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gi|31981160|ref|NP_080116.2| ---------MNKHQKPVLTG-------------------------------------QRFKTRKR------------DEKEKFEPTVFRDTLVQGLNEAGDDLEAVAKFLDSTGSRLDYRRYADTLFDILVAGSMLAPGGTRIDDGDKTK    92
gi|19705527|ref|NP_599229.1| ---------MNKHQKPVLTG-------------------------------------QRFKTRKR------------DEKEKFEPTVFRDTLVQGLNEAGDDLEAVAKFLDSTGSRLDYRRYADTLFDILVAGSMLAPGGTRIDDGDKTK    92
gi|7661744|ref|NP_054757.1| ---------MNKHQKPVLTG-------------------------------------QRFKTRKR------------DEKEKFEPTVFRDTLVQGLNEAGDDLEAVAKFLDSTGSRLDYRRYADTLFDILVAGSMLAPGGTRIDDGDKTK    92
gi|73975929|ref|XP_532484.2| ---------MNKHQKPVLTG-------------------------------------QRFKTRKR------------DEKEKFEPTVFRDTLVQGLNEAGDDLEAVAKFLDSTGSRLDYRRYADTLFDILVAGSMLAPGGTRIDDGDKTK    92
gi|194666218|ref|XP_584557.4| ---------MNKHQKPVLTG-------------------------------------QRFKTRKR------------DEKEKFEPTVFRDTLVQGLNEAGDDLEAVAKFLDSTGSRLDYRRYADTLFDILVAGSMLAPGGTRIDDGDKTK    92
gi|114612501|ref|XP_518982.2| MCSATAFWGVQRPQVVAETGAVREAGLRRVPCVYVNVSVLHSSIVCRRCCCCCCCCRCRCTNRRSPQPCASSLPPRTDEKEKFEPTVFRDTLVQGLNEAGDDLEAVAKFLDSTGSRLDYRRYADTLFDILVAGSMLAPGGTRIDDGDKTK   150
gi|57530697|ref|NP_001006358.1| ---------MNKNQKPVLTG-------------------------------------QRFKTRKR------------DEKEKFEPTVFRDTIVQGLNEAGSDLEAIAKFLDSAGSRLDYRRYADTLFDILVAGSMLAPGGTRIDDNDKTK    92
gi|41055484|ref|NP_957212.1| -------MNTGKQQKPVLTG-------------------------------------QRFKTRKR------------DEKEKFEPTVFRDTIVQGLNEAGGDLDALAKFLDVTGSRLDYRRYADTLFDILIAGSMLAPGGTRIDDADKTK    94
gi|18421544|ref|NP_568534.1| ---------MSSKEKPTLGG-------------------------------------TRIKTRKR------------NIAAPLDPAAFSDAVVQIYHDNAGDLELVAKSIESS--DLNFTRYGDIFFEVIFIGGRTQPGTVKSDE---GE    87
gi|18408228|ref|NP_564845.1| ---------MSSKEKPTLGG-------------------------------------TRIKTRKR------------NIAAPLDPAAFSDALVQIYLDNAGDLELVARSLESS--DLNFSRYGDIFFEVVFIGGRTQTGSVKSDE---GE    87
gi|115485233|ref|NP_001067760.1| ---------MSSKEKPTLGG-------------------------------------QRIKTRKR------------NIAAPLDPASFSDAIVQIYLDNAGDLELVAKSIESS--DLNFSRYGDTFFEVVFIGGRTQPGTIKPEEE--GE    88
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gi|31981160|ref|NP_080116.2| MTNHCVFSANEDHETIRNYAQVFNKLIRRYKYLEKAFEDEMKKLLLFLKAFSEAEQTKLAMLSGILLGN---GTLPATILTSLFTDSLVKEGIAASFAVKLFKAWMAEKDANSVTSSLRKANLDKRLLELFPVNRQSVDHFAKYFTDAGL   239
