYSLEGEVTHWLACSLYVACRKSIIPTVG--KGIMEGNCVSLTRILRSAKLSLIQFFSKMKKWMDMSN--------LPQ   116
gi|114681879|ref|XP_001139919.1| MFEDKPYAEGA-------------AVVAAAGEALQALCQELN-LDEGSAAEALDDFTAIR----------GNYSLEGEVTHWLACSLYVACRKSIIPTVG--KGIMEGNCVSLTRILRSAKLSLIQFFSKMKKWMDMSN--------LPQ   116
gi|73992372|ref|XP_534412.2| MFEDDPHAEGA-------------AVVAAAGEALQALCQELN-LDEGSAAEALDDFTAIR----------GNYSLEGEVIHWLACSLYVACRKSIIPTVG--KGIMEGNCVSLTRILRSAKLSLIQFFSKMKKWMDMSN--------LPQ   116
gi|119905907|ref|XP_603207.3| MDEDDPHAEGA-------------AVVAAAGEALQALCQELN-LDEGSAAEALDDFTAIR----------GNYSLEGEVIHWLACSLYVACRKSIIPTVG--KGIMEGNCVSLTRILRSAKLSLIQFFSKMKKWMDMSN--------LPQ   116
gi|118100471|ref|XP_417312.2| MSRAEPLPEPQ-------------PELELG-AAIERLCRELN-LDAGSAAEALRDFTALR----------GTYSLEGDAQHWLACALYAACRRSVLPTVG--SGVMEGNCVSLTRILRSARLSLIQFFSKMKKWMDMSN--------VPQ   115
gi|189520777|ref|XP_001333039.2| MRGDETDTESVR------------SADGSIRSNFEALCQELN-MDEETAAEALQNFRSIW----------NTYTLEGDVMHWLACSLYAACRKSSIPTVG--RGVMEGNCVSLTRILRSAKLSLIQFFSKMKKWSDMAN--------LCQ   117
gi|30682129|ref|NP_566417.3| MEEVQPPVTPPIEPNGKRS-----------EASLLDICEKVLSLDGSTCDEALKLFTETKRILSASMSNIGSGTREEVERFWFAFILYSVKRLSVRKEADG-LSVSGDNEFNLCQILRALKLNIVDFFKELPQFVVKAGSVLGELYGADW   138
gi|115477553|ref|NP_001062372.1| MEGAAPPASSGSEVTGAGSGKVDAGGGAAMEERFADLCKSKLGLDESITRQAMQLFKESKSILLSSMSSLGSGSPEEIERFWSAFVLYCVSRLGKAGKGK------EDGGISLCQILRAFSLNIVDFFKEMPQFCIKVGSVLAGLYGSDW   144
gi|158295912|ref|XP_316517.4| MASNDNS---------------------DLRETHRKICRALN-IDADTENRSWSSFERTR----------DQFDLTGEPTHWMCCALYVACLQELPAVGDP-DHYIQGNGVNITNLLTQCDIKIQEFFSKMKQWSEIRS--------LPG   109
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gi|24638969|ref|NP_525036.2| EFVNEIEDLDRKFSITFMLHKRFRIIMDMIFSCPPNEKKHSKYISLHGNHAHGKCSYIKLDDICWRLFLCAKNQKPSNTVDLVTSYNLMICCIDLIYN-NVLAEKRTDLIN--------PKFEGLPSNWTELDFR--HNPHCILSNFCDM   268
gi|33859602|ref|NP_035379.1| EFRERIERLERNFEVSTVIFKKFEPIFLDIFQNPYEEPPK---LPRSRKQRRIPCSVKDLFNFCWTLFVYTKGNFRMIGDDLVNSYHLLLCCLDLIFANAIMCPNRRDLLN--------PSFKGLPSDFHAPDFKAAEEPPCIIAVLCDL   255
gi|109469134|ref|XP_001055763.1| EFRERIERLERNFEVSTVIFKKFEPIFLDIFQNPYEELPK---LPRSRKQRRIPCSVKDLFNFCWTLFVYTKGNFRMIGDDLVNSYHLLLCCLDLIFANAIMCPNRRDLLN--------PSFKGLPSDFHAVNFKAAEEPPCIIAVLCDL   255
gi|34577079|ref|NP_002886.2| EFRERIERLERNFEVSTVIFKKYEPIFLDIFQNPYEEPPK---LPRSRKQRRIPCSVKDLFNFCWTLFVYTKGNFRMIGDDLVNSYHLLLCCLDLIFANAIMCPNRQDLLN--------PSFKGLPSDFHTADFTASEEPPCIIAVLCEL   255
