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NTDB id 1039304 ACDJ02 RS02470 WP 151834015.1 MNTELKKFQRNKLWYAICSSSLVMTWLMTASVVQASDLQIYAVPKAGKKTIIMMLDTSGSMGYGAGYNSGNTSGFGIYDD 80
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NTDB id 1039304 ACDJ02 RS02470 WP 151834015.1 RCFDRLTRLKDGMFKFLDSGDSNLPATLVGVGNFSSSSRDSTDGDGKTGQILVPTAKLGDVSTANTSGSQRYLLKDAIAH 240
NTDB id 1063 ABD1 RS15730 WP 000768961.1 .GENRLAMLKNGMNAFLASNNPVLNDTRVGLGNFS......ADGDSRSGQILVAAAPLGDASTLNTMGSQRYKLKQAVAS 139
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logo LQTASYGNGYTPSTAHNAYAEAAAYLMGTTTLAKNPFINVLTVDQAKDP I
WYFKQSVATTSYTCPTSGNKYLNPNNGVCYSVTYDSRGTYGGTTSNSARGT

NTDB id 1039304 ACDJ02 RS02470 WP 151834015.1 LQAYNGTPTANAYAEAAAYLMGTTTLAPFVTVQKDWYKQVATTSYTCPTSGNKYLNPNNGVCYSTYSRGTYGGTTSNSAT 320
NTDB id 1063 ABD1 RS15730 WP 000768961.1 LTASGYTPSAHAYAEAAAYLMGTTTLKNINLVDAPIYFS.......................YVTYDR..........RG 186
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NTDB id 1039304 ACDJ02 RS02470 WP 151834015.1 SINITYTQCTAWSTTSFSGTPSQSCSTWGTSLGSTVPS..DLAQDGNYQASGSPSTTGGSTSNTGSSTTTTIYYVNDSQS 398
NTDB id 1063 ABD1 RS15730 WP 000768961.1 RVITNYHACTEWNTE......GTICNSWDSSSLSNPPVISGLQQASCTANIGWQLLSGTCYKKTG......LITI..... 249
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NTDB id 1039304 ACDJ02 RS02470 WP 151834015.1 NPSSGYNGYSGFSKSVSTSKNGTSTNSATAYISPLPATADRVSCDGQGVYLLSDGAANSSGTAIAQSLMKNSLDSS.GGS 477
NTDB id 1063 ABD1 RS15730 WP 000768961.1 .....NNLDSGFNKSIS....GSKNTDQSQYNSPLPAVANRQSCDGQGIYFLSDGEPNKTTDTRSASIMSTALGSTFGAD 320
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NTDB id 1039304 ACDJ02 RS02470 WP 151834015.1 FSCPNSGGLTTSDSSAAYNCIGEYAKALFDKTRNPTGVPIQTAFVGFGNDFKAGLNGVFSQDYALSSCKLGSRSQNERRS 557
NTDB id 1063 ABD1 RS15730 WP 000768961.1 FNC..SGGLSNTTADSGWACMGEFAKRLFDKTKNPAGVSIQTAFVGFGSDFSSLS.....SSDVKNACRLSSRTQFDRGG 393
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NTDB id 1039304 ACDJ02 RS02470 WP 151834015.1 NDQCSPGTTPSSQAITAPGYGNGVFNAAFDADDVTNSVIKFINAIGGIPLDPLTTGQISVPYDALNPNNLSQTGYLRAFE 637
NTDB id 1063 ABD1 RS15730 WP 000768961.1 DDLCSPNQT..TNAITAPGYGNGGFFSTQSAQGVTDSVIAFINNLDKVPLEPLTTGAISVPYDALNPKNLQEYGYLRAFE 471
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NTDB id 1039304 ACDJ02 RS02470 WP 151834015.1 PDPASSYLTWKGNLKKYSVAMSGANIGAFQGASGGLVYDDTGGFKTGTKDYWNTSAYTDGGKVFLGGAYLQVPLPYNGQT 717
NTDB id 1063 ABD1 RS15730 WP 000768961.1 PNPANTYLTWRGNLKKYHVVLSGTNAGAFEANTGGLVYNATGAFRTGTKDYWNSSTYNDGGKVFFGGSYAKVPLPIAGQN 551
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logo ETRTDATENGLNITKRYAYYATAVQSSKI
LRNLFTDVSAVATAGDSGSLSLTPSTKTGI SQTSGTNLLKQIPAEAKPAPESGTNAPFDNSTVASNS ITASTYVLGKFDPSNTG

