
                                                                                                                                                                                        
gi|4759226|ref|NP_004603.1| ----------------------------------------------------------------------------MEAAVAAPRPRLLLLVLAAAAAAAAALLPGAT---------------------ALQCFCHLCTKDNFTCVTDGL    53
gi|114625816|ref|XP_001159299.1| ----------------------------------------------------------------------------MEAAAAAPRPRLLLLVLAAAAAAAAALLPGAT---------------------ALQCFCHLCTKDNFTCVTDGL    53
gi|6678323|ref|NP_033396.1| ----------------------------------------------------------------------------MEAAAAAPRRPQLLIVLVAAAT----LLPGAK---------------------ALQCFCHLCTKDNFTCETDGL    49
gi|77695935|ref|NP_036907.2| ----------------------------------------------------------------------------MEAASAALRRCLLLIVLVAAAT----LLPGAK---------------------ALQCFCHLCTKDNFTCETDGL    49
gi|27807121|ref|NP_777046.1| ----------------------------------------------------------------------------MEAAAATPRPRLFLLMLAAAAT----LVPEAT---------------------PLQCFCHLCTKDNFTCVTDGL    49
gi|73971878|ref|XP_538750.2| ---------------------------------------------------------MWQELSGGGSLRPDAQDRGASRGPEALQPQAPLQVVTQCARRCESLAPPDPPGSVPCNLLFLEYSKSCSLFPALQCFCHLCTKDNFTCVTDGL    93
gi|45383638|ref|NP_989577.1| ------------------------------------------------------------------------------MALRGTRRLRALLRLLVAAV----LLPRAA---------------------ALQCYCHLCTKDNFTCVTDGL    47
gi|169234892|ref|NP_001108531.1| ----------------------------------------------------------------------------MKMMMKMMMMEAVPCRLVFLAVFFGSRVQQTEG---------------------LQCYCHRCP--NHTCTTDGL    51
gi|118777191|ref|XP_307671.3| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|118789116|ref|XP_317220.3| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|17136926|ref|NP_476999.1| MLSALRLIFLGALLGASVCASPIEFVMDTSLNGSRSDPATATHPGKWPPTTKAPALRAPAGTAGHAYQSPSSSLAADNRSHDNNNASAVSMLLPQDGDASGAVAPAVTPQLP----IYIAQPSAKKPENKIKCHCDTCKESNNICETDGF   146
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gi|4759226|ref|NP_004603.1| CFVSVTETTDKVIHNS-MCIAEIDLIPRDRPFVCAPSSKTG--------SVTTTYCCNQDHCNKIEL-------------PTT----VKSSPGLGPVELAAVIAGPVCFVCISLMLMVYICHNRTVIHHRVPNEEDPS---LDRPFISEG   174