gi|114681879|ref|XP_001139919.1| EFRERIERLERNFEVSTVIFKKYEPIFLDIFQNPYEEPPK---LPRSRKQRRIPCSVKDLFNFCWTLFVYTKGNFRMIGDDLVNSYHLLLCCLDLIFANAIMCPNRQDLLN--------PSFKGLPSDFHTADFRASEEPPCIIAVLCEL   255
gi|73992372|ref|XP_534412.2| EFRERVERLERNFEVSTVIFKKFEPIFLDIFQNPYEEQPK---FPRSRKQRRIPCSVKDLFNFCWTLFVYTKGNFRMIGDDLVNSYHLLLCCLDLIFANAIICPNRRDLLN--------PTFKGLPSDFHTADFKASEEPPCIIAVLCEL   255
gi|119905907|ref|XP_603207.3| EFRERIERLERNFEVSTVIFKKFEPIFLDIFQNPYEEPPK---LPRSRKQRRIPCSVKELFNFCWTLFVYTKGNFRMIGDDLVNSYHLLLCCLDLIFANAIMCPNRQELLN--------PSFKGLPSNFQTADFRASEEPPCIIPVLCEL   255
gi|118100471|ref|XP_417312.2| EFRERVERLERNFEVSTVIFRKFEPIFLDIFQNPNEETSK---PQRSRKQRRVLCGVKDLFNFCWTLFVYTKGNFRMIGDDLVNSYHLLLCCLDLVFANAILCPNRRDLLN--------PSFKGLPADFHAPEMKASEDPPCIIATLCEL   254
gi|189520777|ref|XP_001333039.2| DFRSRIGRLERNFEVSTVIFRKFEPIFLDMFQNPQSEPPR---MPRSRKHRRLPCHISDVFKFCWTLFVYTKGNFHMIGDDLVNSYHLLLCCLDLVFCNALMCSNRKDLIN--------QNFRGLPKDTEN-----LKEMPCVIDKLCEL   251
gi|30682129|ref|NP_566417.3| ENRLQAKEVQANFVHLSLLSKYYKRGFREFFLTYDANAEK--------NSANSSTYLLDSYRFGWLLFLALRNHAFSRFKDLVTCSNGVVSILAILIIHVPCRFRNFSIQDSSRFVKKGDKGVDLVASLCKIYDASEDELRIVIDKANNL   280
gi|115477553|ref|NP_001062372.1| EKRLELKELQANVVHLSLLSRYYKRAYQELFLLNDAKPPE--------NSAEPNAQASDYYRFGWLLFLVLRIQTFSRFKDLVTSTNGLVSVLAVLIVHIPVRLRNFNIKESSSFAKKSDKGVNLIASLCEKYHTSEDELSKAIEKTNTL   286
gi|158295912|ref|XP_316517.4| RLRTAVDNLHHEFSVSITTYTVFGEDFPRIFNEANIVPDE---PKRNKKSKPNPCSYNRLREFSWLLFLTVKEQHREQRRDLATAMDLCVCVMDLIYRNVVADG-RMDLVN-----PKVLQEGGSSSVDGTTAAAEAALKINVREQLCNE   250
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gi|24638969|ref|NP_525036.2| TE----EAKAMKATTFRQIMSSFFQASTIYGNKD----TMLGLLANENFERNLKSLNISYEQYVLSVGEFDERILSAYDAGEHTALNDQSLR---------------------------PPVTPLTRKQ---DLPAQPAMAGDKFEPVRN   380
gi|33859602|ref|NP_035379.1| HDGLLVEAKGIKEHYFKPYISKLFDKKILKG---------ECLLDLSSFTDNSKAVNKEYEEYVLTVGDFDERIFLGADAEEEIGTPRKFTADTPFGKLTSQASVECNLQQHFEKKRSFAPSTPLTGRR---YLQEKEAVTTPVASATQS   393
gi|109469134|ref|XP_001055763.1| HDGLLVEAKGIKEHYFKPYISKLFDKKILKG---------ECLLDLSSFTDNSKAVNKEYEEYVLTVGDFDERIFLGADAEEEIGTPRKFAADTQFGKLTSQASVDCNLQQHFEKKRSFAPSTPLTGRR---YLQEKEAVTTPVASATQS   393
gi|34577079|ref|NP_002886.2| HDGLLVEAKGIKEHYFKPYISKLFDRKILKG---------ECLLDLSSFTDNSKAVNKEYEEYVLTVGDFDERIFLGADAEEEIGTPRKFTRDTPLGKLTAQANVEYNLQQHFEKKRSFAPSTPLTGRR---YLREKEAVITPVASATQS   393
