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NTDB id 1169 A1552VC RS11075 WP 000648511.1 .......MKATQTLPLKNYRWKGINSNGK.KVSGQMLAISEIEVRDKLKDQHIQIKKLKKGSVSLLAR.LTHRVKSKDIT 71
NTDB id 1122870 EL216 RS09110 WP 085391167.1 MNQVKQGGRSAKADKGIRFNFEGRNTETEQIVRGEVVAKNEEEAKKKLQRRGIKPLRVSKV.....KAVRKKRITQEDIT 75
NTDB id 1113 AAA85695.1 219..1451( ) ..MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRV.....KTSSKRKITQEDIT 73
NTDB id 1112 NGFG RS09215 WP 003689811.1 ..MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRV.....KTSSKRKITQEDIT 73
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ........MDKNSPPLLTFHYQGINKAGQ.KMEGDIQARSLAIAKADLRKQGIVTNKVVKKRKPLFDR.KNKKITQADIT 70
NTDB id 1198 PSJM300 03950 AFN76868.1 ........MAQKAIKNSVFTWEGLDRQGA.KIKGELSGVSPALVKAQLRKQGINPQKVRKKSISLFS..AGKKIKPMDIA 69
NTDB id 1059 ABD1 RS01610 WP 000279215.1 .......MAVKKAQMMPTFAYEGVDRKGV.KIKGELPAKNMALAKVTLRKQGVTVRNIREKRKNILEGLFKKKVTTLDIT 72
NTDB id 1016 ACIAD RS01680 WP 004920476.1 .......MAAKKTQVMPVFAYEGVDRKGI.KLKGELPARNMALAKVTLRKQGITIRTIREKRKNIFEGLLKKKVKPLDIA 72
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NTDB id 1169 A1552VC RS11075 WP 000648511.1 ILTRQLATMLTTGVPIVQALKLVGDNHRKAEMKSILAQITKSVEAGTPLSKAMRTASAHFDTLYVDLVETGEMSGNLPEV 151
NTDB id 1122870 EL216 RS09110 WP 085391167.1 VFTRQLATMMKAGLPLMQAFEIVARGHSNPSMTQMLMQIRADVEQGSALGKAFAKHPKYFDRFYCNLIAAGEAGGVLESL 155
NTDB id 1113 AAA85695.1 219..1451( ) VFTRQLSTMINAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAAGETGGVLESL 153
NTDB id 1112 NGFG RS09215 WP 003689811.1 VFTRQLSTMIKAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAAGETGGVLESL 153
NTDB id 1252 GCO85 RS07730 WP 011213805.1 VFSRQLATMIESGIPLVQAFDIVAKGQSNKRLKDLIETIKHDIETGLTLAESLIKHPLYFNELFCNLVDAGEKSGSLDIM 150
NTDB id 1198 PSJM300 03950 AFN76868.1 LFTRQMATMMKAGVPLLQSFDIIGEGFDNPNMRKLVDDLKQEVAAGNSFASSLRKKPQYFDDLYCNLVDSGEQSGSLETL 149
NTDB id 1059 ABD1 RS01610 WP 000279215.1 IFTRQLATMMKAGVPLVQGFEIVAEGLENPAMREVVLGIKGEVEGGSTFASALRKYPQHFDNLFCSLVESGEQSGALETM 152
NTDB id 1016 ACIAD RS01680 WP 004920476.1 IFTRQLATMMKAGVPLVQAFEIVAEGLENPAMRDVVLGLKNEVEGGNTFAGALRKYPQYFDNLFCSLIESGEQSGSLEIM 152
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NTDB id 1169 A1552VC RS11075 WP 000648511.1 FERLATYREKSEQLRAKVIKALIYPSMVVLVALGVSYLMLTMVIPEFESMFKGFGAELPWFTQQVLKLSHWVQAYSLWAF 231
NTDB id 1122870 EL216 RS09110 WP 085391167.1 LDKLAVYKEKTQAIKKKVKSALTYPIAIIVVAIVLVFIMMVFVLPAFGEVYSNMGAELPGLTQIVMDMSKFFVDYAWVMV 235
NTDB id 1113 AAA85695.1 219..1451( ) LDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPALTQTVMDMSDFFVSYGWMVL 233
NTDB id 1112 NGFG RS09215 WP 003689811.1 LDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPPLTQTVMDMSDFFVSYGWMVL 233
NTDB id 1252 GCO85 RS07730 WP 011213805.1 LDKVATYKEKIEIIKKKIKKALTYPIAVMVVALLVTAGLLIYVVPQFESLFKGFGADLPAMTRAVITMSEFMQAYWYIIF 230
NTDB id 1198 PSJM300 03950 AFN76868.1 LDRVATYKEKTEALKAKIKKAMNYPIAVVLVAVIVTAILLIKVVPQFQDVFANFGAELPAFTLMVIGLSEALQAWWYVVL 229
NTDB id 1059 ABD1 RS01610 WP 000279215.1 LDRVAIYKEKSELLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFQDLFASFGADLPAFTQMVVNMSKWMQEYWFIMI 232
