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NTDB id 381 SMU RS09890 WP 002262650.1 MNNTKSHPFLKWFIPFLVIFLTFILGVISTLTFNWITGNKSFSNNG..KTTVSNVIYDTKSNTTKAVKNVKNTVVSVINY 78
NTDB id 256 KZH43 RS10270 WP 000681597.1 .MKHLKTFYKKWFQLLVVIVISFFSGALGSFSITQLTQKSSV.NNSNNNSTITQTAYKNENSTTQAVNKVKDAVVSVITY 78
NTDB id 215 SPD RS10945 WP 000681597.1 .MKHLKTFYKKWFQLLVVIVISFFSGALGSFSITQLTQKSSV.NNSNNNSTITQTAYKNENSTTQAVNKVKDAVVSVITY 78
NTDB id 181 SPR RS10425 WP 000681597.1 .MKHLKTFYKKWFQLLVVIVISFFSGALGSFSITQLTQKSSV.NNSNNNSTITQTAYKNENSTTQAVNKVKDAVVSVITY 78
NTDB id 145 SP RS11450 WP 000681597.1 .MKHLKTFYKKWFQLLVVIVISFFSGALGSFSITQLTQKSSV.NNSNNNSTITQTAYKNENSTTQAVNKVKDAVVSVITY 78
NTDB id 539 SM12261 RS09395 WP 000681587.1 .MKHLKTFYKKGFQLLVVIVISFFSGALGSFSINQLTQKSTE.STSNNNSTITQTAYKNENSTTQAVNKVKDAVVSVITY 78
NTDB id 1142352 DQN71 RS11545 WP 015606090.1 .MKNASNFFKKSLLLFIVLVVGFIGGSLGNLATAFLNNKMAN.IGPSSSKTTVSTSYKNTTDTTKAVKKVQNAVVSVITY 78
NTDB id 425 SGO RS10525 WP 012131081.1 .MKNSSNFFKKTLQVFIVLLVGFIGGVAGTWGFSYFSTPHSATNNNQKTATTVTTSYKNSNSTTEAVDKVKDAVVSVITY 79
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NTDB id 381 SMU RS09890 WP 002262650.1 QKTDNSYYNYDSGSQEKNKSEDGLGVYGEGSGVIYKKDGDSAYLVTNNHVVKDAEKLEIMMANGKKVVGKLVGSDTYSDL 158
NTDB id 256 KZH43 RS10270 WP 000681597.1 SANRQNSVF.....GNDDTDTDSQRISSEGSGVIYKKNDKEAYIVTNNHVINGASKVDIRLSDGTKVPGEIVGADTFSDI 153
NTDB id 215 SPD RS10945 WP 000681597.1 SANRQNSVF.....GNDDTDTDSQRISSEGSGVIYKKNDKEAYIVTNNHVINGASKVDIRLSDGTKVPGEIVGADTFSDI 153
NTDB id 181 SPR RS10425 WP 000681597.1 SANRQNSVF.....GNDDTDTDSQRISSEGSGVIYKKNDKEAYIVTNNHVINGASKVDIRLSDGTKVPGEIVGADTFSDI 153
NTDB id 145 SP RS11450 WP 000681597.1 SANRQNSVF.....GNDDTDTDSQRISSEGSGVIYKKNDKEAYIVTNNHVINGASKVDIRLSDGTKVPGEIVGADTFSDI 153
NTDB id 539 SM12261 RS09395 WP 000681587.1 SANRQNSVF.....GNDDTDTDSQQISSEGSGVIYKKNDKEAYIVTNNHVINGASKVDIRLSDGTKVPGEIVGADTFSDI 153
NTDB id 1142352 DQN71 RS11545 WP 015606090.1 TGSNQEGVI.....NNES..TSDPQVASEGSGVIYKKEGKYAYLVTNTHVLNGATNPDILLADGSKVPGEVVGSDVYSDI 151
NTDB id 425 SGO RS10525 WP 012131081.1 SESNSDAIF.....DNNNSGNENDQVASEGSGVIYRKDKDYAYLVTNTHVINGAKKVDIRLADGNKVPGEIVGTDTYSDI 154
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NTDB id 381 SMU RS09890 WP 002262650.1 AVIKISSKYVTTVAEFANSDKIKVGEPAIAIGSPLGSDYANSVTEGIVSSLSRTVTSQNENGETISTNAIQTDAAINPGN 238
NTDB id 256 KZH43 RS10270 WP 000681597.1 AVVKISSEKVTTVAEFGDSSKLTVGETAIAIGSPLGSEYANTVTQGIVSSLNRNVSLKSEDGQAISTKAIQTDTAINPGN 233
NTDB id 215 SPD RS10945 WP 000681597.1 AVVKISSEKVTTVAEFGDSSKLTVGETAIAIGSPLGSEYANTVTQGIVSSLNRNVSLKSEDGQAISTKAIQTDTAINPGN 233
NTDB id 181 SPR RS10425 WP 000681597.1 AVVKISSEKVTTVAEFGDSSKLTVGETAIAIGSPLGSEYANTVTQGIVSSLNRNVSLKSEDGQAISTKAIQTDTAINPGN 233
NTDB id 145 SP RS11450 WP 000681597.1 AVVKISSEKVTTVAEFGDSSKLTVGETAIAIGSPLGSEYANTVTQGIVSSLNRNVSLKSEDGQAISTKAIQTDTAINPGN 233
NTDB id 539 SM12261 RS09395 WP 000681587.1 AVVKISSEKVTTVAEFGDSSKLTVGETAIAIGSPLGSEYANTVTQGIVSSLNRNVSLKSEDGQAISTKAIQTDTAINPGN 233