gi|19705527|ref|NP_599229.1| MTNHCVFSANEDHETIRNYAQVFNKLIRRYKYLEKAFEDEMKKLLLFLKAFSEAEQTKLAMLSGILLGN---GTLPATILTSLFTDSLVKEGIAASFAVKLFKAWMAEKDANSVTSSLRKANLDKRLLELFPVNRQSVDHFAKYFTDAGL   239
gi|7661744|ref|NP_054757.1| MTNHCVFSANEDHETIRNYAQVFNKLIRRYKYLEKAFEDEMKKLLLFLKAFSETEQTKLAMLSGILLGN---GTLPATILTSLFTDSLVKEGIAASFAVKLFKAWMAEKDANSVTSSLRKANLDKRLLELFPVNRQSVDHFAKYFTDAGL   239
gi|73975929|ref|XP_532484.2| MTNHCVFSANEDHETIRNYAQVFNKLIRRYKYLEKAFEDEMKKLLLFLKAFSETEQTKLAMLSGILLGN---GTLPATILTSLFTDSLVKEGIAASFAVKLFKAWMAEKDANSVTSSLRKANLDKRLLELFPVNRQSVDHFAKYFTDAGL   239
gi|194666218|ref|XP_584557.4| MTNHCVFSANEDHETIRSYAQVFNKLIRRYKYLEKAFEDEMKKLLLFLKAFSETEQTKLAMLSGILLGS---GTLPATILTSLFTDSLVKEGIAASFAVKLFKSWMAEKDANSVTSSLRKANLDKRLLELFPVNRQSVDHFAKYFTDAGL   239
gi|114612501|ref|XP_518982.2| MTNHCVFSANEDHETIRNYAQVFNKLIRRYKYLEKAFEDEMKKLLLFLKAFSETEQTKLAMLSGILLGN---GTLPATILTSLFTDSLVKEGIAASFAVKLFKAWMAEKDANSVTSSLRKANLDKRLLELFPVNRQSVDHFAKYFTDAGL   297
gi|57530697|ref|NP_001006358.1| MTRHCVFFAEEDHDAIRNYAQVFNKLIRRYKYLEKAFEDEIKKLLLFLKAFSETEQTKLAMLSGILLAN---GTLPATILTSLFTDNIVKEGIAASFAVKLFKAWMAEKDANSVTSALRKANLDKRLLELFPANRQNVDHFAKYFTEAGL   239
gi|41055484|ref|NP_957212.1| VTQHCVFNAEENHTTIRSYAQVFNKLIRRYKYLEKAFEEEIKKLLLLLKGFTESEQTKLAMLTGVLLAN---GTLPPPILTSLFSDNLVKEGISASFAVKMFKAWIAEKDANAVTSALRKANLDKKLLELFPANKQNVEHFTKFFTEAGL   241
gi|18421544|ref|NP_568534.1| RHTYSVIDCEPKREAILPSVVYIQKILRRKPFLIKNLENVTRRFLQSLELFEENERKKLAIFTALAFSQKLSGLPPETVFQPLLKDNLVAKGIVLSFVTDFFKEYLVENSLEDLISILRRGKMEDNLMDFLPPVRRSAESFAEHFTNEGL   237
gi|18408228|ref|NP_564845.1| RHPYSIIDCEPKREAILPSVVYIQKILRRKAFLIKNLENVTRRFLQSLELFEENERKKLAIFTALAFSQKLSGLPAETVFQPLLKDTLVAKGIVLNFVTDFFNEYLVENSLDDLISILRRGKMDDKLLEFLPPTKRTTESFAEHFTKAGL   237
gi|115485233|ref|NP_001067760.1| RHPYSVLDCAAQREAILPSVLYIQKTLRRRPFLIKNLENVMRKFLQSLEFFEENERKKLAIFTALAFSQKLSGLPPETVFQPLLKDNLVSKGIVLSFITEFFKEYLKENTLDDLIALLKKGKMEDNLLEFFPSAKRTSEALSEHFTKEGL   238
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gi|31981160|ref|NP_080116.2| KELSDFLRVQQSLGTRKELQKELQERLSQECPIKEVVLYVKEEMKRNDLPETAVIGLLWTCIMNAVEWN-KKEELVAEQALKHLKQYAPLLAVFSSQGQSELVLLQKVQEYCYDNIHFMKAFQKIVVLFYKADVLSEEAILKWYKEAHAA   388
gi|19705527|ref|NP_599229.1| KELSDFLRVQQSLGTRKELQKELQERLSQECPIKEVVLYVKEEMKRNDLPETAVIGLLWTCVMNAVEWN-KKEELVAEQALKHLKQYAPLLAVFSSQGQSELVLLQKVQEYCYDNIHFMKAFQKIVVLFYKADVLSEEAILKWYKEAHAA   388
gi|7661744|ref|NP_054757.1| KELSDFLRVQQSLGTRKELQKELQERLSQECPIKEVVLYVKEEMKRNDLPETAVIGLLWTCIMNAVEWN-KKEELVAEQALKHLKQYAPLLAVFSSQGQSELILLQKVQEYCYDNIHFMKAFQKIVVLFYKADVLSEEAILKWYKEAHVA   388
