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NTDB id 1402 DSB67 RS12670 WP 010643257.1 ................MKTIAPQLKNYRWKGINSSGKK.TSGNVLAMTEIEVRERLDAQHIKIKKLKKGSISF.ITKISH 62
NTDB id 1169 A1552VC RS11075 WP 000648511.1 ...............MKATQTLPLKNYRWKGINSNGKK.VSGQMLAISEIEVRDKLKDQHIQIKKLKKGSVSL.LARLTH 63
NTDB id 1113 AAA85695.1 219..1451( ) .......MAKNGGFS...LFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRV.....KTSSKR 65
NTDB id 1112 NGFG RS09215 WP 003689811.1 .......MAKNGGFS...LFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRV.....KTSSKR 65
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ................MDKNSPPLLTFHYQGINKAGQK.MEGDIQARSLAIAKADLRKQGIVTNKVVKKRKPL.FDRKNK 62
NTDB id 1016 ACIAD RS01680 WP 004920476.1 ...............MAAKKTQVMPVFAYEGVDRKGIK.LKGELPARNMALAKVTLRKQGITIRTIREKRKNIFEGLLKK 64
NTDB id 1059 ABD1 RS01610 WP 000279215.1 ...............MAVKKAQMMPTFAYEGVDRKGVK.IKGELPAKNMALAKVTLRKQGVTVRNIREKRKNILEGLFKK 64
NTDB id 421957 G3M63 RS00080 WP 150299529.1 MAQQAAALKRKPAPAKKKAKEPKIYPFKWEGKDRKGTK.ISGEIQGTNPALIKAQLRKQGILVTRINKSS..TLFGKRSK 77
NTDB id 1198 PSJM300 03950 AFN76868.1 ................MAQKAIKNSVFTWEGLDRQGAK.IKGELSGVSPALVKAQLRKQGINPQKVRKKS..ISLFSAGK 61
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NTDB id 1402 DSB67 RS12670 WP 010643257.1 RVKGKDITIFTRQIATMLMTGVPIVQALKLVSENHKKAEMKSILMSVTRAVEAGTPMSKAMRTASTHFDPLYTDLIATGE 142
NTDB id 1169 A1552VC RS11075 WP 000648511.1 RVKSKDITILTRQLATMLTTGVPIVQALKLVGDNHRKAEMKSILAQITKSVEAGTPLSKAMRTASAHFDTLYVDLVETGE 143
NTDB id 1113 AAA85695.1 219..1451( ) KITQEDITVFTRQLSTMINAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAAGE 145
NTDB id 1112 NGFG RS09215 WP 003689811.1 KITQEDITVFTRQLSTMIKAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAAGE 145
NTDB id 1252 GCO85 RS07730 WP 011213805.1 KITQADITVFSRQLATMIESGIPLVQAFDIVAKGQSNKRLKDLIETIKHDIETGLTLAESLIKHPLYFNELFCNLVDAGE 142
NTDB id 1016 ACIAD RS01680 WP 004920476.1 KVKPLDIAIFTRQLATMMKAGVPLVQAFEIVAEGLENPAMRDVVLGLKNEVEGGNTFAGALRKYPQYFDNLFCSLIESGE 144
NTDB id 1059 ABD1 RS01610 WP 000279215.1 KVTTLDITIFTRQLATMMKAGVPLVQGFEIVAEGLENPAMREVVLGIKGEVEGGSTFASALRKYPQHFDNLFCSLVESGE 144
NTDB id 421957 G3M63 RS00080 WP 150299529.1 AIKPLDIAFFTRQLATMMESGVPIVQAFEIIAEGAENPSLAKLVNTIKTDVAAGNTLADSLRQHPKYFDDLFCNLVESGE 157
NTDB id 1198 PSJM300 03950 AFN76868.1 KIKPMDIALFTRQMATMMKAGVPLLQSFDIIGEGFDNPNMRKLVDDLKQEVAAGNSFASSLRKKPQYFDDLYCNLVDSGE 141
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NTDB id 1402 DSB67 RS12670 WP 010643257.1 QSGNLSQVFERLATYREKSEQLRAKVIKALIYPAMVVLVALGVSYLMLTRVIPEFEKMFTGFGADLPAFTQMVLNLSAWT 222
NTDB id 1169 A1552VC RS11075 WP 000648511.1 MSGNLPEVFERLATYREKSEQLRAKVIKALIYPSMVVLVALGVSYLMLTMVIPEFESMFKGFGAELPWFTQQVLKLSHWV 223
NTDB id 1113 AAA85695.1 219..1451( ) TGGVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPALTQTVMDMSDFF 225
NTDB id 1112 NGFG RS09215 WP 003689811.1 TGGVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPPLTQTVMDMSDFF 225
NTDB id 1252 GCO85 RS07730 WP 011213805.1 KSGSLDIMLDKVATYKEKIEIIKKKIKKALTYPIAVMVVALLVTAGLLIYVVPQFESLFKGFGADLPAMTRAVITMSEFM 222
NTDB id 1016 ACIAD RS01680 WP 004920476.1 QSGSLEIMLDRVAVYKEKSEVLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFKDLFTSFGADLPAFTQLVVNMSNWM 224
NTDB id 1059 ABD1 RS01610 WP 000279215.1 QSGALETMLDRVAIYKEKSELLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFQDLFASFGADLPAFTQMVVNMSKWM 224
