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NTDB id 1029 TT RS02230 WP 011228203.1 ..........................MPVYQYKARDRQGRLVEATIEAEDLRTAARLLRDRGLFVAEIKEPGKGLQAEVR 54
NTDB id 1402 DSB67 RS12670 WP 010643257.1 ...................MKTIAPQLKNYRWKGINSSGKKTSGNVLAMTEIEVRERLDAQHIKIKKLKKGSISFITK.. 59
NTDB id 1169 A1552VC RS11075 WP 000648511.1 ..................MKATQTLPLKNYRWKGINSNGKKVSGQMLAISEIEVRDKLKDQHIQIKKLKKGSVSLLAR.. 60
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ...................MDKNSPPLLTFHYQGINKAGQKMEGDIQARSLAIAKADLRKQGIVTNKVVKKRKPLFDR.. 59
NTDB id 1198 PSJM300 03950 AFN76868.1 ...................MAQKAIKNSVFTWEGLDRQGAKIKGELSGVSPALVKAQLRKQGINPQKVRKKSISLFS... 58
NTDB id 1059 ABD1 RS01610 WP 000279215.1 ..................MAVKKAQMMPTFAYEGVDRKGVKIKGELPAKNMALAKVTLRKQGVTVRNIREKRKNILEGL. 61
NTDB id 1016 ACIAD RS01680 WP 004920476.1 ..................MAAKKTQVMPVFAYEGVDRKGIKLKGELPARNMALAKVTLRKQGITIRTIREKRKNIFEGL. 61
NTDB id 384109 FZF10 RS18030 WP 149137368.1 MATRAPAAGARTAAPSRAKSGRKAPTQYIFEWEAKDRKGKAFKGEQRAESQAEVVATLRKQGLTVVKMKKRKAA...... 74
NTDB id 1112 NGFG RS09215 WP 003689811.1 MA...KNGG........FSLFAKKEKRFIFEGRH.SASDKLVNGEVSAFTEEEARKKLAKRGIRPLQITRVKTS...... 62
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NTDB id 1029 TT RS02230 WP 011228203.1 IPALERGPGLKDLAIFSRQLATMLGAGLTLLQALAILERQTENRKFREILKQVRTDVEGGMAFSEALSKH.KIFSRLYVN 133
NTDB id 1402 DSB67 RS12670 WP 010643257.1 ...ISHRVKGKDITIFTRQIATMLMTGVPIVQALKLVSENHKKAEMKSILMSVTRAVEAGTPMSKAMRTASTHFDPLYTD 136
NTDB id 1169 A1552VC RS11075 WP 000648511.1 ...LTHRVKSKDITILTRQLATMLTTGVPIVQALKLVGDNHRKAEMKSILAQITKSVEAGTPLSKAMRTASAHFDTLYVD 137
NTDB id 1252 GCO85 RS07730 WP 011213805.1 ...KNKKITQADITVFSRQLATMIESGIPLVQAFDIVAKGQSNKRLKDLIETIKHDIETGLTLAESLIKHPLYFNELFCN 136
NTDB id 1198 PSJM300 03950 AFN76868.1 ...AGKKIKPMDIALFTRQMATMMKAGVPLLQSFDIIGEGFDNPNMRKLVDDLKQEVAAGNSFASSLRKKPQYFDDLYCN 135
NTDB id 1059 ABD1 RS01610 WP 000279215.1 ...FKKKVTTLDITIFTRQLATMMKAGVPLVQGFEIVAEGLENPAMREVVLGIKGEVEGGSTFASALRKYPQHFDNLFCS 138
NTDB id 1016 ACIAD RS01680 WP 004920476.1 ...LKKKVKPLDIAIFTRQLATMMKAGVPLVQAFEIVAEGLENPAMRDVVLGLKNEVEGGNTFAGALRKYPQYFDNLFCS 138
NTDB id 384109 FZF10 RS18030 WP 149137368.1 ...RGKKITEKDIAYFTRQLSTMLKAGIPLLQSIDIIARGHANPNFTQLLSDIRFDIEAGSSMATAFRRQPKYFDTLYCN 151
NTDB id 1112 NGFG RS09215 WP 003689811.1 ...SKRKITQEDITVFTRQLSTMIKAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCN 139