gi|114681879|ref|XP_001139919.1| HDGLLVEAKGIKEHYFKPYISKLFDRKILKG---------ECLLDLSSFTDNSKAVNKEYEEYVLTVGDFDERIFLGADAEEEIGTPRKFTRDTPLGKLTAQANVEYNLQQHFEKKRSFAPSTPLTGRR---YLREKEAVITPVASATQS   393
gi|73992372|ref|XP_534412.2| HDGLLVEAKGIKEHYFKPYISKLFDRKVLKG---------ECLLDLSSFTDNSKAVNKEYEEYVLTVGDFDERIFLGADAEEEIGTPRKFTGETPLGKLTAQANVDCSLQQHFEKKTSFAPSTPLTGRR---YLREKEAVITPVASATQS   393
gi|119905907|ref|XP_603207.3| HDGLLVEAKGIKEHYFKPYISKLFDRKILKG---------ECLLDLCSFTDNSKAVNKEYEEYVLTVGDFDERIFLGADAEEEIGTPRKFTGDGPLGKLTAQANVECNLQHHFEKKTSFAPSTPLTGRR---YLREKEAVITPVASATQS   393
gi|118100471|ref|XP_417312.2| HDGLLVEAKGIKEHYFKPYISKLFDRKILKG---------ECLLDLCNFTENNKALNKEYEEYVLTVGDFDERVFLGADAEEEIGTPRKFPADLQVGKTAARAHVECHLQQHFEKKRSFAPSTPLTGRR---YLREKEAVITPVASATQS   392
gi|189520777|ref|XP_001333039.2| HDGLVVEAKGIKEHYFKPYIKTLFEKRMLKGDVE----TLTELLDTPNFQDNNKAINRDYEEFVLTVGDFDERVFLGADADEEIGTPRKSTAEPPSGHLSARMQVENNLQQHFEKTRSLAPSTPLTGRR---YLKEKEVLVTPVSSATQS   394
gi|30682129|ref|NP_566417.3| VETILKKKPSP-ASECQTDKLDNIDPDGLTY--------FEDLLEETSISTSLITLEKDYY---DGKGELDERVFIN-EEDSLLGSGSLSAGAVNITGVKRKIDALSSPARTFISP--LSPHKSPAAKT-NGISGATKLAATPVSTAMTT   414
gi|115477553|ref|NP_001062372.1| IVDILKKKPCPAASECQQDRLSFIDPEGLTY--------FKNLLEEDSLKLSLLMLEKEYENAINTKGELDERMFAN-DEDSLLGSGSLSGGAINLPGTKRKYDVMASPAKSITSPSPMSPPRFCASPTGNGYCSSKMAPITPVSTAMTT   427
gi|158295912|ref|XP_316517.4| YPTTSESVDETNRSVFLPALSSMVEANDLRGTRAPDGQSFLGLVSVANFEDNLKLLNRRYERCILRCGMLDERIALSSRSSPTSQRNRWSVNVAGPPRTPLSLKSGRTGGGGGVGMVRGIRVGFANGGP-------EQSSGSPFVVRGTL   393
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gi|24638969|ref|NP_525036.2| ATNNVKQLSAFGRITEP--TDFVKQAGEEVIAKLLSIIEEIEQKFLAKYPS-------TEAKS----------RFQLAKSFFFYLLDQILQAEIRNKPDIDLKRLLVQKVSLVIFNITLMACCVELVLEAYKTE-LKFPWVLDCFSISAF   510
gi|33859602|ref|NP_035379.1| VSRLQSIVAGLKSAPSEQLLNIFESCMRNPMGNIIKIVKGIGETFCQHYTQ-------STDKQPGSHIDFAVNRLKLAEILYYKILETIMVQETRRLHGMDMSVLLEQDI----FHKSLMACCLEIVLFAYSSP-RTFPWIIEVLDLQPF   531
gi|109469134|ref|XP_001055763.1| VSRLQSIVAGLKSAPSEQLLTIFESCMRNPMGNIVKIVKGIGETFCQHYTQ-------STDKQPGSHIDFAVNRLKLAEILYYKILETIMVQETRRLHGMDMSVLLEQDI----FHRSLLACCLEIVLFAYSSP-RTFPWIIDVLGLQPF   531
gi|34577079|ref|NP_002886.2| VSRLQSIVAGLKNAPSDQLINIFESCVRNPVENIMKILKGIGETFCQHYTQ-------STDEQPGSHIDFAVNRLKLAEILYYKILETVMVQETRRLHGMDMSVLLEQDI----FHRSLMACCLEIVLFAYSSP-RTFPWIIEVLNLQPF   531
