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NTDB id 1169 A1552VC RS11075 WP 000648511.1 ..........MKATQTLPLKNYRWKGINSNGKK.VSGQMLAISEIEVRDKLKDQHIQIKKLKKGSVSLLARL..THRVKS 67
NTDB id 1113 AAA85695.1 219..1451( ) ...MAKN..GGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRVKT......SSKRKITQ 69
NTDB id 1112 NGFG RS09215 WP 003689811.1 ...MAKN..GGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRVKT......SSKRKITQ 69
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ...........MDKNSPPLLTFHYQGINKAGQK.MEGDIQARSLAIAKADLRKQGIVTNKVVKKRKPLFDRK..NKKITQ 66
NTDB id 153923 AL038 RS10130 WP 062152445.1 MAEIAKKTADKGGVKSPKTEIFVWEGKDKQGKK.IKGEQTGTSEILVKAILRKQGVNPTRVRKKPKPLLGGGGGGKPITA 79
NTDB id 1198 PSJM300 03950 AFN76868.1 ...........MAQKAIKNSVFTWEGLDRQGAK.IKGELSGVSPALVKAQLRKQGINPQKVRKKSISLFS...AGKKIKP 65
NTDB id 1059 ABD1 RS01610 WP 000279215.1 ..........MAVKKAQMMPTFAYEGVDRKGVK.IKGELPAKNMALAKVTLRKQGVTVRNIREKRKNILEGL.FKKKVTT 68
NTDB id 1016 ACIAD RS01680 WP 004920476.1 ..........MAAKKTQVMPVFAYEGVDRKGIK.LKGELPARNMALAKVTLRKQGITIRTIREKRKNIFEGL.LKKKVKP 68
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NTDB id 1169 A1552VC RS11075 WP 000648511.1 KDITILTRQLATMLTTGVPIVQALKLVGDNHRKAEMKSILAQITKSVEAGTPLSKAMRTASAHFDTLYVDLVETGEMSGN 147
NTDB id 1113 AAA85695.1 219..1451( ) EDITVFTRQLSTMINAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAAGETGGV 149
NTDB id 1112 NGFG RS09215 WP 003689811.1 EDITVFTRQLSTMIKAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAAGETGGV 149
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ADITVFSRQLATMIESGIPLVQAFDIVAKGQSNKRLKDLIETIKHDIETGLTLAESLIKHPLYFNELFCNLVDAGEKSGS 146
NTDB id 153923 AL038 RS10130 WP 062152445.1 SDIAVFARQLTTMMGAGVPLIQAFDIVAQGQENPRMQKMLLEIKTTVEAGGTLADGLRQHPNEFDALFCNLVEAGEQAGA 159
NTDB id 1198 PSJM300 03950 AFN76868.1 MDIALFTRQMATMMKAGVPLLQSFDIIGEGFDNPNMRKLVDDLKQEVAAGNSFASSLRKKPQYFDDLYCNLVDSGEQSGS 145
NTDB id 1059 ABD1 RS01610 WP 000279215.1 LDITIFTRQLATMMKAGVPLVQGFEIVAEGLENPAMREVVLGIKGEVEGGSTFASALRKYPQHFDNLFCSLVESGEQSGA 148
NTDB id 1016 ACIAD RS01680 WP 004920476.1 LDIAIFTRQLATMMKAGVPLVQAFEIVAEGLENPAMRDVVLGLKNEVEGGNTFAGALRKYPQYFDNLFCSLIESGEQSGS 148
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NTDB id 1169 A1552VC RS11075 WP 000648511.1 LPEVFERLATYREKSEQLRAKVIKALIYPSMVVLVALGVSYLMLTMVIPEFESMFKGFGAELPWFTQQVLKLSHWVQAYS 227
NTDB id 1113 AAA85695.1 219..1451( ) LESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPALTQTVMDMSDFFVSYG 229
NTDB id 1112 NGFG RS09215 WP 003689811.1 LESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPPLTQTVMDMSDFFVSYG 229
NTDB id 1252 GCO85 RS07730 WP 011213805.1 LDIMLDKVATYKEKIEIIKKKIKKALTYPIAVMVVALLVTAGLLIYVVPQFESLFKGFGADLPAMTRAVITMSEFMQAYW 226
NTDB id 153923 AL038 RS10130 WP 062152445.1 LESLLDKVATYKEKTEGIKKKIKKALTYPIAVVVVAFIITAILMIFVVPVFADLFKGFGADLPALTQFVVDLSNLFVTYW 239
NTDB id 1198 PSJM300 03950 AFN76868.1 LETLLDRVATYKEKTEALKAKIKKAMNYPIAVVLVAVIVTAILLIKVVPQFQDVFANFGAELPAFTLMVIGLSEALQAWW 225
NTDB id 1059 ABD1 RS01610 WP 000279215.1 LETMLDRVAIYKEKSELLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFQDLFASFGADLPAFTQMVVNMSKWMQEYW 228
