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NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSF....SDEMIEWHIKNGYITAENSISINKRRYRCNRCGQTDQRYFSFYHSSGKNK 81
NTDB id 615 LCA RS02545 WP 011374200.1 ............MGQQVIACGRQFTAAQLADTQN.....NNYS..LPQIKRRPAFLRVKHRLVCQRCQQVV.PPQT...CLPDGR 62
NTDB id 593 KW2 RS05130 WP 021037147.1 ...........MNLILENLLGHLLLEKDISAFNNFTDQVNNEN..KL.IKIGAMTSVNANKVRCNRCGTIHIKTNV...KLPIGA 68
NTDB id 42874 STO1 RS00175 WP 096421421.1 ............MKVNPNYLGRLFTEKELTE.........EER..QMAVKLPA.MRKEKGKLLCQRCNSTI.LEEW...YLPIGA 57
NTDB id 277 KZH43 RS10090 WP 000867601.1 ............MKVNLDYLGRLFTENELTE.........EER..QLAEKLPA.MRKEKGKLFCQRCNSTI.LEEW...YLPIGA 57
NTDB id 236 SPD RS10765 WP 000867601.1 ............MKVNLDYLGRLFTENELTE.........EER..QLAEKLPA.MRKEKGKLFCQRCNSTI.LEEW...YLPIGA 57
NTDB id 202 SPR RS10250 WP 000867601.1 ............MKVNLDYLGRLFTENELTE.........EER..QLAEKLPA.MRKEKGKLFCQRCNSTI.LEEW...YLPIGA 57
NTDB id 167 SP RS11275 WP 000867616.1 ............MKVNLDYLGRLFTENELTE.........EER..QLAEKLPA.MRKEKGKLFCQRCNSTI.LEEW...YLPIGA 57
NTDB id 507 SM12261 RS09240 WP 000867722.1 ............MKVNPNYLGRLFTENELTE.........EER..QLAEKLPA.MRKEKGKLFCQRCNSTI.LEEW...YLPIGT 57
NTDB id 535 SMSK321 RS10515 WP 000867726.1 ............MKVNPNYLGRLFTENELTK.........EER..QLAEKLPA.MRKEKGKLFCQRCDSAI.LDEW...YLPIGA 57
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NTDB id 108 BSU 35470 NP 391427.1 LYCRSCVMMGRVSEEVPLYSWKEENESNWKSIKLTWDGKLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEMLFPGIESALNQ 166
NTDB id 615 LCA RS02545 WP 011374200.1 HYCAQCLLFGRLVEGDWLYTVPECHLFENNIPKLTWEGQLTPHQEKAAQAVVEVVQTQKRHVLTAVTGAGKTEMLFQGILVALQK 147
NTDB id 593 KW2 RS05130 WP 021037147.1 FFCPTCLELGRVRSDEYFYHLPQQDFPEKT..YLRWTGKLTENQEKISDALCQQITNNQKLLVQAVTGAGKTEMIYQLIEQILSH 151
NTDB id 42874 STO1 RS00175 WP 096421421.1 YYCRECLLMKRVRSDQALYYFPQEDFPKQD..VLKWRGQLTPFQEKVSEGLIRAVEKKEPTLVHAVTGAGKTEMIYQVVAKVIDE 140
NTDB id 277 KZH43 RS10090 WP 000867601.1 YYCRECLLMKRVRSDQTLYYFPQEDFPKQD..VLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINA 140
NTDB id 236 SPD RS10765 WP 000867601.1 YYCRECLLMKRVRSDQTLYYFPQEDFPKQD..VLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINA 140
NTDB id 202 SPR RS10250 WP 000867601.1 YYCRECLLMKRVRSDQTLYYFPQEDFPKQD..VLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINA 140
NTDB id 167 SP RS11275 WP 000867616.1 YYCRECLLMKRVRSDQTLYYFPQEDFPKQD..VLKWRGQLTPFQEKVSEGLLQVVDKQKPTLVHAVTGAGKTEMIYQVVAKVINA 140
NTDB id 507 SM12261 RS09240 WP 000867722.1 YYCRECLLMKRVRSDQSLYYFPQEDFPKQD..VLKWRGQLTPFQDKVSQGLLQAVDKQEPSLVHAVTGAGKTEMIYQVVAKVINA 140
NTDB id 535 SMSK321 RS10515 WP 000867726.1 YYCRECLLMKRVRSDQVLYYFPQEDFAKQD..ILKWRGQLTPFQEKVSEGLIQAVDKQEPILVHAVTGAGKTEMIYQVVAKVINA 140
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NTDB id 108 BSU 35470 NP 391427.1 GLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDEVDAFPYSADQTLQFAVQ 251
NTDB id 615 LCA RS02545 WP 011374200.1 GQRVCLAAPRVAVCLELYPRLQAAFATTSIMLMHGEQTEPYRYTQLVICTTHQLLKFYHAFDTVIVDEVDAFPFVDNPVLATAVE 232
NTDB id 593 KW2 RS05130 WP 021037147.1 GGSVGLASPRIDVCIELHQRLSRDFTCQI.PLLYHE.GDSYFRSPLVVMTSHQLLRFKEAFDLLIIDEVDAFPFRDNDMLYFALE 234
NTDB id 42874 STO1 RS00175 WP 096421421.1 GGAVCLASPRIDVCLELYKRLQNDFACEI.ALLHGE.SEPYFRTPLVVATTHQLLKFYHAFDLLIVDEVDAFPYVDNQMLYHTVK 223
NTDB id 277 KZH43 RS10090 WP 000867601.1 GGAVCLASPRIDVCLELYKRLQQDFSCGI.ALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVK 223