gi|114625816|ref|XP_001159299.1| CFVSVTETTDKVIHNS-MCIAEIDLIPRDRPFVCAPSSKTG--------SVTTTYCCNQDHCNKIEL-------------PTT----VKSSPGLGPVELAAVIAGPVCFVCISLMLMVYICHNRTVIHHRVPNEEDPS---LDRPFISEG   174
gi|6678323|ref|NP_033396.1| CFVSVTETTDKVIHNS-MCIAEIDLIPRDRPFVCAPSSKTG--------AVTTTYCCNQDHCNKIEL-------------PTTGPFSEKQSAGLGPVELAAVIAGPVCFVCIALMLMVYICHNRTVIHHRVPNEEDPS---LDRPFISEG   174
gi|77695935|ref|NP_036907.2| CFVSVTETTDKVIHNS-MCIAEIDLIPRDRPFVCAPSSKTG--------AVT--YCCNQDHCNKIEL-------------PTT----EKQSAGLGPVELAAVIAGPVCFVCIALMLMVYICHNRTVIHHRVPNEEDPS---LDRPFISEG   168
gi|27807121|ref|NP_777046.1| CFVSVTETTDKVIHNS-MCIAEIDLIPRDRPFVCAPSSKTG--------SITTTYCCNQDHCNKIEL-------------PTVG----KPSSGLGPVELAAVIAGPVCFVCISLMLMVYICHNRTVIHHRVPNEEDPS---LDRPFISEG   170
gi|73971878|ref|XP_538750.2| CFVSVTETTDKVIHNS-MCIAEIDLIPRDRPFVCAPSSKTG--------SVTTTYCCNQDHCNKIEL-------------PTVGPFSGKPSSGLGPVELAAVIAGPVCFVCISLMLMVYICHNRTVIHHRVPNEEDPS---LDRPFISEG   218
gi|45383638|ref|NP_989577.1| CFTSVTRTADRVIRNS-MCIAEIDLIPRDRPFICAPSFRDG--------VTTLPHCCDRDHCNKIELPI-----------PTPGPTPGRPASSLGPVELAAVIAGPVCFVCISLMLILYLCHNRTVIHHRVPSEEDPS---LDRPFISEG   174
gi|169234892|ref|NP_001108531.1| CYVSITRAGSLTTQQS-WCIGKGELVPPDRPFVCAPSTKDD--------SGIYPLCCDTDWCNKDPD-------------IKAFPVPTQKPPALGPVAFAALIAGPVCVLCFLMVTVFYICHSRSVIHHRVPSEEDPS---LDHPFITVG   176
gi|118777191|ref|XP_307671.3| ------------------------------------------------------------------------------------------------------MLG-----------------RRKRNSGARQILPEDSLCGASYPILNGH    31
gi|118789116|ref|XP_317220.3| ------------------------------------------------------------------------------------------------------MLG-----------------RRKRNSGARQILPEDSLCGASYPILNGH    31
gi|17136926|ref|NP_476999.1| CFTSVEKNSDGSIIFSYRCLHKSQIFPPGRSIWCNDGLHGGPTARPVGRNGAHACCKDRDFCNRFLWPKTKDQRSDRVEEGRQISVQDYVPHRLTSWEFVAIILGATLFICFTGTSTWYYCQRRKRMASGRTFAKEDS---AYDPILNGN   293
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gi|4759226|ref|NP_004603.1| TTLKDLIYDMTTSGSGS-GLPLLVQRTIARTIVLQESIGKGRFGEVWRGKWRGEEVAVKIFSSREERSWFREAEIYQTVMLRHENILGFIAADNKDNGTWTQLWLVSDYHEHGSLFDYLNRYTVTVEGMIKLALSTASGLAHLHMEIVGT   323
gi|114625816|ref|XP_001159299.1| TTLKDLIYDMTTSGSGS-GLPLLVQRTIARTIVLQESIGKGRFGEVWRGKWRGEEVAVKIFSSREERSWFREAEIYQTVMLRHENILGFIAADNKDNGTWTQLWLVSDYHEHGSLFDYLNRYTVTVEGMIKLALSTASGLAHLHMEIVGT   323
