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NTDB id 1402 DSB67 RS12670 WP 010643257.1 .......................MKTIAPQLKNYRWKGINSSG.KKTSGNVLAMTEIEVRERLDAQHIKIKKLKKGSISF 56
NTDB id 1169 A1552VC RS11075 WP 000648511.1 ......................MKATQTLPLKNYRWKGINSNG.KKVSGQMLAISEIEVRDKLKDQHIQIKKLKKGSVSL 57
NTDB id 1113 AAA85695.1 219..1451( ) ..............MAKNGGFSLF...AKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRVKT.. 61
NTDB id 1112 NGFG RS09215 WP 003689811.1 ..............MAKNGGFSLF...AKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRVKT.. 61
NTDB id 281056 C7S18 RS21400 WP 106893487.1 MATATAPRTTGRQTAVKAGAKQPAQPRYEQLQTFYWSAKDKRG.KVMKGEMMGKNENLVKAELRKQGLTPTTVSQKKAGM 79
NTDB id 1252 GCO85 RS07730 WP 011213805.1 .......................MDKNSPPLLTFHYQGINKAG.QKMEGDIQARSLAIAKADLRKQGIVTNKVVKKRKPL 56
NTDB id 1198 PSJM300 03950 AFN76868.1 .......................MAQKAIKNSVFTWEGLDRQG.AKIKGELSGVSPALVKAQLRKQGINPQKVRKKSISL 56
NTDB id 1059 ABD1 RS01610 WP 000279215.1 ......................MAVKKAQMMPTFAYEGVDRKG.VKIKGELPAKNMALAKVTLRKQGVTVRNIREKRKNI 57
NTDB id 1016 ACIAD RS01680 WP 004920476.1 ......................MAAKKTQVMPVFAYEGVDRKG.IKLKGELPARNMALAKVTLRKQGITIRTIREKRKNI 57
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NTDB id 1402 DSB67 RS12670 WP 010643257.1 ITK.ISHRVKGKDITIFTRQIATMLMTGVPIVQALKLVSENHKKAEMKSILMSVTRAVEAGTPMSKAMRTASTHFDPLYT 135
NTDB id 1169 A1552VC RS11075 WP 000648511.1 LAR.LTHRVKSKDITILTRQLATMLTTGVPIVQALKLVGDNHRKAEMKSILAQITKSVEAGTPLSKAMRTASAHFDTLYV 136
NTDB id 1113 AAA85695.1 219..1451( ) ...SSKRKITQEDITVFTRQLSTMINAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYC 138
NTDB id 1112 NGFG RS09215 WP 003689811.1 ...SSKRKITQEDITVFTRQLSTMIKAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYC 138
NTDB id 281056 C7S18 RS21400 WP 106893487.1 FA..KRGKVSAQEIAIFARQLATMMQSGVPMVQAFDIIASGQKNAAMSEMLTAVKNEIEGGSSLYEALGKFPVQFDELFR 157
NTDB id 1252 GCO85 RS07730 WP 011213805.1 FDR.KNKKITQADITVFSRQLATMIESGIPLVQAFDIVAKGQSNKRLKDLIETIKHDIETGLTLAESLIKHPLYFNELFC 135
NTDB id 1198 PSJM300 03950 AFN76868.1 FS..AGKKIKPMDIALFTRQMATMMKAGVPLLQSFDIIGEGFDNPNMRKLVDDLKQEVAAGNSFASSLRKKPQYFDDLYC 134
NTDB id 1059 ABD1 RS01610 WP 000279215.1 LEGLFKKKVTTLDITIFTRQLATMMKAGVPLVQGFEIVAEGLENPAMREVVLGIKGEVEGGSTFASALRKYPQHFDNLFC 137
NTDB id 1016 ACIAD RS01680 WP 004920476.1 FEGLLKKKVKPLDIAIFTRQLATMMKAGVPLVQAFEIVAEGLENPAMRDVVLGLKNEVEGGNTFAGALRKYPQYFDNLFC 137
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NTDB id 1402 DSB67 RS12670 WP 010643257.1 DLIATGEQSGNLSQVFERLATYREKSEQLRAKVIKALIYPAMVVLVALGVSYLMLTRVIPEFEKMFTGFGADLPAFTQMV 215
NTDB id 1169 A1552VC RS11075 WP 000648511.1 DLVETGEMSGNLPEVFERLATYREKSEQLRAKVIKALIYPSMVVLVALGVSYLMLTMVIPEFESMFKGFGAELPWFTQQV 216
NTDB id 1113 AAA85695.1 219..1451( ) NLVAAGETGGVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPALTQTV 218
NTDB id 1112 NGFG RS09215 WP 003689811.1 NLVAAGETGGVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPPLTQTV 218
NTDB id 281056 C7S18 RS21400 WP 106893487.1 NLVRAGEQAGVLDTVLDTVATYKENIEAIKGKIKKALFYPAAVIAVALIVSAILLIFVIPQFEAVFKGFGTDLPAFTQLY 237
NTDB id 1252 GCO85 RS07730 WP 011213805.1 NLVDAGEKSGSLDIMLDKVATYKEKIEIIKKKIKKALTYPIAVMVVALLVTAGLLIYVVPQFESLFKGFGADLPAMTRAV 215
NTDB id 1198 PSJM300 03950 AFN76868.1 NLVDSGEQSGSLETLLDRVATYKEKTEALKAKIKKAMNYPIAVVLVAVIVTAILLIKVVPQFQDVFANFGAELPAFTLMV 214
NTDB id 1059 ABD1 RS01610 WP 000279215.1 SLVESGEQSGALETMLDRVAIYKEKSELLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFQDLFASFGADLPAFTQMV 217
