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NTDB id 1073 ABD1 RS00865 WP 015451369.1 MLTQLSSHHYHTLKVWYLVQHSLVSFKKIIDYFGNCEKATQPD............GLAKWSSLGLHANHLKRVNEFQTTQ 68
NTDB id 1017648 ABX024 RS08660 WP 367416354.1 MD...TQERLAWIELALTPFVGAETFLRIIKYFGSAQNALSASAAEISPFCQ.RQVSKYWHS..........DV.....A 61
NTDB id 1094 KZH42 RS01320 WP 002224767.1 MT...EDERFAWLQLAFTPYIGAESFLLLMRRFGSAQNALSAPAEQVAALIRHKQALEAWRNAEK......RAL.....A 66
NTDB id 1089 NMB RS00600 WP 002224767.1 MT...EDERFAWLQLAFTPYIGAESFLLLMRRFGSAQNALSAPAEQVAALIRHKQALEAWRNAEK......RAL.....A 66
NTDB id 1122 OK783 RS09595 WP 003705341.1 MT...EDERFAWLQLAFTPYIGAESFLLLMRSFGSAQNALSAPAEQVAPAVRHKHALEAWRNAEK......RAL.....A 66
NTDB id 1120 NGFG RS10355 WP 020997408.1 MT...EDERFAWLQLAFTPYIGAESFLLLMRSFGSAQNALSAPAEQVAPAVRHKHALEAWRNAEK......RAL.....A 66
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NTDB id 1073 ABD1 RS00865 WP 015451369.1 GQAQFEQLVQQVRQHTDFILTPDDSGYPTQLLPYTDHPPIIFGKGQAQALLQPQIAIVGSRKPSPHGRQVAYDFAYYLSE 148
NTDB id 1017648 ABX024 RS08660 WP 367416354.1 KQATEAAIEWERAHTDARLLLLADNDFPAMLTKGLTPPPLLFVRGDSQCLHQPALSIVGSRHATPQAMRITHDFAAALAR 141
NTDB id 1094 KZH42 RS01320 WP 002224767.1 RQAAEAALEWEMR.DGCRLMLLQDEDFPEMLTQGLTAPPVLFLRGNVQLLHKPSAAIVGSRHATPQAMRIAKDFGKSLGG 145
NTDB id 1089 NMB RS00600 WP 002224767.1 RQAAEAALEWEMR.DGCRLMLLQDEDFPEMLTQGLTAPPVLFLRGNVQLLHKPSAAIVGSRHATPQAMRIAKDFGKSLGG 145
NTDB id 1122 OK783 RS09595 WP 003705341.1 RQAAEAALEWEMR.DGCRLMLLQDEDFPEMLTQGLTAPPVLFLRGNVRLLHKPSAAIVGSRHATPQAMRIAKDFGRALGG 145
NTDB id 1120 NGFG RS10355 WP 020997408.1 RQAAEAALEWEMR.DGCRLMLLQDEDFPEMLTQGLTAPPVLFLRGNVRLLHKPSAAIVGSRHATPQAMRIAKDFGRALGG 145
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NTDB id 1073 ABD1 RS00865 WP 015451369.1 KGFFISSGLAYGIDEAAHQGASA.HQRTIAVTGTGLDTTYPAQNKKLAEYILAQNGAIITEFLPGTPPLQQHFPRRNRIV 227
NTDB id 1017648 ABX024 RS08660 WP 367416354.1 KGVTIISGMASGADTAAHQGALQAMGTTVAVWGTGIDRVYPARNKNLA.TQIAAHGCIISEFPLGTRPSPGNFPRRNRLI 220
NTDB id 1094 KZH42 RS01320 WP 002224767.1 KGIPVVSGMASGIDTAAHQGALQAEGGTIAVWGTGIDRIYPPVNKNLA.YEIAEKGLIVSEFPIGTRPYAGNFPRRNRLI 224
NTDB id 1089 NMB RS00600 WP 002224767.1 KGIPVVSGMASGIDTAAHQGALQAEGGTIAVWGTGIDRIYPPVNKNLA.YEIAEKGLIVSEFPIGTRPYAGNFPRRNRLI 224
NTDB id 1122 OK783 RS09595 WP 003705341.1 KGIPTVSGMASGIDTAAHQGALEAEGGTVAVWGTGIDRIYPPANKNLA.YEIAEKGLIVSEFPIGTRPYAGNFPRRNRLI 224
