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gi|73994354|ref|XP_848636.1| MEQRREGEQPPQQQPWGRLLRLGAGDGEPHVLLRNREWTIGRRRGCDLSFPGNKLVSGDHCKIIVDEKSGQVSLEDTSTNGTVINKLKVVKKQTCPLQTGDVIYLVYRKNEPEHNVAYLYESLNEKQDITQDSFEANKENVFRVTKDTSG   150
gi|194674591|ref|XP_001788116.1| MERPGEGEQPPQQQPWGRLLRLGAEEGEPHVLLRKREWTIGRRRGCDLSFPGNKLVSGDHCKITVDEKSGQVSLEDTSANGTVINKLKVVKKQTCPLQTGDVIYLVYRKNEPEHNVAYLYESLNEKQGVTQDSFEANKENVFHVTKDTSG   150
gi|8922675|ref|NP_060693.1| MERPEEGKQSPPPQPWGRLLRLGAEEGEPHVLLRKREWTIGRRRGCDLSFPSNKLVSGDHCRIVVDEKSGQVTLEDTSTSGTVINKLKVVKKQTCPLQTGDVIYLVYRKNEPEHNVAYLYESLSEKQGMTQESFEMVPCCVAQAGLKLLG   150
gi|27370050|ref|NP_766305.1| MELHGEEQPPPPQEPWGRLLRLGAEEDEPQILLWKREWTIGRRRGCDLSFPSNKLVSGDHCKLTVDEISGEVTLEDTSTNGTVINKLQVVKKQTYPLHSGDIIYLVYRKNEPEHNVAYLYESLSGKQSLTQDSLEANKENMFHVTKDCSG   150
gi|57164149|ref|NP_001009258.1| MEPHGEDEQPPPREPWGRLLRLGAEEDEPQILLWKREWTIGRRRGCDLSFPSNKLVSGDHCKLRVDEKSGEVTLEDTSTNGTVINKLRVVKKQTYPLQSGDIIYLVYRKNEPEHNVAYLYESLNGKQSLTQESLEANKENMFHVTKESSG   150
gi|118098395|ref|XP_415086.2| MERSEGGEQSRQQQPWGRLTRLGAEEAEPHVLLLKREWTIGRKKGCDLSFPGNKLVSGDHCKIIVDEESGQVSLEDTSTNGTVINKLKVVKKQTYPLQTGDVIYVVYRKNEPENNVAYLYESLNTKHDATQE------------------   150
gi|153792019|ref|NP_001093485.1| MTNQDSD------QAWGKLVKVDASPG-SEIVLINSECTVGRKKDCDLSFPANKLVSGNHCKITHDQNSGKVWLEDMSTNGTVINMSKVVKKQTHLLQNGDVIYFVYRKNEPEQNIAYVYQSITPQESASHDVEDAGREEDSDLTETESE   150
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gi|73994354|ref|XP_848636.1| AGQGDDPQ---VLPSSPTTQACFEEPQPSTSTSDLFPTASTSSMEP--TSAGQAPSSSSAPGDAYISPKECGPSVASDEIPIFPSALPDRERASFSLSEPQDQEDLEPIRKKMKGGGDPDLTLQFLVADQ-CRDTHTTLGNVRSEAVKPD   300
gi|194674591|ref|XP_001788116.1| AGRGDDPQDPQVLLSSPATQVCFEEPQPSTSTSDLFPTASTSSMEP--TSAGRGPPSSSSSRGTDISPKGCGPSVTSDEISSFPLTLPDREGASFSLSEPQDQEDLEPVKKRVKAVGEPDLNLPILVTDP-GRDPPAAL-DVRAEAMKPD   300
gi|8922675|ref|NP_060693.1| SS----------------------DP----------PTLASQSIVI--TGSG----------GGGISPKGSGPSVASDEVSSFASALPDRKTASFSSLEPQDQEDLEPEKKKMRGDGDLDLNGQLLVAQP-RRNAQTVHEDVRAAAGKPD   300
gi|27370050|ref|NP_766305.1| PGQGDDPQ---VPLLSPMAQTCLEEPQPSTSTSDLLPTASTSSTEPELTSAGQKHSSSSGPGNTSISPKGRSSLVANGELSSLSPVFQDKE-ASFSLLESKDHEELEPAKKKMKGDGELDTNLQLLVSGQ-RGNAQTSSEDVKDASVKPD   300
