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NTDB id 1402 DSB67 RS12670 WP 010643257.1 .................MKTIAPQLKNYRWKGINSSGK.KTSGNVLAMTEIEVRERLDAQHIKIKKLKKGSISFIT.KIS 61
NTDB id 1169 A1552VC RS11075 WP 000648511.1 ................MKATQTLPLKNYRWKGINSNGK.KVSGQMLAISEIEVRDKLKDQHIQIKKLKKGSVSLLA.RLT 62
NTDB id 1113 AAA85695.1 219..1451( ) MAK...........NGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRVK.....TSSK 64
NTDB id 1112 NGFG RS09215 WP 003689811.1 MAK...........NGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRVK.....TSSK 64
NTDB id 1252 GCO85 RS07730 WP 011213805.1 .................MDKNSPPLLTFHYQGINKAGQ.KMEGDIQARSLAIAKADLRKQGIVTNKVVKKRKPLFD.RKN 61
NTDB id 394027 FS418 RS03515 WP 142871698.1 MATAATIKKRQTRNKKNNAKSQPKVFTFEWKGVNRDGQ.KTSGELKGSTAAEIRSQLKSQGVNPKSVKKQSASLFK.LGD 78
NTDB id 1198 PSJM300 03950 AFN76868.1 .................MAQKAIKNSVFTWEGLDRQGA.KIKGELSGVSPALVKAQLRKQGINPQKVRKKSISLFS..AG 60
NTDB id 1016 ACIAD RS01680 WP 004920476.1 ................MAAKKTQVMPVFAYEGVDRKGI.KLKGELPARNMALAKVTLRKQGITIRTIREKRKNIFEGLLK 63
NTDB id 1059 ABD1 RS01610 WP 000279215.1 ................MAVKKAQMMPTFAYEGVDRKGV.KIKGELPAKNMALAKVTLRKQGVTVRNIREKRKNILEGLFK 63
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NTDB id 1402 DSB67 RS12670 WP 010643257.1 HRVKGKDITIFTRQIATMLMTGVPIVQALKLVSENHKKAEMKSILMSVTRAVEAGTPMSKAMRTASTHFDPLYTDLIATG 141
NTDB id 1169 A1552VC RS11075 WP 000648511.1 HRVKSKDITILTRQLATMLTTGVPIVQALKLVGDNHRKAEMKSILAQITKSVEAGTPLSKAMRTASAHFDTLYVDLVETG 142
NTDB id 1113 AAA85695.1 219..1451( ) RKITQEDITVFTRQLSTMINAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAAG 144
NTDB id 1112 NGFG RS09215 WP 003689811.1 RKITQEDITVFTRQLSTMIKAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAAG 144
NTDB id 1252 GCO85 RS07730 WP 011213805.1 KKITQADITVFSRQLATMIESGIPLVQAFDIVAKGQSNKRLKDLIETIKHDIETGLTLAESLIKHPLYFNELFCNLVDAG 141
NTDB id 394027 FS418 RS03515 WP 142871698.1 PKISAMDIAMFTRQVATMLSAGVPLVTTIEMLGRGHEKAKVRELLATILNDVQSGIPLSDALRPHRKYFDDLYVDLVAAG 158
NTDB id 1198 PSJM300 03950 AFN76868.1 KKIKPMDIALFTRQMATMMKAGVPLLQSFDIIGEGFDNPNMRKLVDDLKQEVAAGNSFASSLRKKPQYFDDLYCNLVDSG 140
NTDB id 1016 ACIAD RS01680 WP 004920476.1 KKVKPLDIAIFTRQLATMMKAGVPLVQAFEIVAEGLENPAMRDVVLGLKNEVEGGNTFAGALRKYPQYFDNLFCSLIESG 143
NTDB id 1059 ABD1 RS01610 WP 000279215.1 KKVTTLDITIFTRQLATMMKAGVPLVQGFEIVAEGLENPAMREVVLGIKGEVEGGSTFASALRKYPQHFDNLFCSLVESG 143
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NTDB id 1402 DSB67 RS12670 WP 010643257.1 EQSGNLSQVFERLATYREKSEQLRAKVIKALIYPAMVVLVALGVSYLMLTRVIPEFEKMFTGFGADLPAFTQMVLNLSAW 221
NTDB id 1169 A1552VC RS11075 WP 000648511.1 EMSGNLPEVFERLATYREKSEQLRAKVIKALIYPSMVVLVALGVSYLMLTMVIPEFESMFKGFGAELPWFTQQVLKLSHW 222
NTDB id 1113 AAA85695.1 219..1451( ) ETGGVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPALTQTVMDMSDF 224
NTDB id 1112 NGFG RS09215 WP 003689811.1 ETGGVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPPLTQTVMDMSDF 224
NTDB id 1252 GCO85 RS07730 WP 011213805.1 EKSGSLDIMLDKVATYKEKIEIIKKKIKKALTYPIAVMVVALLVTAGLLIYVVPQFESLFKGFGADLPAMTRAVITMSEF 221
NTDB id 394027 FS418 RS03515 WP 142871698.1 EHSGSLDAVFDRIAMYREKAEALKSKIKKAMFYPAAVVVVAIGVTTLLLLFVVPQFQEIFAGFGAELPAFTQLVIEISEA 238
NTDB id 1198 PSJM300 03950 AFN76868.1 EQSGSLETLLDRVATYKEKTEALKAKIKKAMNYPIAVVLVAVIVTAILLIKVVPQFQDVFANFGAELPAFTLMVIGLSEA 220
NTDB id 1016 ACIAD RS01680 WP 004920476.1 EQSGSLEIMLDRVAVYKEKSEVLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFKDLFTSFGADLPAFTQLVVNMSNW 223