NTDB id 1120 NGFG RS10355 WP 020997408.1 KGIPTVSGMASGIDTAAHQGALEAEGGTIAVWGTGIDRIYPPANKNLA.YEIAEKGLIVSEFPIGTRPYAGNFPRRNRLI 224
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NTDB id 1073 ABD1 RS00865 WP 015451369.1 SGLSLGVLVVEATLKSGSLITANKAAEQGKTVFAIPGHIYSEFHQGCHQLIREGAILIDHPEQIIEDLALPTQWQSQQQN 307
NTDB id 1017648 ABX024 RS08660 WP 367416354.1 AALSQGTLVVEAAIESGSLITARLAGEMGREVMAIPGSIDNPLSKGCHALIKQGAKLVENLEDILQECPRLLQKKDLQ.. 298
NTDB id 1094 KZH42 RS01320 WP 002224767.1 AALSQVTLVVEAALESGSLITARLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLVECLDDILNECPGLLQNTGAS.. 302
NTDB id 1089 NMB RS00600 WP 002224767.1 AALSQVTLVVEAALESGSLITARLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLVECLDDILNECPGLLQNTGAS.. 302
NTDB id 1122 OK783 RS09595 WP 003705341.1 AALSQVTLVVEAALESGSLITAGLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLTECLDDILNECPGLLQNTGAS.. 302
NTDB id 1120 NGFG RS10355 WP 020997408.1 AALSQVTLVVEAALESGSLITAGLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLTECLDDILNECPGLLQNTGAS.. 302
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NTDB id 1073 ABD1 RS00865 WP 015451369.1 QTEEANTNTPEIREHL.............................IDLYQSLDWVGQNIDQLVVHHNIPVSELTSSLMEL 358
NTDB id 1017648 ABX024 RS08660 WP 367416354.1 ....SYSNRPHLQTDDISKSFTNTDSSE.DLLSVHSSDCILNPMEQQVLDGLGYGIMHPDMLVTALGMAATDVYAHLVTL 373
NTDB id 1094 KZH42 RS01320 WP 002224767.1 ....SYSINKGIPEKRITAVQTASDQLSLPEGKMPSEKTENRPVGGSILDRMGFDPVHPDVLAGQLAMPAADLYAALLEL 378
NTDB id 1089 NMB RS00600 WP 002224767.1 ....SYSINKGIPEKRITAVQTASDQLSLPEGKMPSEKTENRPVGGSILDRMGFDPVHPDVLAGQLAMPAADLYAALLEL 378
NTDB id 1122 OK783 RS09595 WP 003705341.1 ....SYSINKDTPDTGRRAVQTAY..APPPAAKMPSEGAAGGTAVGGILDKMGFDPVHPDVLAGQLAMPAADLYAALLEL 376
NTDB id 1120 NGFG RS10355 WP 020997408.1 ....SYSINKDTPDTGRRTVQTAY..APPPAAKMPSEGAAGGTAVGGILDKMGFDPIHPDVLAGQLAMPAADLYAALLEL 376
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logo ELGLDGLWSCIVTAMALQMQPSGGCLRYLQRCIKRST
NTDB id 1073 ABD1 RS00865 WP 015451369.1 ELLGLC.MQQSGLYLRCRS 376
NTDB id 1017648 ABX024 RS08660 WP 367416354.1 ELGGWITMLPGGCYQRIKS 392
NTDB id 1094 KZH42 RS01320 WP 002224767.1 ELDGSVAAMPGGRYQRIRT 397
NTDB id 1089 NMB RS00600 WP 002224767.1 ELDGSVAAMPGGRYQRIRT 397
NTDB id 1122 OK783 RS09595 WP 003705341.1 ELDGSVAAMPGGRYQRIRT 395
NTDB id 1120 NGFG RS10355 WP 020997408.1 ELDGSVAAMPGGRYQRIRT 395
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