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NTDB id 1169 A1552VC RS11075 WP 000648511.1 .................MKATQTLPLKNYRWKGINSN.GKKVSGQMLAISEIEVRDKLKDQHIQIKKLKKGSVSLLAR.L 61
NTDB id 1402 DSB67 RS12670 WP 010643257.1 ..................MKTIAPQLKNYRWKGINSS.GKKTSGNVLAMTEIEVRERLDAQHIKIKKLKKGSISFITK.I 60
NTDB id 1113 AAA85695.1 219..1451( ) .........MAKNGGF...SLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRVKTS.....S 63
NTDB id 1112 NGFG RS09215 WP 003689811.1 .........MAKNGGF...SLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRVKTS.....S 63
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ..................MDKNSPPLLTFHYQGINKA.GQKMEGDIQARSLAIAKADLRKQGIVTNKVVKKRKPLFDR.K 60
NTDB id 86622 K5627 RS02250 WP 221059354.1 MATATATAPAKSNKAKNKGAKAQPKIHTFTWKGQNRD.GKLSSGELRGTSITEIKTLLKSQGINPKTVRKKSTSLLGG.. 77
NTDB id 1198 PSJM300 03950 AFN76868.1 ..................MAQKAIKNSVFTWEGLDRQ.GAKIKGELSGVSPALVKAQLRKQGINPQKVRKKSISLFS..A 59
NTDB id 1016 ACIAD RS01680 WP 004920476.1 .................MAAKKTQVMPVFAYEGVDRK.GIKLKGELPARNMALAKVTLRKQGITIRTIREKRKNIFEGLL 62
NTDB id 1059 ABD1 RS01610 WP 000279215.1 .................MAVKKAQMMPTFAYEGVDRK.GVKIKGELPAKNMALAKVTLRKQGVTVRNIREKRKNILEGLF 62
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NTDB id 1169 A1552VC RS11075 WP 000648511.1 THRVKSKDITILTRQLATMLTTGVPIVQALKLVGDNHRKAEMKSILAQITKSVEAGTPLSKAMRTASAHFDTLYVDLVET 141
NTDB id 1402 DSB67 RS12670 WP 010643257.1 SHRVKGKDITIFTRQIATMLMTGVPIVQALKLVSENHKKAEMKSILMSVTRAVEAGTPMSKAMRTASTHFDPLYTDLIAT 140
NTDB id 1113 AAA85695.1 219..1451( ) KRKITQEDITVFTRQLSTMINAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAA 143
NTDB id 1112 NGFG RS09215 WP 003689811.1 KRKITQEDITVFTRQLSTMIKAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAA 143
NTDB id 1252 GCO85 RS07730 WP 011213805.1 NKKITQADITVFSRQLATMIESGIPLVQAFDIVAKGQSNKRLKDLIETIKHDIETGLTLAESLIKHPLYFNELFCNLVDA 140
NTDB id 86622 K5627 RS02250 WP 221059354.1 DKKIKPMDIAVITRQIATMLAAGVPLVTSIELIARGHEKNKVRVLLGTVLADVQAGIPLSDALRPHRVYFDDLYVDLVAA 157
NTDB id 1198 PSJM300 03950 AFN76868.1 GKKIKPMDIALFTRQMATMMKAGVPLLQSFDIIGEGFDNPNMRKLVDDLKQEVAAGNSFASSLRKKPQYFDDLYCNLVDS 139
NTDB id 1016 ACIAD RS01680 WP 004920476.1 KKKVKPLDIAIFTRQLATMMKAGVPLVQAFEIVAEGLENPAMRDVVLGLKNEVEGGNTFAGALRKYPQYFDNLFCSLIES 142
NTDB id 1059 ABD1 RS01610 WP 000279215.1 KKKVTTLDITIFTRQLATMMKAGVPLVQGFEIVAEGLENPAMREVVLGIKGEVEGGSTFASALRKYPQHFDNLFCSLVES 142
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NTDB id 1169 A1552VC RS11075 WP 000648511.1 GEMSGNLPEVFERLATYREKSEQLRAKVIKALIYPSMVVLVALGVSYLMLTMVIPEFESMFKGFGAELPWFTQQVLKLSH 221
NTDB id 1402 DSB67 RS12670 WP 010643257.1 GEQSGNLSQVFERLATYREKSEQLRAKVIKALIYPAMVVLVALGVSYLMLTRVIPEFEKMFTGFGADLPAFTQMVLNLSA 220
NTDB id 1113 AAA85695.1 219..1451( ) GETGGVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPALTQTVMDMSD 223
NTDB id 1112 NGFG RS09215 WP 003689811.1 GETGGVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPPLTQTVMDMSD 223
NTDB id 1252 GCO85 RS07730 WP 011213805.1 GEKSGSLDIMLDKVATYKEKIEIIKKKIKKALTYPIAVMVVALLVTAGLLIYVVPQFESLFKGFGADLPAMTRAVITMSE 220
NTDB id 86622 K5627 RS02250 WP 221059354.1 GEHSGSLDAVFDRIATYREKSEALKSKIKKAMFYPAAVVVVAMAVTALLLVVVVPQFEEIFNGFGAELPAFTQLIVSISR 237
NTDB id 1198 PSJM300 03950 AFN76868.1 GEQSGSLETLLDRVATYKEKTEALKAKIKKAMNYPIAVVLVAVIVTAILLIKVVPQFQDVFANFGAELPAFTLMVIGLSE 219
NTDB id 1016 ACIAD RS01680 WP 004920476.1 GEQSGSLEIMLDRVAVYKEKSEVLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFKDLFTSFGADLPAFTQLVVNMSN 222
