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NTDB id 1112 NGFG RS09215 WP 003689811.1 ........MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRVKT.....SSKRKI 67
NTDB id 1113 AAA85695.1 219..1451( ) ........MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRVKT.....SSKRKI 67
NTDB id 1169 A1552VC RS11075 WP 000648511.1 .............MKATQTLPLKNYRWKGINSNG.KKVSGQMLAISEIEVRDKLKDQHIQIKKLKKGSVSLLA.RLTHRV 65
NTDB id 1402 DSB67 RS12670 WP 010643257.1 ..............MKTIAPQLKNYRWKGINSSG.KKTSGNVLAMTEIEVRERLDAQHIKIKKLKKGSISFIT.KISHRV 64
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ..............MDKNSPPLLTFHYQGINKAG.QKMEGDIQARSLAIAKADLRKQGIVTNKVVKKRKPLFD.RKNKKI 64
NTDB id 29350 SPEA RS02220 WP 012153678.1 MATATIKPKKTRAKKTKNQSKVLTFEWKGTNRDG.TKTSGELRGVSSAEIRAQLKSQGVNPKSVKKQSAPLFK.LGDAKI 78
NTDB id 1198 PSJM300 03950 AFN76868.1 ..............MAQKAIKNSVFTWEGLDRQG.AKIKGELSGVSPALVKAQLRKQGINPQKVRKKSISLFS..AGKKI 63
NTDB id 1016 ACIAD RS01680 WP 004920476.1 .............MAAKKTQVMPVFAYEGVDRKG.IKLKGELPARNMALAKVTLRKQGITIRTIREKRKNIFEGLLKKKV 66
NTDB id 1059 ABD1 RS01610 WP 000279215.1 .............MAVKKAQMMPTFAYEGVDRKG.VKIKGELPAKNMALAKVTLRKQGVTVRNIREKRKNILEGLFKKKV 66
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NTDB id 1112 NGFG RS09215 WP 003689811.1 TQEDITVFTRQLSTMIKAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAAGETG 147
NTDB id 1113 AAA85695.1 219..1451( ) TQEDITVFTRQLSTMINAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAAGETG 147
NTDB id 1169 A1552VC RS11075 WP 000648511.1 KSKDITILTRQLATMLTTGVPIVQALKLVGDNHRKAEMKSILAQITKSVEAGTPLSKAMRTASAHFDTLYVDLVETGEMS 145
NTDB id 1402 DSB67 RS12670 WP 010643257.1 KGKDITIFTRQIATMLMTGVPIVQALKLVSENHKKAEMKSILMSVTRAVEAGTPMSKAMRTASTHFDPLYTDLIATGEQS 144
NTDB id 1252 GCO85 RS07730 WP 011213805.1 TQADITVFSRQLATMIESGIPLVQAFDIVAKGQSNKRLKDLIETIKHDIETGLTLAESLIKHPLYFNELFCNLVDAGEKS 144
NTDB id 29350 SPEA RS02220 WP 012153678.1 KPMDIAMVTRQIATMLAAGVPLVTTIELLGRGHEKAKMRELLATILAEIQSGIPLSDALRPHRQYFDDLYVDLVAAGEHS 158
NTDB id 1198 PSJM300 03950 AFN76868.1 KPMDIALFTRQMATMMKAGVPLLQSFDIIGEGFDNPNMRKLVDDLKQEVAAGNSFASSLRKKPQYFDDLYCNLVDSGEQS 143
NTDB id 1016 ACIAD RS01680 WP 004920476.1 KPLDIAIFTRQLATMMKAGVPLVQAFEIVAEGLENPAMRDVVLGLKNEVEGGNTFAGALRKYPQYFDNLFCSLIESGEQS 146
NTDB id 1059 ABD1 RS01610 WP 000279215.1 TTLDITIFTRQLATMMKAGVPLVQGFEIVAEGLENPAMREVVLGIKGEVEGGSTFASALRKYPQHFDNLFCSLVESGEQS 146
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NTDB id 1112 NGFG RS09215 WP 003689811.1 GVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPPLTQTVMDMSDFFVS 227
NTDB id 1113 AAA85695.1 219..1451( ) GVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPALTQTVMDMSDFFVS 227
NTDB id 1169 A1552VC RS11075 WP 000648511.1 GNLPEVFERLATYREKSEQLRAKVIKALIYPSMVVLVALGVSYLMLTMVIPEFESMFKGFGAELPWFTQQVLKLSHWVQA 225
NTDB id 1402 DSB67 RS12670 WP 010643257.1 GNLSQVFERLATYREKSEQLRAKVIKALIYPAMVVLVALGVSYLMLTRVIPEFEKMFTGFGADLPAFTQMVLNLSAWTQN 224
NTDB id 1252 GCO85 RS07730 WP 011213805.1 GSLDIMLDKVATYKEKIEIIKKKIKKALTYPIAVMVVALLVTAGLLIYVVPQFESLFKGFGADLPAMTRAVITMSEFMQA 224
NTDB id 29350 SPEA RS02220 WP 012153678.1 GSLDTVFDRIATYREKSEALKSKIKKAMFYPAAVVIVAILVTSLLLLFVVPQFEEIFKGFGAELPPFTQFVLKISRGLEH 238
NTDB id 1198 PSJM300 03950 AFN76868.1 GSLETLLDRVATYKEKTEALKAKIKKAMNYPIAVVLVAVIVTAILLIKVVPQFQDVFANFGAELPAFTLMVIGLSEALQA 223