NTDB id 1016 ACIAD RS01680 WP 004920476.1 LDRVAVYKEKSEVLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFKDLFTSFGADLPAFTQLVVNMSNWMQDYWFILI 232
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NTDB id 1169 A1552VC RS11075 WP 000648511.1 I...AIAAAIFGLKALRKNSFQIRLKTSRLGLKFPIIGNVLAKASIAKFSRTLATSFAAGIPILASLKTTAKTSGNVHFE 308
NTDB id 1122870 EL216 RS09110 WP 085391167.1 VSIIGIGFGLYKWYK...KSPALQKRADAMLLKLPIFGEIVRKATIARWARTTSTLFAAGVPLVEVLDSVAGAAGNILYE 312
NTDB id 1113 AAA85695.1 219..1451( ) I...ALGFAIYRFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGAAGNLIYE 310
NTDB id 1112 NGFG RS09215 WP 003689811.1 I...ALGFAIYGFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGAAGNLIYE 310
NTDB id 1252 GCO85 RS07730 WP 011213805.1 G...ALGGVVYSFFYAKNHSLEFAQTIDRVMLKLPVIGPILEKAAIARFARTLSITFAAGLPLVEALKSVAGATGNIIYA 307
NTDB id 1198 PSJM300 03950 AFN76868.1 A...GFVGAAYAFKQAHTRSEKFRNWFDRLMLKVPVVGDILYKSSVARFARTLSTTFAAGVPLVDALDSVAGATGNVVFR 306
NTDB id 1059 ABD1 RS01610 WP 000279215.1 I...AIGAVIAAFLEAKKRSKKFRDGLDKLALKLPIFGDLVYKAIIARYSRTLATTFAAGVPLIDALESTAGATNNVIYE 309
NTDB id 1016 ACIAD RS01680 WP 004920476.1 L...VIGAAIAGFLEARKRSKRFRDQLDRLVLRLPIVGDLVYKAIIARYSRTLATTFAAGVPLIDALASTAGATNNTVYE 309
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NTDB id 1169 A1552VC RS11075 WP 000648511.1 TAINEVYRDTAAGMPMYIAMRNTEAFPEMVLQMVMIGEESGQLDDMLNKVATIYEFEVDNTVDNLGKILEPLIIVFLGTV 388
NTDB id 1122870 EL216 RS09110 WP 085391167.1 EATHDIRAKVTQGLSLTSSMQGTDMFPNMVLQMAAIGEESGSLDGMLNKVAEFYEDEVDNAVAQLSSLMEPIIMVVLGSI 392
NTDB id 1113 AAA85695.1 219..1451( ) EATREIRTRVIQGLSMTSGMRATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGWLSAMMEPIIILILGLV 390
NTDB id 1112 NGFG RS09215 WP 003689811.1 EATREIRTRVIQGLSMTSGMRATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGRLSAMMEPIIIVILGLV 390
NTDB id 1252 GCO85 RS07730 WP 011213805.1 KATDKIREEVATGQQMFIAMENTHLFPNMVIQMVAIGEESGALEKMLSKVADFYEEEVNNAVDALSSLLEPIIMSILGIL 387
NTDB id 1198 PSJM300 03950 AFN76868.1 SATNKIKSDVSSGMQLNFSMRTTGTFPSMAVQMTAIGEESGALDEMLSKVATFYEDEVDNMVDGLTALMEPMIMAVLGVL 386
NTDB id 1059 ABD1 RS01610 WP 000279215.1 KAVMKIREDVATGQQLQFAMRISNRFPSMAIQMVAIGEESGALDSMLDKVATYYENEVDNAVDGLTSMMEPLIMAILGVL 389
NTDB id 1016 ACIAD RS01680 WP 004920476.1 QAVLKIREDVSTGQQLNFAMRVSNRFPTMAIQMVAIGEESGALDEMLDKVANYYESEVDHAVDGLTSMMEPLIMAILGIL 389
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NTDB id 1169 A1552VC RS11075 WP 000648511.1 VGGLVVAMYLPIFNLMSVLG. 408
NTDB id 1122870 EL216 RS09110 WP 085391167.1 IGVILVAMYLPLFNLGNVVG. 412
NTDB id 1113 AAA85695.1 219..1451( ) IGTLLVAMYLPLFNLGNVVA* 410
NTDB id 1112 NGFG RS09215 WP 003689811.1 IGTLLVAMYLPLFNLGNVVA. 410
NTDB id 1252 GCO85 RS07730 WP 011213805.1 VGGLVVAMYLPIFKLGSAV.. 406
NTDB id 1198 PSJM300 03950 AFN76868.1 VGGLIIAMYLPIFQMGSVV.. 405
NTDB id 1059 ABD1 RS01610 WP 000279215.1 VGGLVIAMYLPIFQMGSVV.. 408
NTDB id 1016 ACIAD RS01680 WP 004920476.1 VGGLVIAMYLPIFQMGSVV.. 408
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