NTDB id 1142352 DQN71 RS11545 WP 015606090.1 SVVRINSEKVKDVAEFGDSNSLTVGETAIAIGSPLGTEYANSVTQGIISSLGRNVTLQSEDGQNISTTALQTDAAINPGN 231
NTDB id 425 SGO RS10525 WP 012131081.1 SVVRIPADKVKNVAEFGDSSKLTVGETAIAIGSPLGSDYANTVTQGIVSSLSRNVSSRSEDGQTIATQAIQTDAAINPGN 234
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NTDB id 381 SMU RS09890 WP 002262650.1 SGGALINIKGQVIGINSSKIASSNNSNSGVAVEGMGFAIPSNDVVSIINQLEENGEVVRPALGISMANLSEASTSGRDTL 318
NTDB id 256 KZH43 RS10270 WP 000681597.1 SGGPLINIQGQVIGITSSKIA..T..NGGTSVEGLGFAIPANDAINIIEQLEKNGKVTRPALGIQMVNLSNVSTSDIRRL 309
NTDB id 215 SPD RS10945 WP 000681597.1 SGGPLINIQGQVIGITSSKIA..T..NGGTSVEGLGFAIPANDAINIIEQLEKNGKVTRPALGIQMVNLSNVSTSDIRRL 309
NTDB id 181 SPR RS10425 WP 000681597.1 SGGPLINIQGQVIGITSSKIA..T..NGGTSVEGLGFAIPANDAINIIEQLEKNGKVTRPALGIQMVNLSNVSTSDIRRL 309
NTDB id 145 SP RS11450 WP 000681597.1 SGGPLINIQGQVIGITSSKIA..T..NGGTSVEGLGFAIPANDAINIIEQLEKNGKVTRPALGIQMVNLSNVSTSDIRRL 309
NTDB id 539 SM12261 RS09395 WP 000681587.1 SGGPLINIQGQVIGITSSKIA..T..NGGTSVEGLGFAIPANDAINIIEQLEKNGKVTRPALGIQMVNLSNINTSDIRRL 309
NTDB id 1142352 DQN71 RS11545 WP 015606090.1 SGGPLINIQGQVIGITSSKIS..H..NGQTAVEGMGFAIPSNDVVNIIKQLEKTGTVTRPALGIQMLDLSNIATSDLSKL 307
NTDB id 425 SGO RS10525 WP 012131081.1 SGGPLVNIQGQVIGITSSKIANTN..NGSTSVEGMGFAIPSNDVVNIIEQLEKNGKVIRPALGIQMVNLSSLSSSSSDRL 312
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NTDB id 381 SMU RS09890 WP 002262650.1 KIPSDVTSGIVVLSTQSGMPADGKLKKYDVITEIDGKKVASISDLQSILYKHKKGDKIKLTFYREKDKQTVEIQLTKTSQ 398
NTDB id 256 KZH43 RS10270 WP 000681597.1 NIPSNVTSGVIVRSVQSNMPANGHLEKYDVITKVDDKEIASSTDLQSALYNHSIGDTIKITYYRNGKEETTSIKLNKSSG 389
NTDB id 215 SPD RS10945 WP 000681597.1 NIPSNVTSGVIVRSVQSNMPANGHLEKYDVITKVDDKEIASSTDLQSALYNHSIGDTIKITYYRNGKEETTSIKLNKSSG 389
NTDB id 181 SPR RS10425 WP 000681597.1 NIPSNVTSGVIVRSVQSNMPANGHLEKYDVITKVDDKEIASSTDLQSALYNHSIGDTIKITYYRNGKEETTSIKLNKSSG 389
NTDB id 145 SP RS11450 WP 000681597.1 NIPSNVTSGVIVRSVQSNMPANGHLEKYDVITKVDDKEIASSTDLQSALYNHSIGDTIKITYYRNGKEETTSIKLNKSSG 389
NTDB id 539 SM12261 RS09395 WP 000681587.1 NIPSNVTSGVVVRSVQSNMPANGHLEKYDVITKVDDKEIASSTDLQSALYNHSIGDTIKITYYRNGKEETTSIKLDKSSG 389
NTDB id 1142352 DQN71 RS11545 WP 015606090.1 RLPSSVKSGILVRSVQEGMPAENKLQKYDVITKVDDKDVESTSDLQSALYRHSLGDELKVTYFRDGKEATTTIKLTKSTQ 387
NTDB id 425 SGO RS10525 WP 012131081.1 KLPDNVKNGVVVRSTQTGMPADGKLEKYDVITKIDDTEISSASDIQSALYKHSINEEIKVTYYRDGKEQTTTIKLTKSTD 392
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NTDB id 381 SMU RS09890 WP 002262650.1 DLNH. 402
NTDB id 256 KZH43 RS10270 WP 000681597.1 DLES. 393
NTDB id 215 SPD RS10945 WP 000681597.1 DLES. 393
NTDB id 181 SPR RS10425 WP 000681597.1 DLES. 393
NTDB id 145 SP RS11450 WP 000681597.1 DLES. 393
NTDB id 539 SM12261 RS09395 WP 000681587.1 DLES. 393
NTDB id 1142352 DQN71 RS11545 WP 015606090.1 DLSDN 392
NTDB id 425 SGO RS10525 WP 012131081.1 DLSSE 397
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