gi|114681879|ref|XP_001139919.1| VSRLQSIVAGLKNAPSDQLINIFESCVRNPMENIMKILKGIGETFCQHYTQ-------STDEQPGSHIDFAVNRLKLAEILYYKILETVMVQETRRLHGMDMSVLLEQDI----FHRSLMACCLEIVLFAYSSP-RTFPWIIEVLNLQPF   531
gi|73992372|ref|XP_534412.2| VSRLQSIVAGLKNAPSEQLINIFESCIRNPMENIMKIVKGIGETFCQHYTQ-------STDEQPGSHIDFAINRLKLAEILYYKILETVMVQETRRLHGMDMSVLLEQDI----FHRSLMACCLEIVLFAYSSP-RTFPWIIEVLNLRPF   531
gi|119905907|ref|XP_603207.3| VSRLQSIVAGLKNAPSEQLINIFESCMRNPMENIMKIVKGIGETFCQHYTQ-------STDEQPGSHIDFAVNRLKLAEILYYKILETVMVQETRRLHGMDMSVLLEQDI----FHHSLMACCLEIVLFAYSSP-RTFPWIIEVLNLRPF   531
gi|118100471|ref|XP_417312.2| VSRLQNIVAGLKNAPSELLMAIFESCARNPAESIVNRVREIGETFCRSYTQ-------PTDELPGSHIDFAVNRLKLAEILYYKILETIMVQEMRRLHGKDMTALLEQDV----FHRSLMACCLEIVLFAYSSP-RTFPWIIEVLDLRPF   530
gi|189520777|ref|XP_001333039.2| VSRLQSMVSGLRNAPSDALLQIFISCSRNPTESILNRVKTLGEKFKQAYTN-------PTDDLPGAHMDFAEKRLKLAEILYFKILENVMTQEMKRLQGKDWAVLLEQEV----LHCSLLACCLEVVLFSYSSQ-RTFPWILEIFQIPPF   532
gi|30682129|ref|NP_566417.3| AKWLRTVISPLLPKPSPGLEHFLKSCDRDITNDVTRRAHIILEAIFPNSSLGAQCGGGSLQAVDLMDDIWAEQRRLEACKLYYRVLEAMCKAEAQILHANNLNSLLTNER----FHRCMLACSAELVLATHKTITMLFPAVLERTGITAF   560
gi|115477553|ref|NP_001062372.1| AKWLRSTISPLPSKPSGELLRFFSACDKDVTDDITRRAGIILGAIFTSSSFGERICT-SVRSTNRIDAIWTEQRKMEALKLYYRVLESMCRAETQILSGNNLTSLLSNER----FHRCMIACSAELVLATHKTVTMMFPAVLEKTGITAF   572
gi|158295912|ref|XP_316517.4| SQLMKRIRGHEPGSPRGTFLTLMKNCTPSPLGTVLEHVDRMRARFVKRLTE-----------QEGWKLALADCRFDAVEALYYQLLENIIPWELKKRPSMTVSRVIYDLCSNAFFNETVIVCAAEIIFFLRQEQ-HNFPWILEVFGMEPF   531
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gi|24638969|ref|NP_525036.2| EFQKIIEIVVRHGSHEGCLNRSLIKHLNSIEETCLERLAWARNSTVWEMIASAQLPLPTWLMVNLDR-----------------------------------------------------------------------------------   577
gi|33859602|ref|NP_035379.1| YFYKVIEVVIRS---EEGLSRDMVKHLNSIEEQILESLAWTNNSALWEALHASANRVPSCEEVIFPNNFEIGNGGNVQGHLPMMPMSPIIHPRVKEVRTDSG-SLRQDMQPLSPISVHERYSSPAAGSAKRRLFGDDPPKDTLMDKIMAE   677
gi|109469134|ref|XP_001055763.1| YFYKVIEVVIRS---EEGLSRDMVKHLNSIEEQILESLAWTNNSALWEALRASANKVPSCEEVIFPNNFEIGNGGSVQGHLPMMPMSPIIHPRVKEVRTDSG-SLRKDMQPLSPISVHERYSSPAAGSAKRRLFGDDPPKETLMEKIMAE   677
gi|34577079|ref|NP_002886.2| YFYKVIEVVIRS---EEGLSRDMVKHLNSIEEQILESLAWSHDSALWEALQVSANKVPTCEEVIFPNNFETGNGGNVQGHLPLMPMSPLMHPRVKEVRTDSG-SLRRDMQPLSPISVHERYSSPTAGSAKRRLFGEDPPKEMLMDKIITE   677