NTDB id 1016 ACIAD RS01680 WP 004920476.1 GSLEIMLDRVAVYKEKSEVLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFKDLFTSFGADLPAFTQLVVNMSNWMQD 226
NTDB id 1059 ABD1 RS01610 WP 000279215.1 GALETMLDRVAIYKEKSELLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFQDLFASFGADLPAFTQMVVNMSKWMQE 226
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NTDB id 1112 NGFG RS09215 WP 003689811.1 YGWMVLIALGFAIYGFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGAAGNL 307
NTDB id 1113 AAA85695.1 219..1451( ) YGWMVLIALGFAIYRFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGAAGNL 307
NTDB id 1169 A1552VC RS11075 WP 000648511.1 YSLWAFIAIAAAIFGLKALRKNSFQIRLKTSRLGLKFPIIGNVLAKASIAKFSRTLATSFAAGIPILASLKTTAKTSGNV 305
NTDB id 1402 DSB67 RS12670 WP 010643257.1 WGPFIGLSFVSLLISGKIMSQRSDSFRLLAARSSLRVPILGPVLSKAAIAKFSRTLATSFSAGIPILTALKTTSKTSGNM 304
NTDB id 1252 GCO85 RS07730 WP 011213805.1 YWYIIFGALGGVVYSFFYAKNHSLEFAQTIDRVMLKLPVIGPILEKAAIARFARTLSITFAAGLPLVEALKSVAGATGNI 304
NTDB id 29350 SPEA RS02220 WP 012153678.1 SWYFFVLAIGLAIFAFKKAHLGSQHFRDQVDTFVLKIPAIGPILHKGAMARFARTLATTFAAGVPLIDGLESAAGASGNA 318
NTDB id 1198 PSJM300 03950 AFN76868.1 WWYVVLAGFVGAAYAFKQAHTRSEKFRNWFDRLMLKVPVVGDILYKSSVARFARTLSTTFAAGVPLVDALDSVAGATGNV 303
NTDB id 1016 ACIAD RS01680 WP 004920476.1 YWFILILVIGAAIAGFLEARKRSKRFRDQLDRLVLRLPIVGDLVYKAIIARYSRTLATTFAAGVPLIDALASTAGATNNT 306
NTDB id 1059 ABD1 RS01610 WP 000279215.1 YWFIMIIAIGAVIAAFLEAKKRSKKFRDGLDKLALKLPIFGDLVYKAIIARYSRTLATTFAAGVPLIDALESTAGATNNV 306
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NTDB id 1112 NGFG RS09215 WP 003689811.1 IYEEATREIRTRVIQGLSMTSGMRATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGRLSAMMEPIIIVIL 387
NTDB id 1113 AAA85695.1 219..1451( ) IYEEATREIRTRVIQGLSMTSGMRATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGWLSAMMEPIIILIL 387
NTDB id 1169 A1552VC RS11075 WP 000648511.1 HFETAINEVYRDTAAGMPMYIAMRNTEAFPEMVLQMVMIGEESGQLDDMLNKVATIYEFEVDNTVDNLGKILEPLIIVFL 385
NTDB id 1402 DSB67 RS12670 WP 010643257.1 HYQLAIEEVYRDTAAGMPMYIAMRHCHVFPELVLQMVMIGEESGRLDDMLNKIAAIYEFEVDNTVDNLSKILEPLIIVFL 384
NTDB id 1252 GCO85 RS07730 WP 011213805.1 IYAKATDKIREEVATGQQMFIAMENTHLFPNMVIQMVAIGEESGALEKMLSKVADFYEEEVNNAVDALSSLLEPIIMSIL 384
NTDB id 29350 SPEA RS02220 WP 012153678.1 VYRKAIFKIRTEVMSGMQMNVAMRTTGLFPDMLIQMVMIGEESGSLDNMLNKVANIYEMQVDDAVDGLSSLIEPIMMVVI 398
NTDB id 1198 PSJM300 03950 AFN76868.1 VFRSATNKIKSDVSSGMQLNFSMRTTGTFPSMAVQMTAIGEESGALDEMLSKVATFYEDEVDNMVDGLTALMEPMIMAVL 383
NTDB id 1016 ACIAD RS01680 WP 004920476.1 VYEQAVLKIREDVSTGQQLNFAMRVSNRFPTMAIQMVAIGEESGALDEMLDKVANYYESEVDHAVDGLTSMMEPLIMAIL 386
NTDB id 1059 ABD1 RS01610 WP 000279215.1 IYEKAVMKIREDVATGQQLQFAMRISNRFPSMAIQMVAIGEESGALDSMLDKVATYYENEVDNAVDGLTSMMEPLIMAIL 386
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NTDB id 1112 NGFG RS09215 WP 003689811.1 GLVIGTLLVAMYLPLFNLGNVVA. 410
NTDB id 1113 AAA85695.1 219..1451( ) GLVIGTLLVAMYLPLFNLGNVVA* 410
NTDB id 1169 A1552VC RS11075 WP 000648511.1 GTVVGGLVVAMYLPIFNLMSVLG. 408
NTDB id 1402 DSB67 RS12670 WP 010643257.1 GVVVGGLVTAMYLPIFNLMSVLG. 407
NTDB id 1252 GCO85 RS07730 WP 011213805.1 GILVGGLVVAMYLPIFKLGSAV.. 406
NTDB id 29350 SPEA RS02220 WP 012153678.1 GTVVGGLIVAMYLPIFQMGKVVGG 422
NTDB id 1198 PSJM300 03950 AFN76868.1 GVLVGGLIIAMYLPIFQMGSVV.. 405
NTDB id 1016 ACIAD RS01680 WP 004920476.1 GILVGGLVIAMYLPIFQMGSVV.. 408
NTDB id 1059 ABD1 RS01610 WP 000279215.1 GVLVGGLVIAMYLPIFQMGSVV.. 408
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