NTDB id 1113 AAA85695.1 219..1451( ) ...SKRKITQEDITVFTRQLSTMINAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCN 139
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NTDB id 1029 TT RS02230 WP 011228203.1 LVRAGETSGGLDLILDRLASFLEKELELRGKIRSAMTYPVIVFVFAVGVAYFLLTGIVPQFAQILTDLGSELPLLTRFLI 213
NTDB id 1402 DSB67 RS12670 WP 010643257.1 LIATGEQSGNLSQVFERLATYREKSEQLRAKVIKALIYPAMVVLVALGVSYLMLTRVIPEFEKMFTGFGADLPAFTQMVL 216
NTDB id 1169 A1552VC RS11075 WP 000648511.1 LVETGEMSGNLPEVFERLATYREKSEQLRAKVIKALIYPSMVVLVALGVSYLMLTMVIPEFESMFKGFGAELPWFTQQVL 217
NTDB id 1252 GCO85 RS07730 WP 011213805.1 LVDAGEKSGSLDIMLDKVATYKEKIEIIKKKIKKALTYPIAVMVVALLVTAGLLIYVVPQFESLFKGFGADLPAMTRAVI 216
NTDB id 1198 PSJM300 03950 AFN76868.1 LVDSGEQSGSLETLLDRVATYKEKTEALKAKIKKAMNYPIAVVLVAVIVTAILLIKVVPQFQDVFANFGAELPAFTLMVI 215
NTDB id 1059 ABD1 RS01610 WP 000279215.1 LVESGEQSGALETMLDRVAIYKEKSELLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFQDLFASFGADLPAFTQMVV 218
NTDB id 1016 ACIAD RS01680 WP 004920476.1 LIESGEQSGSLEIMLDRVAVYKEKSEVLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFKDLFTSFGADLPAFTQLVV 218
NTDB id 384109 FZF10 RS18030 WP 149137368.1 LIDAGEQGGILDALLERLSLYMEKTIALKSQIKSAMIYPISVLCVAFAVTVVLMLFVIPAFKGVFSSFGAALPAPTMVVI 231
NTDB id 1112 NGFG RS09215 WP 003689811.1 LVAAGETGGVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPPLTQTVM 219
NTDB id 1113 AAA85695.1 219..1451( ) LVAAGETGGVLESLLDKLAIYKEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPALTQTVM 219
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NTDB id 1029 TT RS02230 WP 011228203.1 AVSDLLRAATLPLLLLAVALFFAYR.WYYGTPQGRRVIDRLKLRLPVFGNLNRKTAVARFSRTLALLLSSGVNIVEALDI 292
NTDB id 1402 DSB67 RS12670 WP 010643257.1 NLSAWTQNWGPFIGLSFVSLLISGKIMSQRSDSFRLLAARSSLRVPILGPVLSKAAIAKFSRTLATSFSAGIPILTALKT 296
NTDB id 1169 A1552VC RS11075 WP 000648511.1 KLSHWVQAYSLWAFIAIAAAIFGLKALRKNSFQIRLKTSRLGLKFPIIGNVLAKASIAKFSRTLATSFAAGIPILASLKT 297
NTDB id 1252 GCO85 RS07730 WP 011213805.1 TMSEFMQAYWYIIFGALGGVVYSFFYAKNHSLEFAQTIDRVMLKLPVIGPILEKAAIARFARTLSITFAAGLPLVEALKS 296
NTDB id 1198 PSJM300 03950 AFN76868.1 GLSEALQAWWYVVLAGFVGAAYAFKQAHTRSEKFRNWFDRLMLKVPVVGDILYKSSVARFARTLSTTFAAGVPLVDALDS 295
NTDB id 1059 ABD1 RS01610 WP 000279215.1 NMSKWMQEYWFIMIIAIGAVIAAFLEAKKRSKKFRDGLDKLALKLPIFGDLVYKAIIARYSRTLATTFAAGVPLIDALES 298
NTDB id 1016 ACIAD RS01680 WP 004920476.1 NMSNWMQDYWFILILVIGAAIAGFLEARKRSKRFRDQLDRLVLRLPIVGDLVYKAIIARYSRTLATTFAAGVPLIDALAS 298