gi|57164149|ref|NP_001009258.1| PGQGDDPQ---VPLLSPMAQTCLEEPQPSTSTSDLLPTASTSSTEPELTSAGQKHSSSSGPGTISISPKECSSLVANGELSSLSSVFQDNE-ASFSLLKTEDTEELEPAKKKMKGDGELDLNLQLSVADQ-RGIAQTSSEDVKDASVKPD   300
gi|118098395|ref|XP_415086.2| -------------------PSCYEEPQPSTSTSNLFNASSTSLIES----ASVEQDNPSTSGKSYIK----YLLDVNAEISAITSEISDKENAELGSQRTEEEEVLEPAKKKLKGGYEVNRNLRKITAAPSECIIKIGSEDAKTSNVKPD   300
gi|153792019|ref|NP_001093485.1| PAP---------------VEPVIVKPLPQSGHEDPQPSTSSSSLHF-----YNMPLSTCSDVSARKNPVSSSAVCKGDSTSSGSPAQTRLKWTCWTDGEPE--EEMQRKRRKTDRD-DPGFGSAHSDASA-DIPLRGASGKEKTEGATTD   300
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gi|73994354|ref|XP_848636.1| KMEETLTCIICQDLLHDCVSLQPCMHTFCAACYSGWMERSTWCPTCRCPVERICKNHILNNLVEAYLLQHPDKSRSEEDVRSMAARNKITQDMLQPKVRRSFSDEEGSSEDLLELSDVDSESSDVSQPYIVCRQCPEYRRQGGQALPCPG   450
gi|194674591|ref|XP_001788116.1| KMEETLTCIICQDLLHDCVSLQPCMHTFCAACYSGWMERSALCPTCRCPVERICKNHILNNLVEAYLLQHPDKRRSEEDLRSMAARNKITQDMLQPKVRRAFSDEEGSSEDLLELSDVDSESSDVSQPSIVCRQCPEYRRQAGQPLPYPG   450
gi|8922675|ref|NP_060693.1| KMEETLTCIICQDLLHDCVSLQPCMHTFCAACYSGWMERSSLCPTCRCPVERICKNHILNNLVEAYLIQHPDKSRSEEDVQSMDARNKITQDMLQPKVRRSFSDEEGSSEDLLELSDVDSESSDISQPYVVCRQCPEYRRQAAQPPHCPA   450
gi|27370050|ref|NP_766305.1| KMEETLTCIICQDLLHDCVSLQPCMHTFCAACYSGWMERSSLCPTCRCPVERICKNHILNNLVEAYLIQHPDKSRSEEDVRSMDARNKITQDMLQPKVRRSFSDEEGSSEDLLELSDVDSESSDISQPYIVCRQCPEYRRQAVQSLPCPV   450
gi|57164149|ref|NP_001009258.1| KMEETLTCIICQDLLHDCVSLQPCMHTFCAACYSGWMERSSLCPTCRCPVERICKNHILNNLVEAYLLQHPDKSRSEEDVRSMDARNKITQDMLQPKVRRSFSDEEGSSEDLLELSDVDSESSDISQPYIVCRQCPEYRRQAVQSLPCPV   450
gi|118098395|ref|XP_415086.2| KMEETLTCIICQELLHDCVSLQPCMHTFCAACYSGWMERSSLCPTCRCPVERICKNHILNNLVEAYLIQHPDKCRNEDDVRSMDARNKITQDMLQPKVRRSFSDEEGSSEDLLELSDVDSESSDISQPYIVCRQCPGYRRHPVPALPGTG   450
gi|153792019|ref|NP_001093485.1| KMEESLTCIICQDLLYDCISVQPCMHTFCAACYSGWMERSSFCPTCRCPVERIRKNHILNNLVEAYLLQHPEKCRTEDDLRSMDARNKITQDMLQPKVERSFSDEEASSDYLFELSDNDSDISDMSQPYMMCRQCPGYRKELSSALWICE   450