gi|6678323|ref|NP_033396.1| TTLKDLIYDMTTSGSGS-GLPLLVQRTIARTIVLQESIGKGRFGEVWRGKWRGEEVAVKIFSSREERSWFREAEIYQTVMLRHENILGFIAADNKDNGTWTQLWLVSDYHEHGSLFDYLNRYTVTVEGMIKLALSTASGLAHLHMEIVGT   323
gi|77695935|ref|NP_036907.2| TTLKDLIYDMTTSGSGS-GLPLLVQRTIARTIVLQESIGKGRFGEVWRGKWRGEEVAVKIFSSREERSWFREAEIYQTVMLRHENILGFIAADNKDNGTWTQLWLVSDYHEHGSLFDYLNRYTVTVEGMIKLALSTASGLAHLHMEIVGT   317
gi|27807121|ref|NP_777046.1| TTLKDLIYDMTTSGSGS-GLPLLVQRTIARTIVLQESIGKGRFGEVWRGKWRGEEVAVKIFSSREERSWFREAEIYQTVMLRHENILGFIAADNKDNGTWTQLWLVSDYHEHGSLFDYLNRYTVTVEGMIKLALSTASGLAHLHMEIVGT   319
gi|73971878|ref|XP_538750.2| TTLKDLIYDMTTSGSGS-GLPLLVQRTIARTIVLQESIGKGRFGEVWRGKWRGEEVAVKIFSSREERSWFREAEIYQTVMLRHENILGFIAADNKDNGTWTQLWLVSDYHEHGSLFDYLNRYTVTVEGMIKLALSTASGLAHLHMEIVGT   367
gi|45383638|ref|NP_989577.1| TTLKDLIYDMTTSGSGS-GLPLLVQRTIARTIVLQESIGKGRFGEVWRGKWRGEEVAVKIFSSREERSWFREAEIYQTVMLRHENILGFIAADNKDNGTWTQLWLVSDYHEHGSLFDYLNRYTVTVEGMIKLALSTASGLAHLHMEIVGT   323
gi|169234892|ref|NP_001108531.1| TTLKDLIYDMTTSGSGS-GLPLLVQRTIARTIILQESIGKGRFGEVWRGRWRGEEVAVKIFSSREERSWFREAEIYQTVMLRHENILGFIAADNKDNGTWTQLWLVSDYHEHGSLFDYLNRYTVTVEGMIKLSLSTASGLAHLHMEIVGT   325
gi|118777191|ref|XP_307671.3| TTIQGLI-EMSTSGSGSSGLPLLVQRSIARQIQLVDVIGKGRFGEVWRGRWRGENVAVKIFSSREECSWSREAEIYQTIMLRHENILGFIAADNKDNGTWTQLWLVTDYHENGSLFDFLTARCVDPDTMLEMAFSIATGLAHLHMDIVGT   180
gi|118789116|ref|XP_317220.3| TTIQGLI-EMSTSGSGSSGLPLLVQRSIARQIQLVDVIGKGRFGEVWRGRWRGENVAVKIFSSREECSWSREAEIYQTIMLRHENILGFIAADNKDNGTWTQLWLVTDYHENGSLFDFLTARCVDPDTMLEMAFSIATGLAHLHMDIVGT   180
gi|17136926|ref|NP_476999.1| TTIHDII-EMTTSGSGSAGLPLLVQRSIARQVQLCHVIGKGRFGEVWRGRWRGENVAVKIFSSREECSWFREAEIYQTVMLRHENILGFIAADNKDNGTWTQLWLVTDYHENGSLFDYLTTHPVDTNTMLNMSLSIATGLAHLHMDIVGT   442
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gi|4759226|ref|NP_004603.1| QGKPAIAHRDLKSKNILVKKNGTCCIADLGLAVRHDSATDTIDIAPNHRVGTKRYMAPEVLDDSINMKHFESFKRADIYAMGLVFWEIARRCSIGGIHEDYQLPYYDLVPSDPSVEEMRKV----------VCEQKLRPNIPNRWQSCEA   463
gi|114625816|ref|XP_001159299.1| QGKPAIAHRDLKSKNILVKKNGTCCIADLGLAVRHDSATDTIDIAPNHRVGTKRYMAPEVLDDSINMKHFESFKRADIYAMGLVFWEIARRCSIGGIHEDYQLPYYDLVPSDPSVEEMRKV----------VCEQKLRPNIPNRWQSCEA   463
gi|6678323|ref|NP_033396.1| QGKPAIAHRDLKSKNILVKKNGTCCIADLGLAVRHDSATDTIDIAPNHRVGTKRYMAPEVLDDSINMKHFESFKRADIYAMGLVFWEIARRCSIGGIHEDYQLPYYDLVPSDPSVEEMRKV----------VCEQKLRPNIPNRWQSCEA   463
gi|77695935|ref|NP_036907.2| QGKPAIAHRDLKSKNILVKKNGTCCIADLGLAVRHDSATDTIDIAPNHRVGTKRYMAPEVLDDSINMKHFESFKRADIYAMGLVFWEIARRCSIGGIHEDYQLPYYDLVPSDPSVEEMRKV----------VCEQKLRPNIPNRWQSCEA   457
