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NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSFSDEMIE.WHIKNGYITAENSISINKRRYRCNRCGQTDQRYFSFYHSSGKNKLYC 84
NTDB id 615 LCA RS02545 WP 011374200.1 ............MGQQVIACGRQFTAAQLADTQNNNY...SLPQIKRRPA.FLRVKHRLVCQRCQQVVP.PQTC...LPDGRHYC 65
NTDB id 593 KW2 RS05130 WP 021037147.1 ...........MNLILENLLGHLLLEKDISAFNNFTDQVNNENKLIKIGAMTSVNANKVRCNRCGTIHIKTNVK...LPIGAFFC 71
NTDB id 51857 SCIM RS02240 WP 003078363.1 ............MIELQDYLGRIFTRSQLPLG........LQQQAQTLSG.MIEKKGKLWCNRCGQVVNKEKQQ...LPIGAYYC 61
NTDB id 277 KZH43 RS10090 WP 000867601.1 ............MKVNLDYLGRLFTENELTEE........ERQLAEKLPA.MRKEKGKLFCQRCNSTIL.EEWY...LPIGAYYC 60
NTDB id 236 SPD RS10765 WP 000867601.1 ............MKVNLDYLGRLFTENELTEE........ERQLAEKLPA.MRKEKGKLFCQRCNSTIL.EEWY...LPIGAYYC 60
NTDB id 202 SPR RS10250 WP 000867601.1 ............MKVNLDYLGRLFTENELTEE........ERQLAEKLPA.MRKEKGKLFCQRCNSTIL.EEWY...LPIGAYYC 60
NTDB id 167 SP RS11275 WP 000867616.1 ............MKVNLDYLGRLFTENELTEE........ERQLAEKLPA.MRKEKGKLFCQRCNSTIL.EEWY...LPIGAYYC 60
NTDB id 507 SM12261 RS09240 WP 000867722.1 ............MKVNPNYLGRLFTENELTEE........ERQLAEKLPA.MRKEKGKLFCQRCNSTIL.EEWY...LPIGTYYC 60
NTDB id 535 SMSK321 RS10515 WP 000867726.1 ............MKVNPNYLGRLFTENELTKE........ERQLAEKLPA.MRKEKGKLFCQRCDSAIL.DEWY...LPIGAYYC 60
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NTDB id 108 BSU 35470 NP 391427.1 RSCVMMGRVSEEVPLYSWKEENESNWKSIKLTWDGKLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEMLFPGIESALNQGLR 169
NTDB id 615 LCA RS02545 WP 011374200.1 AQCLLFGRLVEGDWLYTVPECHLFENNIPKLTWEGQLTPHQEKAAQAVVEVVQTQKRHVLTAVTGAGKTEMLFQGILVALQKGQR 150
NTDB id 593 KW2 RS05130 WP 021037147.1 PTCLELGRVRSDEYFYHLPQQDFPEKT..YLRWTGKLTENQEKISDALCQQITNNQKLLVQAVTGAGKTEMIYQLIEQILSHGGS 154
NTDB id 51857 SCIM RS02240 WP 003078363.1 RSCVRLGRVRSDEKLYYFPQAEFPKTN..VLTWEGRLTDYQAKVSQGLVEAVAKQKNSLVHAVTGAGKTEMIYQVVAQVINEGGA 144
NTDB id 277 KZH43 RS10090 WP 000867601.1 RECLLMKRVRSDQTLYYFPQEDFPKQD..VLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGA 143
NTDB id 236 SPD RS10765 WP 000867601.1 RECLLMKRVRSDQTLYYFPQEDFPKQD..VLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGA 143
NTDB id 202 SPR RS10250 WP 000867601.1 RECLLMKRVRSDQTLYYFPQEDFPKQD..VLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGA 143
NTDB id 167 SP RS11275 WP 000867616.1 RECLLMKRVRSDQTLYYFPQEDFPKQD..VLKWRGQLTPFQEKVSEGLLQVVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGA 143
NTDB id 507 SM12261 RS09240 WP 000867722.1 RECLLMKRVRSDQSLYYFPQEDFPKQD..VLKWRGQLTPFQDKVSQGLLQAVDKQEPSLVHAVTGAGKTEMIYQVVAKVINAGGA 143
NTDB id 535 SMSK321 RS10515 WP 000867726.1 RECLLMKRVRSDQVLYYFPQEDFAKQD..ILKWRGQLTPFQEKVSEGLIQAVDKQEPILVHAVTGAGKTEMIYQVVAKVINAGGA 143
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NTDB id 108 BSU 35470 NP 391427.1 VCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDEVDAFPYSADQTLQFAVQKAR 254
