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NTDB id 1029 TT RS02230 WP 011228203.1 .............MPVYQYKARDRQGRL.VEATIEAEDLRTAARLLRDRGLFVAEIKEPGKGLQAEVRIPALERGPGLKD 66
NTDB id 1402 DSB67 RS12670 WP 010643257.1 .M.....KTIAPQLKNYRWKGINSSGKK.TSGNVLAMTEIEVRERLDAQHIKIKKLKKGSISFITKI.....SHRVKGKD 68
NTDB id 1169 A1552VC RS11075 WP 000648511.1 MK.....ATQTLPLKNYRWKGINSNGKK.VSGQMLAISEIEVRDKLKDQHIQIKKLKKGSVSLLARL.....THRVKSKD 69
NTDB id 1113 AAA85695.1 219..1451( ) MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRVKT.....S....SKRKITQED 71
NTDB id 1112 NGFG RS09215 WP 003689811.1 MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRVKT.....S....SKRKITQED 71
NTDB id 1198 PSJM300 03950 AFN76868.1 .M.....AQKAIKNSVFTWEGLDRQGAK.IKGELSGVSPALVKAQLRKQGINPQKVRKKSISLFS......AGKKIKPMD 67
NTDB id 1059 ABD1 RS01610 WP 000279215.1 MA.....VKKAQMMPTFAYEGVDRKGVK.IKGELPAKNMALAKVTLRKQGVTVRNIREKRKNILEGL....FKKKVTTLD 70
NTDB id 1016 ACIAD RS01680 WP 004920476.1 MA.....AKKTQVMPVFAYEGVDRKGIK.LKGELPARNMALAKVTLRKQGITIRTIREKRKNIFEGL....LKKKVKPLD 70
NTDB id 186428 BA177 RS14085 WP 068617240.1 MA.....ESAVANSTPFLWEGTDRKGNK.IKGKAMAANEAAVRADLRRQGVVPSRIKKQSKGLFSG......SAKITMGD 68
NTDB id 1252 GCO85 RS07730 WP 011213805.1 .M.....DKNSPPLLTFHYQGINKAGQK.MEGDIQARSLAIAKADLRKQGIVTNKVVKKRKPLFDRK.....NKKITQAD 68
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NTDB id 1029 TT RS02230 WP 011228203.1 LAIFSRQLATMLGAGLTLLQALAILERQTENRKFREILKQVRTDVEGGMAFSEALSKHK.IFSRLYVNLVRAGETSGGLD 145
NTDB id 1402 DSB67 RS12670 WP 010643257.1 ITIFTRQIATMLMTGVPIVQALKLVSENHKKAEMKSILMSVTRAVEAGTPMSKAMRTASTHFDPLYTDLIATGEQSGNLS 148
NTDB id 1169 A1552VC RS11075 WP 000648511.1 ITILTRQLATMLTTGVPIVQALKLVGDNHRKAEMKSILAQITKSVEAGTPLSKAMRTASAHFDTLYVDLVETGEMSGNLP 149
NTDB id 1113 AAA85695.1 219..1451( ) ITVFTRQLSTMINAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAAGETGGVLE 151
NTDB id 1112 NGFG RS09215 WP 003689811.1 ITVFTRQLSTMIKAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAAGETGGVLE 151
NTDB id 1198 PSJM300 03950 AFN76868.1 IALFTRQMATMMKAGVPLLQSFDIIGEGFDNPNMRKLVDDLKQEVAAGNSFASSLRKKPQYFDDLYCNLVDSGEQSGSLE 147
NTDB id 1059 ABD1 RS01610 WP 000279215.1 ITIFTRQLATMMKAGVPLVQGFEIVAEGLENPAMREVVLGIKGEVEGGSTFASALRKYPQHFDNLFCSLVESGEQSGALE 150
NTDB id 1016 ACIAD RS01680 WP 004920476.1 IAIFTRQLATMMKAGVPLVQAFEIVAEGLENPAMRDVVLGLKNEVEGGNTFAGALRKYPQYFDNLFCSLIESGEQSGSLE 150
NTDB id 186428 BA177 RS14085 WP 068617240.1 IAIFSRQLATMLSAGIPLVQAFEIVGSGHENAAMQKLIMTIKADVEGGSALAEALAKHPLYFDDLFINLVEAGEQAGALE 148