gi|114681879|ref|XP_001139919.1| YFYKVIEVVIRS---EEGLSRDMVKHLNSIEEQILESLAWSHDSALWEALQVSANKVPTCEEVIFPNNFETGNGGNVQGHLPLMPMSPLMHPRVKEVRTDSG-SLRRDMQPLSPISVHERYSSPTAGSAKRRLFGEDPPKEMLMDKIITE   677
gi|73992372|ref|XP_534412.2| YFYKVIEVVIRS---EEGLSRDMVKHLNSIEEQILESLAWSHDSALWEALQASANKVPTCEEVIFPNNFETGNGGNVQGHLPMMPMSPLMHPRVKEVRTDSG-SLRRDMQPLSPISVHERYSSPTAGSAKRRLFGEDPPKEMLVDRIITE   677
gi|119905907|ref|XP_603207.3| YFYKVIEVVIRS---EEGLSRDMVKHLNSIEEQILESLAWSHDSALWEALQASENRVPTCEEVIFPNNFETGSGGNVQGHLPMMPMSPLMHPRVKEVRTDSG-SLRKDMQPLSPISVHERYSSPTAGSAKRRLFGEDPPKEILMDRIITE   677
gi|118100471|ref|XP_417312.2| YFYKVIEVLIRS---EEGLSRDMVKHLNSIEEQILESLAWTRDSALWTALQASENRVPTCEEVIFPNNFEASNGGSGLGHLPMMPISPLVHPRVKEVRTDLGGSLRRDTQPLSPISVHERYSSPTAGSAKRRLFGDDGPKEMQMEKILTE   677
gi|189520777|ref|XP_001333039.2| YFYKVIEVFIRS---EEGLSRDMVKHLNSIEEQVLESRAWTRDSALWNALNKDNNKVPTVEEVNFPSNFDTGNNAGGPTHLPLVALSPIIHPRLREVRTGLGSSARKDVP-QSPISLHDRYSSPAAGSAKRRLFGDDAPPQSPVKRISVT   678
gi|30682129|ref|NP_566417.3| DLSKVIESFIRH---EDSLPRELRRHLNSLEERLLESMVWEKGSSMYNSLIVAR---PSLALEINQLGLLAEPMPSLDAIAALINFSDGANHASSVQKHETC-----------PGQNGGIRSPKRLCTDYRSILVERNSFTSPVKDRLLA   693
gi|115477553|ref|NP_001062372.1| DLSKVIESFVRH---EDTLPRELKRHLNSLEERLLESMAWEKGSSMYNSLIVAR---PTLSAEINRLGLLAEPMPSLDAIAAHHNISLEGLPPLPFQKQEHS-----------PDKDE-VRSPKRACTERRNVLVDNNSFRSPVKDTLKS   704
gi|158295912|ref|XP_316517.4| RFFHIIEVTVTAN--NDILTSDIVNHLRRIEEQLVDSISWKSSSVLWECMEKENYQIPANKDVEQRA-----------------------------------------------------------------------------------   596
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gi|24638969|ref|NP_525036.2| ----------------------------------------------------------------------------------------------------------AAGPLQIFLRKVYLLGWLRIQKLCSELSLC-EKTPESIWHIFEH   620
gi|33859602|ref|NP_035379.1| GTKLKIAP-SSVTAESLSISPGQALLTMATTTVTGTTGRKVTVPLHGIANDAGEITLVPISMNPTQESTAESPVSLTAQSLIGTSPKQTHLTKAQDAHLTGVSKPKRTGSLALFYRKVYHLASVRLRDLCLKLDVS-NELRRKIWTCFEF   825
gi|109469134|ref|XP_001055763.1| GTQLKIAP-SSVTAESLSISPGQALLTMATTTVTGTTGRKVTVPLHGIANDAGEITLVPISMNTTQDSTAESLVSLTAQSLIGASPKQTHLTKTQDAPLTGISKPKRTGSLALFYRKVYHLASVRLRDLCLKLDVS-NELRRKIWTCFEF   825
gi|34577079|ref|NP_002886.2| GTKLKIAPSSSITAENVSILPGQTLLTMATAPVTGTTGHKVTIPLHGVANDAGEITLIPLSMNTNQESKVKSPVSLTAHSLIGASPKQTNLTKAQEVHSTGINRPKRTGSLALFYRKVYHLASVRLRDLCLKLDVS-NELRRKIWTCFEF   826