NTDB id 236 SPD RS10765 WP 000867601.1 GGAVCLASPRIDVCLELYKRLQQDFSCGI.ALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVK 223
NTDB id 202 SPR RS10250 WP 000867601.1 GGAVCLASPRIDVCLELYKRLQQDFSCGI.ALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVK 223
NTDB id 167 SP RS11275 WP 000867616.1 GGAVCLASPRIDVCLELYKRLQQDFSCGI.ALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVK 223
NTDB id 507 SM12261 RS09240 WP 000867722.1 GGAVCLASPRIDVCLELYKRLQKDFACEI.ALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVK 223
NTDB id 535 SMSK321 RS10515 WP 000867726.1 GGAVCLASPRIDVCLELYKRLQDDFACEI.SLLYGE.SEPYFRTPLVVSTTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVK 223
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NTDB id 108 BSU 35470 NP 391427.1 KARKKNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPA....VKRWIEFHVKEGRPV 332
NTDB id 615 LCA RS02545 WP 011374200.1 QACKPQCALLYLTATPTPAIKRAIAAKQMTVSELPLRFHGHLLPEPQRHVAFNWRAQLKKGRLPKRLERDCQTYLKT.....QQI 312
NTDB id 593 KW2 RS05130 WP 021037147.1 NAKKINGTLLYLTATSTDKLDKQIKKHEIKRLFLPRRFHGHPLVIPMFFWKKTFYKK.................FIEQRKTGFPL 302
NTDB id 42874 STO1 RS00175 WP 096421421.1 NSVKENGMRIFLTATSTDELDRKVRTGELKRLSLPRRFHGNPLIIPKPVWLSDFNRCLEKSQLSPK....LKTYIEKQRRTGYPL 304
NTDB id 277 KZH43 RS10090 WP 000867601.1 NSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPK....LKSYIEKQRKTAYPL 304
NTDB id 236 SPD RS10765 WP 000867601.1 NSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPK....LKSYIEKQRKTAYPL 304
NTDB id 202 SPR RS10250 WP 000867601.1 NSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPK....LKSYIEKQRKTAYPL 304
NTDB id 167 SP RS11275 WP 000867616.1 NSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPK....LKSYIEKQRKTAYPL 304
NTDB id 507 SM12261 RS09240 WP 000867722.1 NSVKENGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNHCLEKSRLSPK....LKSYIEKQRKTGYPL 304
NTDB id 535 SMSK321 RS10515 WP 000867726.1 NSVKENGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNRYLEKKCLSPK....LKSYIEKQRKTGYPL 304
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NTDB id 108 BSU 35470 NP 391427.1 FLFVPSVSILEKAAACFKGV..HCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQTGVLGAESSIFTESALVQ 415
NTDB id 615 LCA RS02545 WP 011374200.1 LLFVPQVRLLQPVANRLSTLLPAVRIETLHANDPDQIKKITAFRAQQIQLMVTTTILERGVTFKNVAVLVLGAEHMVFNEAVLVQ 397
NTDB id 593 KW2 RS05130 WP 021037147.1 LIFVAEIDFGQDFAKNLQEKFPKEKMAFVASTTKSRKTIVEAFRKKQVSILITTSILERGVTFSSIDVFVINSEHPNFTKSALIQ 387
NTDB id 42874 STO1 RS00175 WP 096421421.1 LIFASEIKKGEGLKEILKVHFPNESIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQ 389
NTDB id 277 KZH43 RS10090 WP 000867601.1 LIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQ 389
NTDB id 236 SPD RS10765 WP 000867601.1 LIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQ 389
NTDB id 202 SPR RS10250 WP 000867601.1 LIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQ 389
NTDB id 167 SP RS11275 WP 000867616.1 LIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQ 389
NTDB id 507 SM12261 RS09240 WP 000867722.1 LIFASEIKKGEQLKEIIQEQFPNEKIGFVSSITENRLEQVQAFRDRELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQ 389
NTDB id 535 SMSK321 RS10515 WP 000867726.1 LIFASEIKKGEQLKEILQKEFPHEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQ 389
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