NTDB id 1059 ABD1 RS01610 WP 000279215.1 EQSGALETMLDRVAIYKEKSELLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFQDLFASFGADLPAFTQMVVNMSKW 223
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NTDB id 1402 DSB67 RS12670 WP 010643257.1 TQNWGPFIGLSFVSLLISGKIMSQRSDSFRLLAARSSLRVPILGPVLSKAAIAKFSRTLATSFSAGIPILTALKTTSKTS 301
NTDB id 1169 A1552VC RS11075 WP 000648511.1 VQAYSLWAFIAIAAAIFGLKALRKNSFQIRLKTSRLGLKFPIIGNVLAKASIAKFSRTLATSFAAGIPILASLKTTAKTS 302
NTDB id 1113 AAA85695.1 219..1451( ) FVSYGWMVLIALGFAIYRFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGAA 304
NTDB id 1112 NGFG RS09215 WP 003689811.1 FVSYGWMVLIALGFAIYGFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGAA 304
NTDB id 1252 GCO85 RS07730 WP 011213805.1 MQAYWYIIFGALGGVVYSFFYAKNHSLEFAQTIDRVMLKLPVIGPILEKAAIARFARTLSITFAAGLPLVEALKSVAGAT 301
NTDB id 394027 FS418 RS03515 WP 142871698.1 LQASWYIFAVAIIITIILFKRAHLHSQKFRDQVDAAMLKIPAIGPILHKAAMARFARTLSTTFAAGVPLIDGLESAAGAS 318
NTDB id 1198 PSJM300 03950 AFN76868.1 LQAWWYVVLAGFVGAAYAFKQAHTRSEKFRNWFDRLMLKVPVVGDILYKSSVARFARTLSTTFAAGVPLVDALDSVAGAT 300
NTDB id 1016 ACIAD RS01680 WP 004920476.1 MQDYWFILILVIGAAIAGFLEARKRSKRFRDQLDRLVLRLPIVGDLVYKAIIARYSRTLATTFAAGVPLIDALASTAGAT 303
NTDB id 1059 ABD1 RS01610 WP 000279215.1 MQEYWFIMIIAIGAVIAAFLEAKKRSKKFRDGLDKLALKLPIFGDLVYKAIIARYSRTLATTFAAGVPLIDALESTAGAT 303
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NTDB id 1402 DSB67 RS12670 WP 010643257.1 GNMHYQLAIEEVYRDTAAGMPMYIAMRHCHVFPELVLQMVMIGEESGRLDDMLNKIAAIYEFEVDNTVDNLSKILEPLII 381
NTDB id 1169 A1552VC RS11075 WP 000648511.1 GNVHFETAINEVYRDTAAGMPMYIAMRNTEAFPEMVLQMVMIGEESGQLDDMLNKVATIYEFEVDNTVDNLGKILEPLII 382
NTDB id 1113 AAA85695.1 219..1451( ) GNLIYEEATREIRTRVIQGLSMTSGMRATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGWLSAMMEPIII 384
NTDB id 1112 NGFG RS09215 WP 003689811.1 GNLIYEEATREIRTRVIQGLSMTSGMRATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGRLSAMMEPIII 384
NTDB id 1252 GCO85 RS07730 WP 011213805.1 GNIIYAKATDKIREEVATGQQMFIAMENTHLFPNMVIQMVAIGEESGALEKMLSKVADFYEEEVNNAVDALSSLLEPIIM 381
NTDB id 394027 FS418 RS03515 WP 142871698.1 GNAVYRKALIKVRSEVMAGMQMNVAMRTTKLFPDMLIQMVMIGEESGGLDDMLNKVANIYEMQVDDAVDGLSSLIEPIMM 398
NTDB id 1198 PSJM300 03950 AFN76868.1 GNVVFRSATNKIKSDVSSGMQLNFSMRTTGTFPSMAVQMTAIGEESGALDEMLSKVATFYEDEVDNMVDGLTALMEPMIM 380
NTDB id 1016 ACIAD RS01680 WP 004920476.1 NNTVYEQAVLKIREDVSTGQQLNFAMRVSNRFPTMAIQMVAIGEESGALDEMLDKVANYYESEVDHAVDGLTSMMEPLIM 383
NTDB id 1059 ABD1 RS01610 WP 000279215.1 NNVIYEKAVMKIREDVATGQQLQFAMRISNRFPSMAIQMVAIGEESGALDSMLDKVATYYENEVDNAVDGLTSMMEPLIM 383
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NTDB id 1402 DSB67 RS12670 WP 010643257.1 VFLGVVVGGLVTAMYLPIFNLMSVLG. 407
NTDB id 1169 A1552VC RS11075 WP 000648511.1 VFLGTVVGGLVVAMYLPIFNLMSVLG. 408
NTDB id 1113 AAA85695.1 219..1451( ) LILGLVIGTLLVAMYLPLFNLGNVVA* 410
NTDB id 1112 NGFG RS09215 WP 003689811.1 VILGLVIGTLLVAMYLPLFNLGNVVA. 410
NTDB id 1252 GCO85 RS07730 WP 011213805.1 SILGILVGGLVVAMYLPIFKLGSAV.. 406
NTDB id 394027 FS418 RS03515 WP 142871698.1 VVIGTLVGGLIIAMYLPIFEMGKII.. 423
NTDB id 1198 PSJM300 03950 AFN76868.1 AVLGVLVGGLIIAMYLPIFQMGSVV.. 405
NTDB id 1016 ACIAD RS01680 WP 004920476.1 AILGILVGGLVIAMYLPIFQMGSVV.. 408
NTDB id 1059 ABD1 RS01610 WP 000279215.1 AILGVLVGGLVIAMYLPIFQMGSVV.. 408
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