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NTDB id 425 SGO RS10525 WP 012131081.1 MKNS.SNFFKKTLQVFIVLLVGFIGGVAGTWGFSYFSTPHSATNNNQKTATTVTTSYKNSNSTTEAVDKVKDAVVSVITY 79
NTDB id 539 SM12261 RS09395 WP 000681587.1 MKHL.KTFYKKGFQLLVVIVISFFSGALGSFSINQLTQKSTEST.SNNNSTITQTAYKNENSTTQAVNKVKDAVVSVITY 78
NTDB id 256 KZH43 RS10270 WP 000681597.1 MKHL.KTFYKKWFQLLVVIVISFFSGALGSFSITQLTQKSSVNN.SNNNSTITQTAYKNENSTTQAVNKVKDAVVSVITY 78
NTDB id 215 SPD RS10945 WP 000681597.1 MKHL.KTFYKKWFQLLVVIVISFFSGALGSFSITQLTQKSSVNN.SNNNSTITQTAYKNENSTTQAVNKVKDAVVSVITY 78
NTDB id 181 SPR RS10425 WP 000681597.1 MKHL.KTFYKKWFQLLVVIVISFFSGALGSFSITQLTQKSSVNN.SNNNSTITQTAYKNENSTTQAVNKVKDAVVSVITY 78
NTDB id 145 SP RS11450 WP 000681597.1 MKHL.KTFYKKWFQLLVVIVISFFSGALGSFSITQLTQKSSVNN.SNNNSTITQTAYKNENSTTQAVNKVKDAVVSVITY 78
NTDB id 302392 DR994 RS09635 WP 011226713.1 ...MKKFNWKKIVAPIAMLIIGLLGGLLGAFILL.TAAGVSFTNTTDTGVKTAKTVYTNITDTTKAVKKVQNAVVSVINY 76
NTDB id 381 SMU RS09890 WP 002262650.1 MNNTKSHPFLKWFIPFLVIFLTFILGVISTLTFNWITGNKSFSNNGK..TTVSNVIYDTKSNTTKAVKNVKNTVVSVINY 78
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NTDB id 425 SGO RS10525 WP 012131081.1 SESNSDA........IFDN.........NNSGNENDQVASEGSGVIYRKDKDYAYLVTNTHVINGAKKVDIRLADGNKVP 142
NTDB id 539 SM12261 RS09395 WP 000681587.1 SANRQNS........VFGN.........DDTDTDSQQISSEGSGVIYKKNDKEAYIVTNNHVINGASKVDIRLSDGTKVP 141
NTDB id 256 KZH43 RS10270 WP 000681597.1 SANRQNS........VFGN.........DDTDTDSQRISSEGSGVIYKKNDKEAYIVTNNHVINGASKVDIRLSDGTKVP 141
NTDB id 215 SPD RS10945 WP 000681597.1 SANRQNS........VFGN.........DDTDTDSQRISSEGSGVIYKKNDKEAYIVTNNHVINGASKVDIRLSDGTKVP 141
NTDB id 181 SPR RS10425 WP 000681597.1 SANRQNS........VFGN.........DDTDTDSQRISSEGSGVIYKKNDKEAYIVTNNHVINGASKVDIRLSDGTKVP 141
NTDB id 145 SP RS11450 WP 000681597.1 SANRQNS........VFGN.........DDTDTDSQRISSEGSGVIYKKNDKEAYIVTNNHVINGASKVDIRLSDGTKVP 141
NTDB id 302392 DR994 RS09635 WP 011226713.1 QEGSSSDSLNDLYGRIFGGGDSSDSSQENSKDSDGLQVAGEGSGVIYKKDGKEAYIVTNNHVVDGAKKLEIMLSDGSKIT 156
NTDB id 381 SMU RS09890 WP 002262650.1 QKTDNSY.....YN.......YDSGSQEKNKSEDGLGVYGEGSGVIYKKDGDSAYLVTNNHVVKDAEKLEIMMANGKKVV 146
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NTDB id 425 SGO RS10525 WP 012131081.1 GEIVGTDTYSDISVVRIPADKVKNVAEFGDSSKLTVGETAIAIGSPLGSDYANTVTQGIVSSLSRNVSSRSEDGQTIATQ 222
NTDB id 539 SM12261 RS09395 WP 000681587.1 GEIVGADTFSDIAVVKISSEKVTTVAEFGDSSKLTVGETAIAIGSPLGSEYANTVTQGIVSSLNRNVSLKSEDGQAISTK 221
NTDB id 256 KZH43 RS10270 WP 000681597.1 GEIVGADTFSDIAVVKISSEKVTTVAEFGDSSKLTVGETAIAIGSPLGSEYANTVTQGIVSSLNRNVSLKSEDGQAISTK 221
NTDB id 215 SPD RS10945 WP 000681597.1 GEIVGADTFSDIAVVKISSEKVTTVAEFGDSSKLTVGETAIAIGSPLGSEYANTVTQGIVSSLNRNVSLKSEDGQAISTK 221
NTDB id 181 SPR RS10425 WP 000681597.1 GEIVGADTFSDIAVVKISSEKVTTVAEFGDSSKLTVGETAIAIGSPLGSEYANTVTQGIVSSLNRNVSLKSEDGQAISTK 221
NTDB id 145 SP RS11450 WP 000681597.1 GEIVGADTFSDIAVVKISSEKVTTVAEFGDSSKLTVGETAIAIGSPLGSEYANTVTQGIVSSLNRNVSLKSEDGQAISTK 221