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gi|73994354|ref|XP_848636.1| PNSEPGVPQAAG-DAPSTSTSVKTAAQDYVCALQGSHAICTCCFQPMPDRRAEREQDPRIAPQQCAVCLQPFCHLYWGCARAGCLGCLAPFCELDLGDRCLDGVLSNNHYESDVLKNYLATRGLTWKNMLTESLVALQRGAFLLSDYRIT   600
gi|194674591|ref|XP_001788116.1| PGSEPGAPQVPG-DAPSTSASV-TAAQDYVCALQGSHAICTCCFQPMPDRRAERERDPRIAPQQCAICLQPFCHLYWGCARTGCLGCLAPFCELNLGDRCLDGVLSNNNYESDVLKNYLATRGLTWKNMLTESLGALQRGVFLLSDYRIT   600
gi|8922675|ref|NP_060693.1| PEGEPGAPQALG-DAPPTSVSLTTAVQDYVCPLQGSHALCTCCFQPMPDRRAEREQDPRVAPQQCAVCLQPFCHLYWGCTRTGCYGCLAPFCELNLGDKCLDGVLNNNSYESDILKNYLATRGLTWKNMLTESLVALQRGVFLLSDYRVT   600
gi|27370050|ref|NP_766305.1| PESELGATLALGGEAPSTSASLPTAPD-YMCPLQGSHAICTCCFQPMPDRRAEREQDPRVAPQQCAVCLQPFCHLYWGCTRTGCFCCLAPFCELNLGDKCLDGVLNNNNYESDILKNYLATRGLTWKSVLTESLLALQRGVFMLSDYRIT   600
gi|57164149|ref|NP_001009258.1| PESELGATQALGGEAPSTSASLTTAPG-YTCPLQGSHAICTCCFQPMPDRRAEHEQDSRIAPQQCAVCLQPFCHLYWGCTRTGCFGCLAPFCELNLGDKCLDGVLNNNNYESDILKNYLTTRGLTWKNMLTESLLALQRGVFILSDYRIT   600
gi|118098395|ref|XP_415086.2| QETEAGGMQALG-DAPSTSANFPAAVQEYVCPAQGSHVICTCCFQPMPDRRAEREQNPHVAPQQCTVCLQPFCHLYWGCTRMACFGCLAPFCEINLGDKCLDGVLNNNHYESDILKDYLASRGLTWKNMLNESLLALQRGVFMLSDYRIT   600
gi|153792019|ref|NP_001093485.1| SAQSESLAKTAGDGPSTSSDSTTAAPQEFRCPPQASHLICTCCLQPMPDRRFEHLP-PQVSPQHCLVCQKPFCHVYWGCPRIGCHGCLARFSELNLNDKCLDGVFNGNQYESEVLQNYLSCRGMSWRHLLQDSLQALQQGLYHLSDYRIT   600
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gi|73994354|ref|XP_848636.1| GNTVLCYCCGLRSFRELTYQYRQNIPASELPVAVTSRPDCYWGRNCRTQVKAHHAM-------------   669
gi|194674591|ref|XP_001788116.1| GNTVLCYCCGLRSFRELTYQYRQNIPASELPAAVTSRPDCYWGRNCRTQVKAHHAMKFNHICEQTRFKN   669
gi|8922675|ref|NP_060693.1| GDTVLCYCCGLRSFRELTYQYQQNIPASELPVAVTSRPDCYWGRNCRTQVKAHHAMKFNHICEQTRFKN   669
gi|27370050|ref|NP_766305.1| GNTVLCYCCGLRSFRELTYQYRQNIPASELPVTVTSRPDCYWGRNCRTQVKAHHAMKFNHICEQTRFKN   669
gi|57164149|ref|NP_001009258.1| GNTVLCYCCGLRSFRELTYQYRQNIPASELPVTVTSRPDCYWGRNCRTQVKAHHAMKFNHICEQTRFKN   669
gi|118098395|ref|XP_415086.2| GNTVLCYCCGLRSFRELAYQYRQNIPVAELPVTVTSRPDCYWGRNCRTQVKAHHAM-------------   669
gi|153792019|ref|NP_001093485.1| ANSFLCYCCGLRTFRELAYKYRERIPPSELPDAVTNRPNCYWGRNCRTQVKAHHALKFNHICEQTRFKN   669
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