gi|73975929|ref|XP_532484.2| KELSDFLRVQQSLGTRKELQKELQERLSQECPIKEVVLYVKEEMKRNDLPETAVIGLLWTCIMNAVEWN-KKEELVAEQALKHLKQYAPLLAVFSSQGQSELILLQKVQEYCYDNIHFMKAFQKIVVLFYKADVLSEEAILKWYKEAHVA   388
gi|194666218|ref|XP_584557.4| KELSDFLRVQQSLGTRKELQKELQERLSQECPIKEVVLYVKEEMKRNDLPETAVIGLLWTCIMNAVEWN-KKEELVAEQALKHLKQYAPLLAVFSSQGQSELILLQKVQEYCYDNIHFMKAFQKIVVLFYKADVLSEEAILKWYKEAHVA   388
gi|114612501|ref|XP_518982.2| KELSDFLRVQQSLGTRKELQKELQERLSQECPIKEVVLYVKEEMKRNDLPETAVIGLLWTCIMNAVEWN-KKEELVAEQALKHLKQYAPLLAVFSSQGQSELILLQKVQEYCYDNIHFMKAFQKIVVLFYKADVLSEEAILKWYKEAHVA   446
gi|57530697|ref|NP_001006358.1| KELSDFLRVQQSLGTRKELQKELQERLSQECPIKEMVLYVKEEMKRNELPEPAVIGLLWTCVMNAVEWN-KKEELVAEQALKHLKQYAPLLAVFSTQGQSELILLQKVQEYCYDNIHFMKAFQKIVVLFYKADVLSEEAILKWYKEAHVA   388
gi|41055484|ref|NP_957212.1| KELSDFLRTQQTLGTRKELQKELQERLSQQCPIREIVVYVKEEMKKNDLQEQAVIGLLWTCLMNAVEWN-KKEELVTEQALKHLKHYAPLLAVFSTQGQSELVLLLKIQEYCYDNIHFMKSFSKIVVLFYKADVVSEEAIMKWYKDAHAA   390
gi|18421544|ref|NP_568534.1| TDLVEYHSKKMFEVKLREIKTVLTSKVTEESNVDEVIESVKQQIKDAKLPDIEVVRVVWDGLMDAVQWSGKNQQQNANSVLRQVKTWAPLLNTFCTSGKLELELMYKVQMQCYEDAKLMKVFPEVVRSLYELDVLAEDTILHWFRKGTNS   387
gi|18408228|ref|NP_564845.1| TALVEYNERKIFEVKLKEIKAVLTSQVTEEINVDEVTEMVKQQVKDAKLPETEVVHVIWDGIMNAVQWSGKNQQQNSNAVLRQVKTWAPLLNTLCSTGNMEMELMYKVQMQCYEDAKLMKVFPEVVRSLYELDVLAEDTILHWYRKGTNP   387
gi|115485233|ref|NP_001067760.1| TSLVEYNEKKMFEVKLKEIKLTLTTMINEEAEISEVTEAVKQQVKDAKFPDIEVVRMLWDVLMEAVQWSGKNQQQNSNSALRQVKAWAGLLNAFCTSGRLELELIYKVQTQCYEDAKLMKLFPEIIRTLYDQDVLAEDTILLWFRKGSNP   388
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gi|31981160|ref|NP_080116.2| KGKSVFLDQMKKFVEWLQNAEEESESEGEES   419
gi|19705527|ref|NP_599229.1| KGKSVFLDQMKKFVEWLQNAEEESESEGEES   419
gi|7661744|ref|NP_054757.1| KGKSVFLDQMKKFVEWLQNAEEESESEGEEN   419
gi|73975929|ref|XP_532484.2| KGKSVFLDQMKKFVEWLQNAEEESESEGEEN   419
gi|194666218|ref|XP_584557.4| KGKSVFLDQMKKFVEWLQNAEEESESEGEEN   419
gi|114612501|ref|XP_518982.2| KGKSVFLDQMKKFVEWLQNAEEESESEGEEN   477
gi|57530697|ref|NP_001006358.1| KGKSVFLDQMKKFVEWLQNAEEEFRI-----   414
gi|41055484|ref|NP_957212.1| KGKSVFLEQMKKFVEWLQNAEEESESEGEED   421
gi|18421544|ref|NP_568534.1| KGRQTFVKSLEPFVNWLEEAEEEE-------   411
gi|18408228|ref|NP_564845.1| KGRQTFVKGLEPFVNWLEEAEEEE-------   411
gi|115485233|ref|NP_001067760.1| KGRQSFVKALEPFVKWLEEAEEEE-------   412
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