NTDB id 1039304 ACDJ02 RS02470 WP 151834015.1 ETTDTNGLITRYAYTASSKLRNLFTDVSAVTGSSLTPSTGSQSGTNLLQIPEKPAS...AFNSVSSIATYVLGKFDPSNG 794
NTDB id 1063 ABD1 RS15730 WP 000768961.1 ETRDAEGNITKYYYAVQSKIRNLFTDVSAVAADGSL.TKISTSGTNLLKIPAAPPEGTNPFDTVANTASYVLGKFDPSTG 630
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NTDB id 1039304 ACDJ02 RS02470 WP 151834015.1 QAVLKDFPTTIKLKLLNYLGYSTDITSSSLPTNLTAQDAPYLSMGGSIHSLPVQLTYSGTLDSQGNLTSTRDQSIVYGSM 874
NTDB id 1063 ABD1 RS15730 WP 000768961.1 QNILKAFPISLKLKILNYLGYSTDISATTLPSSLVTSNEPYLSMGGSIHSLPVQLTYNGTLDDNGNLTSAREQSILYGTM 710
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logo EGGLHIVDASSGEI EQMVFVPASDE I LNDPSTVAKSKALVVGQSTDAI LSASPASHGMVDAGATWVSDPASYANI STTAVGTSGGSSATVSTKVTAKRQMNIY
NTDB id 1039304 ACDJ02 RS02470 WP 151834015.1 EGGLHIVDASSGEEQMVFVPSEILNDPTKSKALVVGQTDILSPSHGVDATWVSDPSYAISTATSGGSTVTKVTARQMNIY 954
NTDB id 1063 ABD1 RS15730 WP 000768961.1 EGGLHIVDASSGIEQMVFVPADILNDSVASKALVVGQSDASAPAHGMDGAWVSDPAYNITTVGSGSSAVSKVTAKQMNIY 790
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logo GGMRMGGNSSYYGLDNVLNSPSTSPKLLFR IDGAKDTQTSTDGFYDSRLMGQSTWSKPVLANI
VRYNGKS IRTRVLMIVGGGYDQCYEKNPNFI STLGTANV

NTDB id 1039304 ACDJ02 RS02470 WP 151834015.1 GGMRMGGNSYYGLNVLNPSSPKLLFRIDKTTSGFDRLGQTWSKPVLANVRYNGKITRVMIVGGGYDQCYENPNFSLGANV 1034
NTDB id 1063 ABD1 RS15730 WP 000768961.1 GGMRMGGSSYYGLDVLSPTSPKLLFRIGADQTDYSRMGQSWSKPVLANIRYNGSIRRVLIVGGGYDQCYEKPNITLT... 867
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NTDB id 1039304 ACDJ02 RS02470 WP 151834015.1 SNTDFTDTSCNNKSQAQGNAVYIINAKTGDLIWSATNSNGASDGRQYMTHSIVSRISTLDRDADGLVDHLYFGDLGGQVF 1114
NTDB id 1063 ABD1 RS15730 WP 000768961.1 .......DACFTNGKAKGNAVYIIDAKTGQRLWWTSDT.GSNTDNANMKHSIVSRISTLDRDADGLVDHLYFGDLGGQIF 939
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NTDB id 1039304 ACDJ02 RS02470 WP 151834015.1 RADLNNKATS....TSGFGVRVVRLANLATNDANNDANNDYRGSKAPRFYVQPTVTIHDQGANTFIVIGIASGNRSTPLD 1190
NTDB id 1063 ABD1 RS15730 WP 000768961.1 RVDLNNNQTKTNSTYSSFGVRVVRLANLATNDSTYDGTNDYTGGNAPRFYEPPTVTIHDYGIHTFITVGIASGDRSTPLD 1019
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NTDB id 1039304 ACDJ02 RS02470 WP 151834015.1 VYPIQGREGMLPANALNNQPTNNVYGILDRDFIKRDLITG.NPTLDTQDKERSAFKKNPQIL.TGTQRVVDFFFPSSGSG 1268
NTDB id 1063 ABD1 RS15730 WP 000768961.1 VYPLTGREGMTPTSALSGRPVNNVYGIIDRDFVKKNLMSLTDNQLETKDITRTGLRKNPQILRTGETRVAQIFFPTTGVG 1099
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NTDB id 1039304 ACDJ02 RS02470 WP 151834015.1 VAGWYRSLSSQNTSTSGINSVERADNSFRTKGGLKAFEEEPIAITNNLLVPVYDPEGTGIEPPNPCKPRVIGETDWQRYC 1348
NTDB id 1063 ABD1 RS15730 WP 000768961.1 KGGWYRSLSSTSD......GTEKANNSFRIKGGLKAFE.EPMAITGNLIIPVYDPQGTGIVAADPCLPRVVGETDRQTYC 1172
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NTDB id 1039304 ACDJ02 RS02470 WP 151834015.1 LPYGACLNSNGTLNTNLERKSGFLTK.TTNCPAGVGECNDNVLGAGIRGITFVPKPDS.GATNSCGKLTIAGNTQGTGEW 1426
NTDB id 1063 ABD1 RS15730 WP 000768961.1 LPFGACLNSDGSIDQNKENHSGFETQTGTNCPVGASECNKNVIGSGIRSVTFVPTEDNPPMTNSCGKLKLSGNEQGTGQW 1252
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logo QCTSHRL IVPQTRWYERYR
NTDB id 1039304 ACDJ02 RS02470 WP 151834015.1 QCTSRLIQTRWYERYR 1442
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