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ITVFSRQLATMIESGIPLVQAFDIVAKGQSNKRLKDLIETIKHDIETGLTLAESLIKHPLYFNELFCNLVDAGEKSGSLD 148
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NTDB id 1029 TT RS02230 WP 011228203.1 LILDRLASFLEKELELRGKIRSAMTYPVIVFVFAVGVAYFLLTGIVPQFAQILTDLGSELPLLTRFLIAVSDLLRAATLP 225
NTDB id 1402 DSB67 RS12670 WP 010643257.1 QVFERLATYREKSEQLRAKVIKALIYPAMVVLVALGVSYLMLTRVIPEFEKMFTGFGADLPAFTQMVLNLSAWTQNWGPF 228
NTDB id 1169 A1552VC RS11075 WP 000648511.1 EVFERLATYREKSEQLRAKVIKALIYPSMVVLVALGVSYLMLTMVIPEFESMFKGFGAELPWFTQQVLKLSHWVQAYSLW 229
NTDB id 1113 AAA85695.1 219..1451( ) SLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPALTQTVMDMSDFFVSYGWM 231
NTDB id 1112 NGFG RS09215 WP 003689811.1 SLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPPLTQTVMDMSDFFVSYGWM 231
NTDB id 1198 PSJM300 03950 AFN76868.1 TLLDRVATYKEKTEALKAKIKKAMNYPIAVVLVAVIVTAILLIKVVPQFQDVFANFGAELPAFTLMVIGLSEALQAW.WY 226
NTDB id 1059 ABD1 RS01610 WP 000279215.1 TMLDRVAIYKEKSELLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFQDLFASFGADLPAFTQMVVNMSKWMQEY.WF 229
NTDB id 1016 ACIAD RS01680 WP 004920476.1 IMLDRVAVYKEKSEVLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFKDLFTSFGADLPAFTQLVVNMSNWMQDY.WF 229
NTDB id 186428 BA177 RS14085 WP 068617240.1 TLLDKIATYKEKTEAIKKKIKKALTYPAAVLVVAFVVTVILLIFVIPAFEDLFQGFGADLPAFTQVVIDLSKFVRDQGWM 228
NTDB id 1252 GCO85 RS07730 WP 011213805.1 IMLDKVATYKEKIEIIKKKIKKALTYPIAVMVVALLVTAGLLIYVVPQFESLFKGFGADLPAMTRAVITMSEFMQAY.WY 227
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NTDB id 1029 TT RS02230 WP 011228203.1 LLLLAV.ALFFAYR.WYYGTPQGRRVIDRLKLRLPVFGNLNRKTAVARFSRTLALLLSSGVNIVEALDITKGTAGNSVVE 303
NTDB id 1402 DSB67 RS12670 WP 010643257.1 IGL.SFVSLLISGKIMSQRSDSFRLLAARSSLRVPILGPVLSKAAIAKFSRTLATSFSAGIPILTALKTTSKTSGNMHYQ 307
NTDB id 1169 A1552VC RS11075 WP 000648511.1 AFI.AIAAAIFGLKALRKNSFQIRLKTSRLGLKFPIIGNVLAKASIAKFSRTLATSFAAGIPILASLKTTAKTSGNVHFE 308
NTDB id 1113 AAA85695.1 219..1451( ) VLI.ALGFAIYRFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGAAGNLIYE 310
NTDB id 1112 NGFG RS09215 WP 003689811.1 VLI.ALGFAIYGFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGAAGNLIYE 310
NTDB id 1198 PSJM300 03950 AFN76868.1 VVLAGFVGAAYAFKQAHTRSEKFRNWFDRLMLKVPVVGDILYKSSVARFARTLSTTFAAGVPLVDALDSVAGATGNVVFR 306
NTDB id 1059 ABD1 RS01610 WP 000279215.1 IMIIAIGAVIAAFLEAKKRSKKFRDGLDKLALKLPIFGDLVYKAIIARYSRTLATTFAAGVPLIDALESTAGATNNVIYE 309
