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NTDB id 486 SM12261 RS09375 WP 020902616.1 ...MDFLAVLVVILHIFIISKSYYLICK.NKINIKELCFFGGYTFLVESVFELSFYFIYLDGLG........IEKFLFPL 68
NTDB id 514 SMSK321 RS10615 WP 001048129.1 ...MNLFGVGLVIVYFLIISHSYRLICK.GQINRKELYVFSAYILLTEIVLDFPSYLLHLDDLG........IVKFLFPL 68
NTDB id 138 SP RS11430 WP 000364845.1 ...MDLLGFGTVIVHFLIISHSYRLICK.GRINRKELYVFGAYTLLTEIVLEFSFYLLYLDKIG........IERFLFPL 68
NTDB id 249 KZH43 RS10250 WP 000362880.1 ...MDLFGFGTVIVHFLIISHSYHFICK.GQINRKELFVFGAYTLLTEIVFDFPLYILYLDGLG........IERFLFPL 68
NTDB id 208 SPD RS10925 WP 000362880.1 ...MDLFGFGTVIVHFLIISHSYHFICK.GQINRKELFVFGAYTLLTEIVFDFPLYILYLDGLG........IERFLFPL 68
NTDB id 174 SPR RS10405 WP 000362880.1 ...MDLFGFGTVIVHFLIISHSYHFICK.GQINRKELFVFGAYTLLTEIVFDFPLYILYLDGLG........IERFLFPL 68
NTDB id 1139164 DQM54 RS10775 WP 111724324.1 MNFEKIFAIFSLLVQTISFVTVYKKICDIKKLNISIIFLYLTISFSSLI..LAQFYNLLPEYGDVLSTFLHYLLIFFQPL 78
NTDB id 419 DQL23 RS10745 WP 060553298.1 MILKIIIAFFPTIIQVVSYEIFHKKIMQSKKIDIKFIGLFFSIVFGISI..ISSILIEIPSFGDVISSIFHYIFLFIQPL 78
NTDB id 416 SGO RS10505 WP 012131078.1 MIFTIILSLFPVIIQVFSYDFFYNKINRKKKINIKLIILFWGLIMVISF..LYSLFLLLPDYWKIFRDIFHYLFLLIQPL 78
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NTDB id 486 SM12261 RS09375 WP 020902616.1 VLYSYFRF.IKKYEKYRGVFLSLLLSLLYNSTHTFLSVTLSSIIGDDTALQYHSLFFLVVVALTYVVIVTIIRYFHLELN 147
NTDB id 514 SMSK321 RS10615 WP 001048129.1 VLYSYFRW.IKQYERDRGLFLSLLLSLLYESTHNFLSVTLSSLTGDNFVLQYYEPFFFLVTVLTYVVILKIIHYFHLDLN 147
NTDB id 138 SP RS11430 WP 000364845.1 GLYSYFRW.MKQYERDRGLFLSLLLSLLYESTHNFLSVIFSSITGDNFVLQYHFPFFFVVTVLTYFVTLKIIYYFHLELA 147
NTDB id 249 KZH43 RS10250 WP 000362880.1 GLYSYFRW.MKQYERDRGLFLSLLLSLLYESTHNFLSVTFSSITGDNFVLQYHFPFFFVVTVLTYFVTLKIIYYFHLELA 147
NTDB id 208 SPD RS10925 WP 000362880.1 GLYSYFRW.MKQYERDRGLFLSLLLSLLYESTHNFLSVTFSSITGDNFVLQYHFPFFFVVTVLTYFVTLKIIYYFHLELA 147
NTDB id 174 SPR RS10405 WP 000362880.1 GLYSYFRW.MKQYERDRGLFLSLLLSLLYESTHNFLSVTFSSITGDNFVLQYHFPFFFVVTVLTYFVTLKIIYYFHLELA 147
NTDB id 1139164 DQM54 RS10775 WP 111724324.1 ILHLYFS.KKGLYKGYVSIFLSLLIYLSVSSSETFFSVIISSVTGDDFVNQYWGSYYTIVNILALFFVLKSFEFFEFEFS 157
NTDB id 419 DQL23 RS10745 WP 060553298.1 IFYKYFL.KRKEYDNYLNLFLSFVIYLSVETSETFLSVIISSITGDYFVKQHYDIFYIIINLLSLFIILKVVDFFDFYFE 157
NTDB id 416 SGO RS10505 WP 012131078.1 IFYKYFLIKRKEYENYLNLFLSFVIYLSVETSETFLSVIISSITGDSFVKQHYDIFYIIINLLSLFIILKVVDFFDFYFE 158