NTDB id 421957 G3M63 RS00080 WP 150299529.1 QSGRLESLLDRIATYKEKTEALKAKIKKAMTYPIAVVVVAIVVTAILLLKVVPQFKEVFSSFGAELPAFTLFVIGLSEWL 237
NTDB id 1198 PSJM300 03950 AFN76868.1 QSGSLETLLDRVATYKEKTEALKAKIKKAMNYPIAVVLVAVIVTAILLIKVVPQFQDVFANFGAELPAFTLMVIGLSEAL 221
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NTDB id 1402 DSB67 RS12670 WP 010643257.1 QNWGPFIGLSFVSLLISGKIMSQRSDSFRLLAARSSLRVPILGPVLSKAAIAKFSRTLATSFSAGIPILTALKTTSKTSG 302
NTDB id 1169 A1552VC RS11075 WP 000648511.1 QAYSLWAFIAIAAAIFGLKALRKNSFQIRLKTSRLGLKFPIIGNVLAKASIAKFSRTLATSFAAGIPILASLKTTAKTSG 303
NTDB id 1113 AAA85695.1 219..1451( ) VSYGWMVLIALGFAIYRFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGAAG 305
NTDB id 1112 NGFG RS09215 WP 003689811.1 VSYGWMVLIALGFAIYGFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGAAG 305
NTDB id 1252 GCO85 RS07730 WP 011213805.1 QAYWYIIFGALGGVVYSFFYAKNHSLEFAQTIDRVMLKLPVIGPILEKAAIARFARTLSITFAAGLPLVEALKSVAGATG 302
NTDB id 1016 ACIAD RS01680 WP 004920476.1 QDYWFILILVIGAAIAGFLEARKRSKRFRDQLDRLVLRLPIVGDLVYKAIIARYSRTLATTFAAGVPLIDALASTAGATN 304
NTDB id 1059 ABD1 RS01610 WP 000279215.1 QEYWFIMIIAIGAVIAAFLEAKKRSKKFRDGLDKLALKLPIFGDLVYKAIIARYSRTLATTFAAGVPLIDALESTAGATN 304
NTDB id 421957 G3M63 RS00080 WP 150299529.1 QSWWFIILIGLIVLGYVYTQVNRKSLKFRDAQDRALLKAPVVGKIIYEAAVARYARTLSTTFAAGVPLVDALDSVGGAVG 317
NTDB id 1198 PSJM300 03950 AFN76868.1 QAWWYVVLAGFVGAAYAFKQAHTRSEKFRNWFDRLMLKVPVVGDILYKSSVARFARTLSTTFAAGVPLVDALDSVAGATG 301
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NTDB id 1402 DSB67 RS12670 WP 010643257.1 NMHYQLAIEEVYRDTAAGMPMYIAMRHCHVFPELVLQMVMIGEESGRLDDMLNKIAAIYEFEVDNTVDNLSKILEPLIIV 382
NTDB id 1169 A1552VC RS11075 WP 000648511.1 NVHFETAINEVYRDTAAGMPMYIAMRNTEAFPEMVLQMVMIGEESGQLDDMLNKVATIYEFEVDNTVDNLGKILEPLIIV 383
NTDB id 1113 AAA85695.1 219..1451( ) NLIYEEATREIRTRVIQGLSMTSGMRATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGWLSAMMEPIIIL 385
NTDB id 1112 NGFG RS09215 WP 003689811.1 NLIYEEATREIRTRVIQGLSMTSGMRATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGRLSAMMEPIIIV 385
NTDB id 1252 GCO85 RS07730 WP 011213805.1 NIIYAKATDKIREEVATGQQMFIAMENTHLFPNMVIQMVAIGEESGALEKMLSKVADFYEEEVNNAVDALSSLLEPIIMS 382
NTDB id 1016 ACIAD RS01680 WP 004920476.1 NTVYEQAVLKIREDVSTGQQLNFAMRVSNRFPTMAIQMVAIGEESGALDEMLDKVANYYESEVDHAVDGLTSMMEPLIMA 384
NTDB id 1059 ABD1 RS01610 WP 000279215.1 NVIYEKAVMKIREDVATGQQLQFAMRISNRFPSMAIQMVAIGEESGALDSMLDKVATYYENEVDNAVDGLTSMMEPLIMA 384
NTDB id 421957 G3M63 RS00080 WP 150299529.1 NVVFRNAVMKVKEDVSAGSQLNFSMRTTNVFPSLAVQMAGIGEESGNLDGMLEKVADYYEAEVDNKVDNLTTLLEPLIMS 397
NTDB id 1198 PSJM300 03950 AFN76868.1 NVVFRSATNKIKSDVSSGMQLNFSMRTTGTFPSMAVQMTAIGEESGALDEMLSKVATFYEDEVDNMVDGLTALMEPMIMA 381
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NTDB id 1402 DSB67 RS12670 WP 010643257.1 FLGVVVGGLVTAMYLPIFNLMSVLG. 407
NTDB id 1169 A1552VC RS11075 WP 000648511.1 FLGTVVGGLVVAMYLPIFNLMSVLG. 408
NTDB id 1113 AAA85695.1 219..1451( ) ILGLVIGTLLVAMYLPLFNLGNVVA* 410
NTDB id 1112 NGFG RS09215 WP 003689811.1 ILGLVIGTLLVAMYLPLFNLGNVVA. 410
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ILGILVGGLVVAMYLPIFKLGSAV.. 406
NTDB id 1016 ACIAD RS01680 WP 004920476.1 ILGILVGGLVIAMYLPIFQMGSVV.. 408
NTDB id 1059 ABD1 RS01610 WP 000279215.1 ILGVLVGGLVIAMYLPIFQMGSVV.. 408
NTDB id 421957 G3M63 RS00080 WP 150299529.1 VLGVLVGGLIIAMYLPIFQLGSVV.. 421
NTDB id 1198 PSJM300 03950 AFN76868.1 VLGVLVGGLIIAMYLPIFQMGSVV.. 405
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