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NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSFSDEM.IEWHIKNGYITAENSISINKRRYRCNRCGQTDQRYFSFYHSSGK 79
NTDB id 182933 LLJM1 RS06050 WP 081196108.1 ................................................................................ 0
NTDB id 593 KW2 RS05130 WP 021037147.1 MNLILE...........NLLGHLLLEKDISAFNNFTDQVNNENKLIKIGAMTSVNANKVRCNRCGTIHIKTN.VK..LPI 66
NTDB id 277 KZH43 RS10090 WP 000867601.1 MKVN.L...........DYLGRLFTENELT.........EEERQLAEKLPAMRKEKGKLFCQRCNSTI.LEE.WY..LPI 55
NTDB id 236 SPD RS10765 WP 000867601.1 MKVN.L...........DYLGRLFTENELT.........EEERQLAEKLPAMRKEKGKLFCQRCNSTI.LEE.WY..LPI 55
NTDB id 202 SPR RS10250 WP 000867601.1 MKVN.L...........DYLGRLFTENELT.........EEERQLAEKLPAMRKEKGKLFCQRCNSTI.LEE.WY..LPI 55
NTDB id 167 SP RS11275 WP 000867616.1 MKVN.L...........DYLGRLFTENELT.........EEERQLAEKLPAMRKEKGKLFCQRCNSTI.LEE.WY..LPI 55
NTDB id 507 SM12261 RS09240 WP 000867722.1 MKVN.P...........NYLGRLFTENELT.........EEERQLAEKLPAMRKEKGKLFCQRCNSTI.LEE.WY..LPI 55
NTDB id 535 SMSK321 RS10515 WP 000867726.1 MKVN.P...........NYLGRLFTENELT.........KEERQLAEKLPAMRKEKGKLFCQRCDSAI.LDE.WY..LPI 55
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NTDB id 108 BSU 35470 NP 391427.1 NKLYCRSCVMMGRVSEEVPLYSWKEENESNWKSIKLTWDGKLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEMLFPG 159
NTDB id 182933 LLJM1 RS06050 WP 081196108.1 ................................................................................ 0
NTDB id 593 KW2 RS05130 WP 021037147.1 GAFFCPTCLELGRVRSDEYFYHLPQQDFP..EKTYLRWTGKLTENQEKISDALCQQITNNQKLLVQAVTGAGKTEMIYQL 144
NTDB id 277 KZH43 RS10090 WP 000867601.1 GAYYCRECLLMKRVRSDQTLYYFPQEDFP..KQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQV 133
NTDB id 236 SPD RS10765 WP 000867601.1 GAYYCRECLLMKRVRSDQTLYYFPQEDFP..KQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQV 133
NTDB id 202 SPR RS10250 WP 000867601.1 GAYYCRECLLMKRVRSDQTLYYFPQEDFP..KQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQV 133
NTDB id 167 SP RS11275 WP 000867616.1 GAYYCRECLLMKRVRSDQTLYYFPQEDFP..KQDVLKWRGQLTPFQEKVSEGLLQVVDKQKPTLVHAVTGAGKTEMIYQV 133
NTDB id 507 SM12261 RS09240 WP 000867722.1 GTYYCRECLLMKRVRSDQSLYYFPQEDFP..KQDVLKWRGQLTPFQDKVSQGLLQAVDKQEPSLVHAVTGAGKTEMIYQV 133
NTDB id 535 SMSK321 RS10515 WP 000867726.1 GAYYCRECLLMKRVRSDQVLYYFPQEDFA..KQDILKWRGQLTPFQEKVSEGLIQAVDKQEPILVHAVTGAGKTEMIYQV 133
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NTDB id 108 BSU 35470 NP 391427.1 IESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDEVDAFP 239
NTDB id 182933 LLJM1 RS06050 WP 081196108.1 ................................................................................ 0
NTDB id 593 KW2 RS05130 WP 021037147.1 IEQILSHGGSVGLASPRIDVCIELHQRLSRDFTC.QIPLLYHEG.DSYFRSPLVVMTSHQLLRFKEAFDLLIIDEVDAFP 222
NTDB id 277 KZH43 RS10090 WP 000867601.1 VAKVINAGGAVCLASPRIDVCLELYKRLQQDFSC.GIALLHGES.EPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFP 211