NTDB id 1016 ACIAD RS01680 WP 004920476.1 LEIMLDRVAVYKEKSEVLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFKDLFTSFGADLPAFTQLVVNMSNWMQDYW 228
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NTDB id 1169 A1552VC RS11075 WP 000648511.1 LWAFIAIAAAIFGLKALRKNSFQIRLKTSRLGLKFPIIGNVLAKASIAKFSRTLATSFAAGIPILASLKTTAKTSGNVHF 307
NTDB id 1113 AAA85695.1 219..1451( ) WMVLIALGFAIYRFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGAAGNLIY 309
NTDB id 1112 NGFG RS09215 WP 003689811.1 WMVLIALGFAIYGFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGAAGNLIY 309
NTDB id 1252 GCO85 RS07730 WP 011213805.1 YIIFGALGGVVYSFFYAKNHSLEFAQTIDRVMLKLPVIGPILEKAAIARFARTLSITFAAGLPLVEALKSVAGATGNIIY 306
NTDB id 153923 AL038 RS10130 WP 062152445.1 YIIFGVAIGGVIAFSQAKKRILAFDHFLQRLSLKMPIFGDLIGKSAVARFARTMATMFAAGTPMVEAMDSVAGATGNIVY 319
NTDB id 1198 PSJM300 03950 AFN76868.1 YVVLAGFVGAAYAFKQAHTRSEKFRNWFDRLMLKVPVVGDILYKSSVARFARTLSTTFAAGVPLVDALDSVAGATGNVVF 305
NTDB id 1059 ABD1 RS01610 WP 000279215.1 FIMIIAIGAVIAAFLEAKKRSKKFRDGLDKLALKLPIFGDLVYKAIIARYSRTLATTFAAGVPLIDALESTAGATNNVIY 308
NTDB id 1016 ACIAD RS01680 WP 004920476.1 FILILVIGAAIAGFLEARKRSKRFRDQLDRLVLRLPIVGDLVYKAIIARYSRTLATTFAAGVPLIDALASTAGATNNTVY 308
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NTDB id 1169 A1552VC RS11075 WP 000648511.1 ETAINEVYRDTAAGMPMYIAMRNTE.AFPEMVLQMVMIGEESGQLDDMLNKVATIYEFEVDNTVDNLGKILEPLIIVFLG 386
NTDB id 1113 AAA85695.1 219..1451( ) EEATREIRTRVIQGLSMTSGMRATE.LFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGWLSAMMEPIIILILG 388
NTDB id 1112 NGFG RS09215 WP 003689811.1 EEATREIRTRVIQGLSMTSGMRATE.LFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGRLSAMMEPIIIVILG 388
NTDB id 1252 GCO85 RS07730 WP 011213805.1 AKATDKIREEVATGQQMFIAMENTH.LFPNMVIQMVAIGEESGALEKMLSKVADFYEEEVNNAVDALSSLLEPIIMSILG 385
NTDB id 153923 AL038 RS10130 WP 062152445.1 FDAVMQIKDDVSTGTALATSMRNQGKIWPNMMIQMVQIGEESGALETMLSKVADFYEEEVDALVDAMSSLLEPMIMAFLG 399
NTDB id 1198 PSJM300 03950 AFN76868.1 RSATNKIKSDVSSGMQLNFSMRTTG.TFPSMAVQMTAIGEESGALDEMLSKVATFYEDEVDNMVDGLTALMEPMIMAVLG 384
NTDB id 1059 ABD1 RS01610 WP 000279215.1 EKAVMKIREDVATGQQLQFAMRISN.RFPSMAIQMVAIGEESGALDSMLDKVATYYENEVDNAVDGLTSMMEPLIMAILG 387
NTDB id 1016 ACIAD RS01680 WP 004920476.1 EQAVLKIREDVSTGQQLNFAMRVSN.RFPTMAIQMVAIGEESGALDEMLDKVANYYESEVDHAVDGLTSMMEPLIMAILG 387
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NTDB id 1169 A1552VC RS11075 WP 000648511.1 TVVGGLVVAMYLPIFNLMSVLG. 408
NTDB id 1113 AAA85695.1 219..1451( ) LVIGTLLVAMYLPLFNLGNVVA* 410
NTDB id 1112 NGFG RS09215 WP 003689811.1 LVIGTLLVAMYLPLFNLGNVVA. 410
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ILVGGLVVAMYLPIFKLGSAV.. 406
NTDB id 153923 AL038 RS10130 WP 062152445.1 IVIGGLVVAMYLPIFKMGSVV.. 420
NTDB id 1198 PSJM300 03950 AFN76868.1 VLVGGLIIAMYLPIFQMGSVV.. 405
NTDB id 1059 ABD1 RS01610 WP 000279215.1 VLVGGLVIAMYLPIFQMGSVV.. 408
NTDB id 1016 ACIAD RS01680 WP 004920476.1 ILVGGLVIAMYLPIFQMGSVV.. 408
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