gi|114681879|ref|XP_001139919.1| GTKLKIAPSSSITAENTSILPGQTLLTMATAPVTGTTGHKVTIPLHGVANDAGEITLIPISMNTNQESKVKSPVSLTAHSLIGASPKQTNLTKAQEVHSTGINRPKRTGSLALFYRKVYHLASVRLRDLCLKLDVS-NELRRKIWTCFEF   826
gi|73992372|ref|XP_534412.2| GTKLKIAPSSSITAENISISPGQSLLTMATAIVTGTTGHKVTIPLHGIANDAGEITLIPISMNTAQESKVESPISLTAQSLIGASPKQTHLTKAQEAHPTGISKPKRTGSLALFYRKVYHLASVRLRDLCLKLDVS-NELRRKIWTCFEF   826
gi|119905907|ref|XP_603207.3| GTKLKIAPSSSITAENISISPGHSLLTMATAIVAGTTGHKVTIPLHGIANDAGEITLIPISMNTTQESKVESPVSLTAQSLIGASPKQTHLTKAQEVHPIGISKPKRTGSLALFYRKVYHLASVRLRDLCLKLDVS-NELRRKIWTCFEF   826
gi|118100471|ref|XP_417312.2| GTKLTIAPASSIAAENVSISPGQTVLTVTTATVAGKPGQKVTIPLHGIAGELGGITLIPIAMNLGQAPKIEA-----------QDPCHPQVNQDQEVHLSSGNKPKKTGSLALFYRKVYHLASVRLRDLCLKLDVS-NDLRRKIWTCFEF   815
gi|189520777|ref|XP_001333039.2| --PIKIIP-SGLENQTTTT----TVLSMATG-----NGQQLTIPLPVVKNEAGGITVIQLQASDMNPLTAQVLLTASP-----SRPALAAPAISSDSQPPPANKPRRTGSLALFFRKVYHLASVRLRDLCLKLDIS-SELRGKIWTCFEH   810
gi|30682129|ref|NP_566417.3| LGNVKSKM--------------------------------------------------------------------------LPPPLQSAFASPTRPNPGGGGETCAETGINIFFTKINKLAAVRINGMVERLQLS-QQIRESVYCFFQH   768
gi|115477553|ref|NP_001062372.1| K----------------------------------------------------------------------------------LPPLQSAFLSPTRPNPAAGGELCAETGIGVFLSKIAKLAAIRIRGLCERLQLS-QQVLERVYSLVQQ   771
gi|158295912|ref|XP_316517.4| ---------------------------------------------------------------------------------------------------------EIAGVTPLKGDSMYQVAYDRLCNLCQNLGIDSEVIQKLIWTILEF   641
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gi|24638969|ref|NP_525036.2| SITHET-ELMKDRHLDQNIMCAIYIYIRVKRMEDPKFSDIMRAYRNQPQAVNSVYREVFIDIN--------------------------------------------------------------EDGEPKVKDIIHFYNHTYVPLMRQF   707
gi|33859602|ref|NP_035379.1| TLVHCP-DLMKDRHLDQLLLCAFYIMAKVTKEER-TFQERMKSYRNQPQANSHVYRSVLLKSIPGGVVVY----------------------------NGDCEMTDGDIEDATKTP-----NCSSEPVKEERGDLIKFYNTVYVGRVKSF   940
gi|109469134|ref|XP_001055763.1| TLVHCP-DLMKDRHLDQLLLCAFYIMAKVTKEER-TFQEIMKSYRNQPQANSHVYRSVLLKSIPGEVVAY----------------------------NGDYEMTDGDIEDATKTP-----NCSSEPVKEERGDLIKFYNAIYVGRVKSF   940
gi|34577079|ref|NP_002886.2| TLVHCP-DLMKDRHLDQLLLCAFYIMAKVTKEER-TFQEIMKSYRNQPQANSHVYRSVLLKSIPREVVAYN------------------------KNINDDFEMIDCDLEDATKTP-----DCSSGPVKEERGDLIKFYNTIYVGRVKSF   945