NTDB id 384109 FZF10 RS18030 WP 149137368.1 NMSDFFVTYWYLVIGIPIASIIFYLRARKTSEKVQRWHDKALLKLPIFGSLFRKAVIARWTRTLATMFAAGTPLVESMES 311
NTDB id 1112 NGFG RS09215 WP 003689811.1 DMSDFFVSYGWMVLIALGFAIYGFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDS 299
NTDB id 1113 AAA85695.1 219..1451( ) DMSDFFVSYGWMVLIALGFAIYRFLKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDS 299
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NTDB id 1029 TT RS02230 WP 011228203.1 TKGTAGNSVVEEIVEAAKLKIQQGDPLNLTLAQHPFVFPPMVSSMVAIGEETGALDTMLSKVADFYEREVDEAVASLTAA 372
NTDB id 1402 DSB67 RS12670 WP 010643257.1 TSKTSGNMHYQLAIEEVYRDTAAGMPMYIAM.RHCHVFPELVLQMVMIGEESGRLDDMLNKIAAIYEFEVDNTVDNLSKI 375
NTDB id 1169 A1552VC RS11075 WP 000648511.1 TAKTSGNVHFETAINEVYRDTAAGMPMYIAM.RNTEAFPEMVLQMVMIGEESGQLDDMLNKVATIYEFEVDNTVDNLGKI 376
NTDB id 1252 GCO85 RS07730 WP 011213805.1 VAGATGNIIYAKATDKIREEVATGQQMFIAM.ENTHLFPNMVIQMVAIGEESGALEKMLSKVADFYEEEVNNAVDALSSL 375
NTDB id 1198 PSJM300 03950 AFN76868.1 VAGATGNVVFRSATNKIKSDVSSGMQLNFSM.RTTGTFPSMAVQMTAIGEESGALDEMLSKVATFYEDEVDNMVDGLTAL 374
NTDB id 1059 ABD1 RS01610 WP 000279215.1 TAGATNNVIYEKAVMKIREDVATGQQLQFAM.RISNRFPSMAIQMVAIGEESGALDSMLDKVATYYENEVDNAVDGLTSM 377
NTDB id 1016 ACIAD RS01680 WP 004920476.1 TAGATNNTVYEQAVLKIREDVSTGQQLNFAM.RVSNRFPTMAIQMVAIGEESGALDEMLDKVANYYESEVDHAVDGLTSM 377
NTDB id 384109 FZF10 RS18030 WP 149137368.1 VAGAAGNWLYYDATREIEQAVRIGTSLTNAM.QATHVFDNMVLQMTQIGEESGALDNMLLKVAEFYEREVDDAVAAISSL 390
NTDB id 1112 NGFG RS09215 WP 003689811.1 TAGAAGNLIYEEATREIRTRVIQGLSMTSGM.RATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGRLSAM 378
NTDB id 1113 AAA85695.1 219..1451( ) TAGAAGNLIYEEATREIRTRVIQGLSMTSGM.RATELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGWLSAM 378
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NTDB id 1029 TT RS02230 WP 011228203.1 IEPLMIIFLGVIVGMIVAGMFLPLFKIIGTLSVQ 406
NTDB id 1402 DSB67 RS12670 WP 010643257.1 LEPLIIVFLGVVVGGLVTAMYLPIFNLMSVLG.. 407
NTDB id 1169 A1552VC RS11075 WP 000648511.1 LEPLIIVFLGTVVGGLVVAMYLPIFNLMSVLG.. 408
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
NTDB id 384109 FZF10 RS18030 WP 149137368.1 IEPLIIVILGVLIGGMVVAMYLPIFKLGQVV... 421
NTDB id 1112 NGFG RS09215 WP 003689811.1 MEPIIIVILGLVIGTLLVAMYLPLFNLGNVVA.. 410
NTDB id 1113 AAA85695.1 219..1451( ) MEPIIILILGLVIGTLLVAMYLPLFNLGNVVA*. 410
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