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NTDB id 486 SM12261 RS09375 WP 020902616.1 YFDKDYLYPFLKKVFFALLLLHVVSFISDMVSTIKHLNSFGSILSSIVFISLLLTFFAMNSHKEKMEKEIALKQKKFEQK 227
NTDB id 514 SMSK321 RS10615 WP 001048129.1 YFDKDYLYPFLTKVFFALLLLHIVSFVSDMVSTIKHLNSFGSILSSIVFISLLLTFFAMNSHKDQMEKEIALKQKKFEQK 227
NTDB id 138 SP RS11430 WP 000364845.1 YFDKDYLYPFLKKVFFALLLLHIVSFVSDMVSTIKHLNSFGSILSSIVFISLLLTFFAMNSHKVQMEKEIALKQKKFEQK 227
NTDB id 249 KZH43 RS10250 WP 000362880.1 YFDEDYLYPFLKKVFFALLLLHIVSFVSDMVSTIKHLNSFGSILSSIVFISLLLTFFAMNSHKVQMEKEIALKQKKFEQK 227
NTDB id 208 SPD RS10925 WP 000362880.1 YFDEDYLYPFLKKVFFALLLLHIVSFVSDMVSTIKHLNSFGSILSSIVFISLLLTFFAMNSHKVQMEKEIALKQKKFEQK 227
NTDB id 174 SPR RS10405 WP 000362880.1 YFDEDYLYPFLKKVFFALLLLHIVSFVSDMVSTIKHLNSFGSILSSIVFISLLLTFFAMNSHKVQMEKEIALKQKKFEQK 227
NTDB id 1139164 DQM54 RS10775 WP 111724324.1 YFKNFDFEKEIMNVIKIYVTIHILLNISHWFSENAHLNSFASMIATIGFIMFLSTLFYLKSAREQYEKAKEIQQKKEEQR 237
NTDB id 419 DQL23 RS10745 WP 060553298.1 YYKEPIYKNDLYNVNKSYIVIHILLNISHWFSENAHLNSFASMIATIGFIMFLSTLFYLKSAREQHEKAKEIQQKKEEQR 237
NTDB id 416 SGO RS10505 WP 012131078.1 YYKEPIYKNDLYNVNKSYIVIHILLNISHWFSENAHLNSFASMIATIGFIMFLSTLFYLKSAREQYEKAKEIQQKKEEQR 238
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NTDB id 486 SM12261 RS09375 WP 020902616.1 HLQNYTDEIVGLYNEIRGFRHDYAGMLVSMQMAIDSGDLQEIDRVYNEVLVKANHKLRSDKYTYFDLNNIEDSALRSLVA 307
NTDB id 514 SMSK321 RS10615 WP 001048129.1 HLQNYTDEIVGLYNEIRGFRHDYAGMLVSMQMAIDSGNLQEIDRVYNEVLVKANHKLRSDKYTYFDLNNIEDSALRSLVA 307
NTDB id 138 SP RS11430 WP 000364845.1 HLQNYTDEIVGLYNEIRGFRHDYAGMLVSMQMAIDSGNLQEIDRIYNEVLVKANHKLRSDKYTYFDLNNIEDSALRSLVA 307
NTDB id 249 KZH43 RS10250 WP 000362880.1 HLQNYTDEIVGLYNEIRGFRHDYAGMLVSMQMAIDSGNLQEIDRIYNEVLVKANHKLRSDKYTYFDLNNIEDSALRSLVA 307
NTDB id 208 SPD RS10925 WP 000362880.1 HLQNYTDEIVGLYNEIRGFRHDYAGMLVSMQMAIDSGNLQEIDRIYNEVLVKANHKLRSDKYTYFDLNNIEDSALRSLVA 307
NTDB id 174 SPR RS10405 WP 000362880.1 HLQNYTDEIVGLYNEIRGFRHDYAGMLVSMQMAIDSGNLQEIDRIYNEVLVKANHKLRSDKYTYFDLNNIEDSALRSLVA 307
NTDB id 1139164 DQM54 RS10775 WP 111724324.1 QLQLYTDEIVGLYNEIRGFRHDYAGMLTSLQTGINSGDMKEVERIFHNVLSQANISLRSDDYTFFELNNVQDTALRSVLI 317
NTDB id 419 DQL23 RS10745 WP 060553298.1 QLQLYTDEIVGLYNEIRGFRHDYAGMLISLQTGINSGDMKEVERIFHNVLSQANISLRSDDYTFFELNNVQDTALRSVLI 317