gi|114681879|ref|XP_001139919.1| TLVHCP-DLMKDRHLDQLLLCAFYIMAKVTKEER-TFQEIMKSYRNQPQANSHVYRSVLLKSIPREVVAYN------------------------KNINDDFEMIDCDLEDATKTP-----DCSSGPVKEERGDLIKFYNTIYVGRVKSF   945
gi|73992372|ref|XP_534412.2| TLVHCP-DLMKDRHLDQLLLCAFYIMAKVTKEER-TFQEIMKSYRNQPQANSHVYRSVLLKSIPREVVAYN------------------------KNINGDFEMTDCDLEDATKTP-----DCSSGPVKEERGDLIKFYNTIYVARVKSF   945
gi|119905907|ref|XP_603207.3| TLVHCP-DLMKDRHLDQLLLCAFYIMAKVTKEER-TFQEIMKSYRNQPQANSHVYRSVLLKSIPREVVAYS------------------------KNLNGDFEMTDCDLEDATKTP-----DCSSGPVKEERGDLIKFYNTIYVGRVKSF   945
gi|118100471|ref|XP_417312.2| TLVHCA-DLMKDRHLDQLLLCAFYIMAKVTKEER-TFQDIMKSYRNQPQANSHVYRSVLLRNTSANVLLDR-------------------------NANQDVQMTEDSSVKTGNSLGRSAAENSTELGTEERGDLIKFYNAVYVGRVKSF   938
gi|189520777|ref|XP_001333039.2| SLLHCT-DLMKDRHLDQLLLCAVYIISRITKEEH-TFQDIMKCYRTQPQANSHVYRSVLIKRRPKVQQADEN-----------------------MEVDPPADQSNERTDQAANERSDQADRTQTVFESEERGDLIQFYNNIYVSKMRSF   935
gi|30682129|ref|NP_566417.3| VLAQRT-SLLFSRHIDQIILCCFYGVAKISQMSL-TFREIIYNYRKQPQCKPLVFRSVYVDALQC---------------------------------------------------------RRQGRIGPDHVDIITFYNEIFIPAVKPL   859
gi|115477553|ref|NP_001062372.1| IIIQQT-ALFFNRHIDQIILCSIYGVAKISQLAL-TFKEIIFGYRKQSQCKPQVFRSVYVHWASR---------------------------------------------------------SRNGKTGEDHVDIITFYNEVFIPTVKPL   862
gi|158295912|ref|XP_316517.4| TITKCSQELMRDRHLDQLLMCAIFVTMRIKKLPN-TFKQIMHCYHSQPQANSSIYRSVFIRYESAAAPPDGSGKEVEEKAKDADECSNGQGKNGTTTTTTASSNGEATGDASERCPVTEMAGTSVQYGREVYGDIIKFYNDIYVVTVHHF   790
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gi|114681879|ref|XP_001139919.1| ALKYDLSNQDHMMDAPPLSPFPHIKQQP----------GSPRRISQQHSIYISPHKNG---SGLTPRSALLYKFNGSPSKSLKDINNMIRQGEQRTKKRVIAIDSD-AESPAKRVCQENDDVLLKRLQDVVSERANH-------------  1068
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gi|30682129|ref|NP_566417.3| LVELGP-VRNDRAVEANNKPEGQCPGSPKVSVFPSVPDMSPKKVSAVHNVYVSPLRGSKMDALISHSTKSYYACVGESTHAYQSPSKDLSAINNRLNNSSSNRKRTLNFDAEAGMVSDSMVANSLNLQNQNQNQNGSDASSSGGAAPLKT  1008
gi|115477553|ref|NP_001062372.1| LVELGSGTSPNKKNEEKCAADGPYPESPRLSRFPNLPDMSPKKVSAAHNVYVSPLRTSKMDTLLSPSSKSYYACVGESTHAFQSPSKDLKVINNRLN-SGKKVSGRLNFD----VVSDLVVARSLS--DQNSASAAATTADIATKTPVKL  1005
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