NTDB id 1016 ACIAD RS01680 WP 004920476.1 ILILVIGAAIAGFLEARKRSKRFRDQLDRLVLRLPIVGDLVYKAIIARYSRTLATTFAAGVPLIDALASTAGATNNTVYE 309
NTDB id 186428 BA177 RS14085 WP 068617240.1 LALAGF.AAVSAFLYFKKRSRAMREFLDRMALKTPIIGPIIQKAAIARYARTLSTMFSAGVPLVEALESVAGATGNIVYE 307
NTDB id 1252 GCO85 RS07730 WP 011213805.1 IIFGALGGVVYSFFYAKNHSLEFAQTIDRVMLKLPVIGPILEKAAIARFARTLSITFAAGLPLVEALKSVAGATGNIIYA 307
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NTDB id 1029 TT RS02230 WP 011228203.1 EIVEAAKLKIQQGDPLNLTLAQHPFVFPPMVSSMVAIGEETGALDTMLSKVADFYEREVDEAVASLTAAIEPLMIIFLGV 383
NTDB id 1402 DSB67 RS12670 WP 010643257.1 LAIEEVYRDTAAGMPMYIAMR.HCHVFPELVLQMVMIGEESGRLDDMLNKIAAIYEFEVDNTVDNLSKILEPLIIVFLGV 386
NTDB id 1169 A1552VC RS11075 WP 000648511.1 TAINEVYRDTAAGMPMYIAMR.NTEAFPEMVLQMVMIGEESGQLDDMLNKVATIYEFEVDNTVDNLGKILEPLIIVFLGT 387
NTDB id 1113 AAA85695.1 219..1451( ) EATREIRTRVIQGLSMTSGMR.ATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGWLSAMMEPIIILILGL 389
NTDB id 1112 NGFG RS09215 WP 003689811.1 EATREIRTRVIQGLSMTSGMR.ATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGRLSAMMEPIIIVILGL 389
NTDB id 1198 PSJM300 03950 AFN76868.1 SATNKIKSDVSSGMQLNFSMR.TTGTFPSMAVQMTAIGEESGALDEMLSKVATFYEDEVDNMVDGLTALMEPMIMAVLGV 385
NTDB id 1059 ABD1 RS01610 WP 000279215.1 KAVMKIREDVATGQQLQFAMR.ISNRFPSMAIQMVAIGEESGALDSMLDKVATYYENEVDNAVDGLTSMMEPLIMAILGV 388
NTDB id 1016 ACIAD RS01680 WP 004920476.1 QAVLKIREDVSTGQQLNFAMR.VSNRFPTMAIQMVAIGEESGALDEMLDKVANYYESEVDHAVDGLTSMMEPLIMAILGI 388
NTDB id 186428 BA177 RS14085 WP 068617240.1 VGVLHMKDEVSTGQRLQQAME.NTDLFPNMVIQMIAVGEESGSLDEMSAKVADFYEEDVDNAVDNLSSLLEPMIMAILGV 386
NTDB id 1252 GCO85 RS07730 WP 011213805.1 KATDKIREEVATGQQMFIAME.NTHLFPNMVIQMVAIGEESGALEKMLSKVADFYEEEVNNAVDALSSLLEPIIMSILGI 386
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NTDB id 1029 TT RS02230 WP 011228203.1 IVGMIVAGMFLPLFKIIGTLSVQ 406
NTDB id 1402 DSB67 RS12670 WP 010643257.1 VVGGLVTAMYLPIFNLMSVLG.. 407
NTDB id 1169 A1552VC RS11075 WP 000648511.1 VVGGLVVAMYLPIFNLMSVLG.. 408
NTDB id 1113 AAA85695.1 219..1451( ) VIGTLLVAMYLPLFNLGNVVA*. 410
NTDB id 1112 NGFG RS09215 WP 003689811.1 VIGTLLVAMYLPLFNLGNVVA.. 410
NTDB id 1198 PSJM300 03950 AFN76868.1 LVGGLIIAMYLPIFQMGSVV... 405
NTDB id 1059 ABD1 RS01610 WP 000279215.1 LVGGLVIAMYLPIFQMGSVV... 408
NTDB id 1016 ACIAD RS01680 WP 004920476.1 LVGGLVIAMYLPIFQMGSVV... 408
NTDB id 186428 BA177 RS14085 WP 068617240.1 LVGGLVIAMYLPIFKMGAVV... 406
NTDB id 1252 GCO85 RS07730 WP 011213805.1 LVGGLVVAMYLPIFKLGSAV... 406
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