NTDB id 302392 DR994 RS09635 WP 011226713.1 GELVGKDTYSDLAVVKVSSDKITTVAEFADSNSLTVGEKAIAIGSPLGTEYANSVTEGIVSSLSRTITMQNDNGETVSTN 236
NTDB id 381 SMU RS09890 WP 002262650.1 GKLVGSDTYSDLAVIKISSKYVTTVAEFANSDKIKVGEPAIAIGSPLGSDYANSVTEGIVSSLSRTVTSQNENGETISTN 226
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NTDB id 425 SGO RS10525 WP 012131081.1 AIQTDAAINPGNSGGPLVNIQGQVIGITSSKIANTN..NGSTSVEGMGFAIPSNDVVNIIEQLEKNGKVIRPALGIQMVN 300
NTDB id 539 SM12261 RS09395 WP 000681587.1 AIQTDTAINPGNSGGPLINIQGQVIGITSSKIAT....NGGTSVEGLGFAIPANDAINIIEQLEKNGKVTRPALGIQMVN 297
NTDB id 256 KZH43 RS10270 WP 000681597.1 AIQTDTAINPGNSGGPLINIQGQVIGITSSKIAT....NGGTSVEGLGFAIPANDAINIIEQLEKNGKVTRPALGIQMVN 297
NTDB id 215 SPD RS10945 WP 000681597.1 AIQTDTAINPGNSGGPLINIQGQVIGITSSKIAT....NGGTSVEGLGFAIPANDAINIIEQLEKNGKVTRPALGIQMVN 297
NTDB id 181 SPR RS10425 WP 000681597.1 AIQTDTAINPGNSGGPLINIQGQVIGITSSKIAT....NGGTSVEGLGFAIPANDAINIIEQLEKNGKVTRPALGIQMVN 297
NTDB id 145 SP RS11450 WP 000681597.1 AIQTDTAINPGNSGGPLINIQGQVIGITSSKIAT....NGGTSVEGLGFAIPANDAINIIEQLEKNGKVTRPALGIQMVN 297
NTDB id 302392 DR994 RS09635 WP 011226713.1 AIQTDAAINPGNSGGALVNIEGQVIGINSSKISST.SAVAGSAVEGMGFAIPSNDVVEIINQLEKDGKVTRPALGISIAD 315
NTDB id 381 SMU RS09890 WP 002262650.1 AIQTDAAINPGNSGGALINIKGQVIGINSSKIASSNNSNSGVAVEGMGFAIPSNDVVSIINQLEENGEVVRPALGISMAN 306
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NTDB id 425 SGO RS10525 WP 012131081.1 LSSLSSSSSDRLKLPDNVKNGVVVRSTQTGMPADGKLEKYDVITKIDDTEISSASDIQSALYKHSINEEIKVTYYRDGKE 380
NTDB id 539 SM12261 RS09395 WP 000681587.1 LSNINTSDIRRLNIPSNVTSGVVVRSVQSNMPANGHLEKYDVITKVDDKEIASSTDLQSALYNHSIGDTIKITYYRNGKE 377
NTDB id 256 KZH43 RS10270 WP 000681597.1 LSNVSTSDIRRLNIPSNVTSGVIVRSVQSNMPANGHLEKYDVITKVDDKEIASSTDLQSALYNHSIGDTIKITYYRNGKE 377
NTDB id 215 SPD RS10945 WP 000681597.1 LSNVSTSDIRRLNIPSNVTSGVIVRSVQSNMPANGHLEKYDVITKVDDKEIASSTDLQSALYNHSIGDTIKITYYRNGKE 377
NTDB id 181 SPR RS10425 WP 000681597.1 LSNVSTSDIRRLNIPSNVTSGVIVRSVQSNMPANGHLEKYDVITKVDDKEIASSTDLQSALYNHSIGDTIKITYYRNGKE 377
NTDB id 145 SP RS11450 WP 000681597.1 LSNVSTSDIRRLNIPSNVTSGVIVRSVQSNMPANGHLEKYDVITKVDDKEIASSTDLQSALYNHSIGDTIKITYYRNGKE 377
NTDB id 302392 DR994 RS09635 WP 011226713.1 LNSLSSSATSKLDLPDEVKSGVVVGSVQKGMPADGKLQEYDVITEIDGKKISSKTDIQTNLYSHSIGDTIKVTFYRGKDK 395
NTDB id 381 SMU RS09890 WP 002262650.1 LSEASTSGRDTLKIPSDVTSGIVVLSTQSGMPADGKLKKYDVITEIDGKKVASISDLQSILYKHKKGDKIKLTFYREKDK 386
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NTDB id 425 SGO RS10525 WP 012131081.1 QTTTIKLTKSTDDLSSE 397
NTDB id 539 SM12261 RS09395 WP 000681587.1 ETTSIKLDKSSGDLES. 393
NTDB id 256 KZH43 RS10270 WP 000681597.1 ETTSIKLNKSSGDLES. 393
NTDB id 215 SPD RS10945 WP 000681597.1 ETTSIKLNKSSGDLES. 393
NTDB id 181 SPR RS10425 WP 000681597.1 ETTSIKLNKSSGDLES. 393
NTDB id 145 SP RS11450 WP 000681597.1 ETTSIKLNKSSGDLES. 393
NTDB id 302392 DR994 RS09635 WP 011226713.1 KTVDLKLTKSTEDISD. 411
NTDB id 381 SMU RS09890 WP 002262650.1 QTVEIQLTKTSQDLNH. 402
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