gi|27807121|ref|NP_777046.1| QGKPAIAHRDLKSKNILVKKNGTCCIADLGLAVRHDSATDTIDIAPNHRVGTKRYMAPEVLDDSINMKHFESFKRADIYAMGLVFWEVARRCSIGGIHEDYQLPYYDLVPSDPSVEEMRKV----------VCEQKLRPNIPNRWQSCEA   459
gi|73971878|ref|XP_538750.2| QGKPAIAHRDLKSKNILVKKNGTCCIADLGLAVRHDSATDTIDIAPNHRVGTKRYMAPEVLDDSINMKHFESFKRADIYAMGLVFWEIARRCSIGGIHEDYQLPYYDLVPSDPSVEEMRKV----------VCEQKLRPNIPNRWQSCEA   507
gi|45383638|ref|NP_989577.1| QGKPAIAHRDLKSKNILVKKNGTCCIADLGLAVRHDSATDTIDIAPNHRVGTKRYMAPEVLDDSINMKHFESFKRADIYAMGLVFWEIARRCSIGGIHEDYQLPYYDLVPSDPSVEEMKKV----------VCEQKLRPNIPNRWQSCEA   463
gi|169234892|ref|NP_001108531.1| QGKPAIAHRDLKSKNILVKKNGTCCIADLGLAVRHDSATDTIDIAPNHRVGTKRYMAPEVLDDSINMKHFESFKRADIYAMGLVFWEIASRCSIGGIHEDYQLPYHDLVQSDPSVEEMRRV----------VCEQKLRPNIPNRWQSCEA   465
gi|118777191|ref|XP_307671.3| RGKPAIAHRDLKSKNILVKSNLTCCIGDLGLAVRHIVATDTVDQPSTHRVGTKRYMAPEVLDETINVSQFDSFKRADVYALGLVLWEIARRCNVDGVYDEYQLPFYDVVQPDPTIEEMRKVRLVAWRGMRVVCVDQHRPSIPSRWIACDT   330
gi|118789116|ref|XP_317220.3| RGKPAIAHRDLKSKNILVKSNLTCCIGDLGLAVRHIVATDTVDQPSTHRVGTKRYMAPEVLDETINVSQFDSFKRADVYALGLVLWEIARRCNVDGVYDEYQLPFYDVVQPDPTIEEMRKVRLAAR----VVCVDQHRPSIPSRWIACDT   326
gi|17136926|ref|NP_476999.1| RGKPAIAHRDLKSKNILVKSNLSCAIGDLGLAVRHVEKNDSVDIPSTHRVGTKRYMAPEVLDESMNDQHFDSYKRADVYAFGLILWEIARRCNMGMIYDEYQLPYYDVVQPDPSIEEMKKV----------VCIEKCRPNIPNRWHASDV   582
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gi|4759226|ref|NP_004603.1| LRVMAKIMRECWYANGAARLTALRIKKTLSQLSQQEGIKM   503
gi|114625816|ref|XP_001159299.1| LRVMAKIMRECWYANGAARLTALRIKKTLSQLSQQEGIKM   503
gi|6678323|ref|NP_033396.1| LRVMAKIMRECWYANGAARLTALRIKKTLSQLSQQEGIKM   503
gi|77695935|ref|NP_036907.2| LRVMAKIMRECWYANGAARLTALRIKKTLSQLSQQEGIKM   497
gi|27807121|ref|NP_777046.1| LRVMAKIMRECWYANGAARLTALRIKKTLSQLSQQEGIKM   499
gi|73971878|ref|XP_538750.2| LRVMAKIMRECWYANGAARLTALRIKKTLSQLSQQEGIKM   547
gi|45383638|ref|NP_989577.1| LRVMAKIMRECWYANGAARLTALRIKKTLSQLSQQEGIKM   503
gi|169234892|ref|NP_001108531.1| LRVMAKIMRECWYANGAARLTALRIKKTLSQLSQQEGIKM   505
gi|118777191|ref|XP_307671.3| LHAISKVMKECWYQHPAARLSSLRIKKTLANLR-------   363
gi|118789116|ref|XP_317220.3| LHAISKVMKECWYQHPAARLSSLRIKKTLANLR-------   359
gi|17136926|ref|NP_476999.1| LHNMAKVMKECWYPNPVARLTALRIKKTLASISVEDKVKN   622
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