NTDB id 236 SPD RS10765 WP 000867601.1 VAKVINAGGAVCLASPRIDVCLELYKRLQQDFSC.GIALLHGES.EPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFP 211
NTDB id 202 SPR RS10250 WP 000867601.1 VAKVINAGGAVCLASPRIDVCLELYKRLQQDFSC.GIALLHGES.EPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFP 211
NTDB id 167 SP RS11275 WP 000867616.1 VAKVINAGGAVCLASPRIDVCLELYKRLQQDFSC.GIALLHGES.EPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFP 211
NTDB id 507 SM12261 RS09240 WP 000867722.1 VAKVINAGGAVCLASPRIDVCLELYKRLQKDFAC.EIALLHGES.EPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFP 211
NTDB id 535 SMSK321 RS10515 WP 000867726.1 VAKVINAGGAVCLASPRIDVCLELYKRLQDDFAC.EISLLYGES.EPYFRTPLVVSTTHQLLKFYQAFDLLIVDEVDAFP 211
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NTDB id 108 BSU 35470 NP 391427.1 YSADQTLQFAVQKARKKNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPAVK 319
NTDB id 182933 LLJM1 RS06050 WP 081196108.1 ........................................................MCGFFWKKTFYKK........... 13
NTDB id 593 KW2 RS05130 WP 021037147.1 FRDNDMLYFALENAKKINGTLLYLTATSTDKLDKQIKKHEIKRLFLPRRFHGHPLVIPMFFWKKTFYKK........... 291
NTDB id 277 KZH43 RS10090 WP 000867601.1 YVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLK 291
NTDB id 236 SPD RS10765 WP 000867601.1 YVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLK 291
NTDB id 202 SPR RS10250 WP 000867601.1 YVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLK 291
NTDB id 167 SP RS11275 WP 000867616.1 YVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLK 291
NTDB id 507 SM12261 RS09240 WP 000867722.1 YVDNPMLYHAVKNSVKENGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNHCLEKSRLSPKLK 291
NTDB id 535 SMSK321 RS10515 WP 000867726.1 YVDNPMLYHAVKNSVKENGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNRYLEKKCLSPKLK 291
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NTDB id 108 BSU 35470 NP 391427.1 RWIEFHVKEGRPVFLFVPSVSILEKAAACFKGV..HCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQ 397
NTDB id 182933 LLJM1 RS06050 WP 081196108.1 ..FIEQRKTGFPLLIFVAEIDFGQDFAKNLQEKFPKEKMAFVASTTKSKKTIVEAFRKKQVSILITTSILERGVTFSSID 91
NTDB id 593 KW2 RS05130 WP 021037147.1 ..FIEQRKTGFPLLIFVAEIDFGQDFAKNLQEKFPKEKMAFVASTTKSRKTIVEAFRKKQVSILITTSILERGVTFSSID 369
NTDB id 277 KZH43 RS10090 WP 000867601.1 SYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVD 371
NTDB id 236 SPD RS10765 WP 000867601.1 SYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVD 371
NTDB id 202 SPR RS10250 WP 000867601.1 SYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVD 371
NTDB id 167 SP RS11275 WP 000867616.1 SYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVD 371
NTDB id 507 SM12261 RS09240 WP 000867722.1 SYIEKQRKTGYPLLIFASEIKKGEQLKEIIQEQFPNEKIGFVSSITENRLEQVQAFRDRELTILISTTILERGVTFPCVD 371
NTDB id 535 SMSK321 RS10515 WP 000867726.1 SYIEKQRKTGYPLLIFASEIKKGEQLKEILQKEFPHEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVD 371
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