NTDB id 1059 ABD1 RS01610 WP 000279215.1 GEQSGALETMLDRVAIYKEKSELLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFQDLFASFGADLPAFTQMVVNMSK 222
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NTDB id 1169 A1552VC RS11075 WP 000648511.1 WVQAYSLWAFIAIAAAIFGLKALRKNSFQIRLKTSRLGLKFPIIGNVLAKASIAKFSRTLATSFAAGIPILASLKTTAKT 301
NTDB id 1402 DSB67 RS12670 WP 010643257.1 WTQNWGPFIGLSFVSLLISGKIMSQRSDSFRLLAARSSLRVPILGPVLSKAAIAKFSRTLATSFSAGIPILTALKTTSKT 300
NTDB id 1113 AAA85695.1 219..1451( ) FFVSYGWMVLIALGFAIYRFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGA 303
NTDB id 1112 NGFG RS09215 WP 003689811.1 FFVSYGWMVLIALGFAIYGFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGA 303
NTDB id 1252 GCO85 RS07730 WP 011213805.1 FMQAYWYIIFGALGGVVYSFFYAKNHSLEFAQTIDRVMLKLPVIGPILEKAAIARFARTLSITFAAGLPLVEALKSVAGA 300
NTDB id 86622 K5627 RS02250 WP 221059354.1 ALQSTWYFFLVGVVISIWLFIRAHRNSENFRNRIDEMVLKIPLIGEILHKGAMARFARTLATTFAAGVPLIDGLESAAGA 317
NTDB id 1198 PSJM300 03950 AFN76868.1 ALQAWWYVVLAGFVGAAYAFKQAHTRSEKFRNWFDRLMLKVPVVGDILYKSSVARFARTLSTTFAAGVPLVDALDSVAGA 299
NTDB id 1016 ACIAD RS01680 WP 004920476.1 WMQDYWFILILVIGAAIAGFLEARKRSKRFRDQLDRLVLRLPIVGDLVYKAIIARYSRTLATTFAAGVPLIDALASTAGA 302
NTDB id 1059 ABD1 RS01610 WP 000279215.1 WMQEYWFIMIIAIGAVIAAFLEAKKRSKKFRDGLDKLALKLPIFGDLVYKAIIARYSRTLATTFAAGVPLIDALESTAGA 302
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NTDB id 1169 A1552VC RS11075 WP 000648511.1 SGNVHFETAINEVYRDTAAGMPMYIAMRNTEAFPEMVLQMVMIGEESGQLDDMLNKVATIYEFEVDNTVDNLGKILEPLI 381
NTDB id 1402 DSB67 RS12670 WP 010643257.1 SGNMHYQLAIEEVYRDTAAGMPMYIAMRHCHVFPELVLQMVMIGEESGRLDDMLNKIAAIYEFEVDNTVDNLSKILEPLI 380
NTDB id 1113 AAA85695.1 219..1451( ) AGNLIYEEATREIRTRVIQGLSMTSGMRATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGWLSAMMEPII 383
NTDB id 1112 NGFG RS09215 WP 003689811.1 AGNLIYEEATREIRTRVIQGLSMTSGMRATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGRLSAMMEPII 383
NTDB id 1252 GCO85 RS07730 WP 011213805.1 TGNIIYAKATDKIREEVATGQQMFIAMENTHLFPNMVIQMVAIGEESGALEKMLSKVADFYEEEVNNAVDALSSLLEPII 380
NTDB id 86622 K5627 RS02250 WP 221059354.1 SGNYVYRKALLNVRTEVMAGMQMNVAMRTTKLFPDMLIQMVMIGEESGSLDNMLNKVANIYEMQVDDAVDGLSSLIEPIM 397
NTDB id 1198 PSJM300 03950 AFN76868.1 TGNVVFRSATNKIKSDVSSGMQLNFSMRTTGTFPSMAVQMTAIGEESGALDEMLSKVATFYEDEVDNMVDGLTALMEPMI 379
NTDB id 1016 ACIAD RS01680 WP 004920476.1 TNNTVYEQAVLKIREDVSTGQQLNFAMRVSNRFPTMAIQMVAIGEESGALDEMLDKVANYYESEVDHAVDGLTSMMEPLI 382
NTDB id 1059 ABD1 RS01610 WP 000279215.1 TNNVIYEKAVMKIREDVATGQQLQFAMRISNRFPSMAIQMVAIGEESGALDSMLDKVATYYENEVDNAVDGLTSMMEPLI 382
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NTDB id 1169 A1552VC RS11075 WP 000648511.1 IVFLGTVVGGLVVAMYLPIFNLMSVLG. 408
NTDB id 1402 DSB67 RS12670 WP 010643257.1 IVFLGVVVGGLVTAMYLPIFNLMSVLG. 407
NTDB id 1113 AAA85695.1 219..1451( ) ILILGLVIGTLLVAMYLPLFNLGNVVA* 410
NTDB id 1112 NGFG RS09215 WP 003689811.1 IVILGLVIGTLLVAMYLPLFNLGNVVA. 410
NTDB id 1252 GCO85 RS07730 WP 011213805.1 MSILGILVGGLVVAMYLPIFKLGSAV.. 406
NTDB id 86622 K5627 RS02250 WP 221059354.1 MVVIGTIVGGLIVGMYLPIFNLGKVVG. 424
NTDB id 1198 PSJM300 03950 AFN76868.1 MAVLGVLVGGLIIAMYLPIFQMGSVV.. 405
NTDB id 1016 ACIAD RS01680 WP 004920476.1 MAILGILVGGLVIAMYLPIFQMGSVV.. 408
NTDB id 1059 ABD1 RS01610 WP 000279215.1 MAILGVLVGGLVIAMYLPIFQMGSVV.. 408
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