NTDB id 416 SGO RS10505 WP 012131078.1 QLQLYTDEIVGLYNEIRGFRHDYAGMLTSLQTGINSGDMKEVERIFHNVLSQANISLRSDDYTFFELNNVQDTALRSVLI 318
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NTDB id 486 SM12261 RS09375 WP 020902616.1 QSIVYARNNGVEFTLEVKDKITKLPIELLDLVRIMSVLLNNAVEGSADSYKKQMEVAVIKMETETVIVIQNSCKMTMTPS 387
NTDB id 514 SMSK321 RS10615 WP 001048129.1 QSIVYARNNGVEFTLEVKDIITRLPIDLLDLVRIMSVLLNNAVEGSADSYKKQMEVAVIKMETETVIVIQNSCKMTMTPS 387
NTDB id 138 SP RS11430 WP 000364845.1 QSIVYARNNGVEFTLEVKDTITKLPIELLDLVRIMSVLLNNAVEGSADSYKKQMEVAVIKMETETVIVIQNSCKMTMTPS 387
NTDB id 249 KZH43 RS10250 WP 000362880.1 QSIVYARNNGVEFTLEVKDTITKLPIELLDLVRIMSVLLNNAVEGSADSYKKQMEVAVIKMETETVIVIQNSCKMTMTPS 387
NTDB id 208 SPD RS10925 WP 000362880.1 QSIVYARNNGVEFTLEVKDTITKLPIELLDLVRIMSVLLNNAVEGSADSYKKQMEVAVIKMETETVIVIQNSCKMTMTPS 387
NTDB id 174 SPR RS10405 WP 000362880.1 QSIVYARNNGVEFTLEVKDTITKLPIELLDLVRIMSVLLNNAVEGSADSYKKQMEVAVIKMETETVIVIQNSCKMTMTPS 387
NTDB id 1139164 DQM54 RS10775 WP 111724324.1 QTIFKARECGVEIVFEMKDVIGTLPMKLLDLVRVASVLLNNAVEGAAESPSKTMNVSLVKLDKEIVFVIQNSRQSRYINL 397
NTDB id 419 DQL23 RS10745 WP 060553298.1 QTIFKARECGVEIVFEMKDVIETLPMKLLDLVRVASVLLNNAVEGAAESPSKTMNVSLVKLDKEIVFVIQNSRQSRYINL 397
NTDB id 416 SGO RS10505 WP 012131078.1 QTIFKARECGVEIVFEMKDVIETLPMKLLDLVRVASVLLNNAVEGAAESPSKTMNVSLVKLDKEIVFVIQNSRQSRYINL 398
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METGNSYTF IRQVIVIRFKRKEEFQKE I
NTDB id 486 SM12261 RS09375 WP 020902616.1 GDLFALGFSTKGRNRGVGLNNVKELLDKYNNIILETEMEGSTFRQIIRFKREFE. 441
NTDB id 514 SMSK321 RS10615 WP 001048129.1 GDLFALGFSTKGRNRGVGLNNVKELLDKYNNIILETEMEGSTFRQIIRFKREFE. 441
NTDB id 138 SP RS11430 WP 000364845.1 GDLFALGFSTKGRNRGVGLNNVKELLDKYNNIILETEMEGSTFRQIIRFKREFE. 441
NTDB id 249 KZH43 RS10250 WP 000362880.1 GDLFALGFSTKGRNRGVGLNNVKELLDKYNNIILETEMEGSTFRQIIRFKREFE. 441
NTDB id 208 SPD RS10925 WP 000362880.1 GDLFALGFSTKGRNRGVGLNNVKELLDKYNNIILETEMEGSTFRQIIRFKREFE. 441
NTDB id 174 SPR RS10405 WP 000362880.1 GDLFALGFSTKGRNRGVGLNNVKELLDKYNNIILETEMEGSTFRQIIRFKREFE. 441
NTDB id 1139164 DQM54 RS10775 WP 111724324.1 EEIYEVGFSTKGENRGLGLNNVKEIIDKYDEVILETDIETNYFIQVVRFKRKEQI 452
NTDB id 419 DQL23 RS10745 WP 060553298.1 EEIYEVGFSTKGENRGLGLNNVKEIIDKYDEVILETDIETNYFIQVVRFKRKEKI 452
NTDB id 416 SGO RS10505 WP 012131078.1 EEIYEVGFSTKGENRGLGLNNVKEIIDKYDEVILETDIETNYFIQVVRFKRKEKI 453
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