NTDB id 1016 ACIAD RS01680 WP 004920476.1 SLIESGEQSGSLEIMLDRVAVYKEKSEVLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFKDLFTSFGADLPAFTQLV 217
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NTDB id 1402 DSB67 RS12670 WP 010643257.1 LNLSAWTQNWGPFIGLSFVSLLISGKIMSQRSDSFRLLAARSSLRVPILGPVLSKAAIAKFSRTLATSFSAGIPILTALK 295
NTDB id 1169 A1552VC RS11075 WP 000648511.1 LKLSHWVQAYSLWAFIAIAAAIFGLKALRKNSFQIRLKTSRLGLKFPIIGNVLAKASIAKFSRTLATSFAAGIPILASLK 296
NTDB id 1113 AAA85695.1 219..1451( ) MDMSDFFVSYGWMVLIALGFAIYRFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLD 298
NTDB id 1112 NGFG RS09215 WP 003689811.1 MDMSDFFVSYGWMVLIALGFAIYGFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLD 298
NTDB id 281056 C7S18 RS21400 WP 106893487.1 VKASKFMVAYWWVVLFIGIAAAVTFLQAYKRSPAFAHFLDRMMLKLPVIGGILHSSAIARFSRTLALTFKSGVPLVEALE 317
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ITMSEFMQAYWYIIFGALGGVVYSFFYAKNHSLEFAQTIDRVMLKLPVIGPILEKAAIARFARTLSITFAAGLPLVEALK 295
NTDB id 1198 PSJM300 03950 AFN76868.1 IGLSEALQAWWYVVLAGFVGAAYAFKQAHTRSEKFRNWFDRLMLKVPVVGDILYKSSVARFARTLSTTFAAGVPLVDALD 294
NTDB id 1059 ABD1 RS01610 WP 000279215.1 VNMSKWMQEYWFIMIIAIGAVIAAFLEAKKRSKKFRDGLDKLALKLPIFGDLVYKAIIARYSRTLATTFAAGVPLIDALE 297
NTDB id 1016 ACIAD RS01680 WP 004920476.1 VNMSNWMQDYWFILILVIGAAIAGFLEARKRSKRFRDQLDRLVLRLPIVGDLVYKAIIARYSRTLATTFAAGVPLIDALA 297
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NTDB id 1402 DSB67 RS12670 WP 010643257.1 TTSKTSGNMHYQLAIEEVYRDTAAGMPMYIAMRHCHVFPELVLQMVMIGEESGRLDDMLNKIAAIYEFEVDNTVDNLSKI 375
NTDB id 1169 A1552VC RS11075 WP 000648511.1 TTAKTSGNVHFETAINEVYRDTAAGMPMYIAMRNTEAFPEMVLQMVMIGEESGQLDDMLNKVATIYEFEVDNTVDNLGKI 376
NTDB id 1113 AAA85695.1 219..1451( ) STAGAAGNLIYEEATREIRTRVIQGLSMTSGMRATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGWLSAM 378
NTDB id 1112 NGFG RS09215 WP 003689811.1 STAGAAGNLIYEEATREIRTRVIQGLSMTSGMRATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGRLSAM 378
NTDB id 281056 C7S18 RS21400 WP 106893487.1 TVGGATGSMIYNEATKRIKEDVAVGYQLNIAMRQVNLFPPMVIQMTAIGEEAGSLDTMLTKVAEFFEREVNNAVDALSSL 397
NTDB id 1252 GCO85 RS07730 WP 011213805.1 SVAGATGNIIYAKATDKIREEVATGQQMFIAMENTHLFPNMVIQMVAIGEESGALEKMLSKVADFYEEEVNNAVDALSSL 375
NTDB id 1198 PSJM300 03950 AFN76868.1 SVAGATGNVVFRSATNKIKSDVSSGMQLNFSMRTTGTFPSMAVQMTAIGEESGALDEMLSKVATFYEDEVDNMVDGLTAL 374
NTDB id 1059 ABD1 RS01610 WP 000279215.1 STAGATNNVIYEKAVMKIREDVATGQQLQFAMRISNRFPSMAIQMVAIGEESGALDSMLDKVATYYENEVDNAVDGLTSM 377
NTDB id 1016 ACIAD RS01680 WP 004920476.1 STAGATNNTVYEQAVLKIREDVSTGQQLNFAMRVSNRFPTMAIQMVAIGEESGALDEMLDKVANYYESEVDHAVDGLTSM 377
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NTDB id 1402 DSB67 RS12670 WP 010643257.1 LEPLIIVFLGVVVGGLVTAMYLPIFNLMSVLG. 407
NTDB id 1169 A1552VC RS11075 WP 000648511.1 LEPLIIVFLGTVVGGLVVAMYLPIFNLMSVLG. 408
NTDB id 1113 AAA85695.1 219..1451( ) MEPIIILILGLVIGTLLVAMYLPLFNLGNVVA* 410
NTDB id 1112 NGFG RS09215 WP 003689811.1 MEPIIIVILGLVIGTLLVAMYLPLFNLGNVVA. 410
NTDB id 281056 C7S18 RS21400 WP 106893487.1 LEPFIMVIIGTMVGSMVIAMYLPIFKMAATV.. 428
NTDB id 1252 GCO85 RS07730 WP 011213805.1 LEPIIMSILGILVGGLVVAMYLPIFKLGSAV.. 406
NTDB id 1198 PSJM300 03950 AFN76868.1 MEPMIMAVLGVLVGGLIIAMYLPIFQMGSVV.. 405
NTDB id 1059 ABD1 RS01610 WP 000279215.1 MEPLIMAILGVLVGGLVIAMYLPIFQMGSVV.. 408
NTDB id 1016 ACIAD RS01680 WP 004920476.1 MEPLIMAILGILVGGLVIAMYLPIFQMGSVV.. 408
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