NTDB id 615 LCA RS02545 WP 011374200.1 VCLAAPRVAVCLELYPRLQAAFATTSIMLMHGEQTEPYRYTQLVICTTHQLLKFYHAFDTVIVDEVDAFPFVDNPVLATAVEQAC 235
NTDB id 593 KW2 RS05130 WP 021037147.1 VGLASPRIDVCIELHQRLSRDFTCQ.IPLLYHE.GDSYFRSPLVVMTSHQLLRFKEAFDLLIIDEVDAFPFRDNDMLYFALENAK 237
NTDB id 51857 SCIM RS02240 WP 003078363.1 VCLASPRIDVCLELHRRLQEDFSCD.IALLHGE.SEVYFRSPLVIATTHQLLKFYRAFDLLIVDEVDAFPYVDNPMLYHAVTQSV 227
NTDB id 277 KZH43 RS10090 WP 000867601.1 VCLASPRIDVCLELYKRLQQDFSCG.IALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSV 226
NTDB id 236 SPD RS10765 WP 000867601.1 VCLASPRIDVCLELYKRLQQDFSCG.IALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSV 226
NTDB id 202 SPR RS10250 WP 000867601.1 VCLASPRIDVCLELYKRLQQDFSCG.IALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSV 226
NTDB id 167 SP RS11275 WP 000867616.1 VCLASPRIDVCLELYKRLQQDFSCG.IALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSV 226
NTDB id 507 SM12261 RS09240 WP 000867722.1 VCLASPRIDVCLELYKRLQKDFACE.IALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSV 226
NTDB id 535 SMSK321 RS10515 WP 000867726.1 VCLASPRIDVCLELYKRLQDDFACE.ISLLYGE.SEPYFRTPLVVSTTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSV 226
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NTDB id 108 BSU 35470 NP 391427.1 KKNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPAVKRWIEFHVKEGRPVFLFVPSV 339
NTDB id 615 LCA RS02545 WP 011374200.1 KPQCALLYLTATPTPAIKRAIAAKQMTVSELPLRFHGHLLPEPQRHVAFNWRAQLKKGRLPKRLERDCQTYLK.TQQILLFVPQV 319
NTDB id 593 KW2 RS05130 WP 021037147.1 KINGTLLYLTATSTDKLDKQIKKHEIKRLFLPRRFHGHPLVIPMFFWKKTFYKK.............FIEQRKTGFPLLIFVAEI 309
NTDB id 51857 SCIM RS02240 WP 003078363.1 KEQSTIIFLTATSTDELDKKVSKGELNRLSLPRRFHGNPLIVPKKVWLENFQKYLNQKKLVPKLEQFVKKQRKTGFPLLIFASEI 312
NTDB id 277 KZH43 RS10090 WP 000867601.1 KENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIFASEI 311
NTDB id 236 SPD RS10765 WP 000867601.1 KENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIFASEI 311
NTDB id 202 SPR RS10250 WP 000867601.1 KENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIFASEI 311
NTDB id 167 SP RS11275 WP 000867616.1 KENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIFASEI 311
NTDB id 507 SM12261 RS09240 WP 000867722.1 KENGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNHCLEKSRLSPKLKSYIEKQRKTGYPLLIFASEI 311
NTDB id 535 SMSK321 RS10515 WP 000867726.1 KENGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNRYLEKKCLSPKLKSYIEKQRKTGYPLLIFASEI 311
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NTDB id 108 BSU 35470 NP 391427.1 SILEKAAACFKGV..HCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQTGVLGAESSIFTESALVQIAGRTGR 422
NTDB id 615 LCA RS02545 WP 011374200.1 RLLQPVANRLSTLLPAVRIETLHANDPDQIKKITAFRAQQIQLMVTTTILERGVTFKNVAVLVLGAEHMVFNEAVLVQIAGRAGR 404
NTDB id 593 KW2 RS05130 WP 021037147.1 DFGQDFAKNLQEKFPKEKMAFVASTTKSRKTIVEAFRKKQVSILITTSILERGVTFSSIDVFVINSEHPNFTKSALIQMAGRVGR 394
NTDB id 51857 SCIM RS02240 WP 003078363.1 KRGQELAEVLQSYFSSENVGFVASTTENRLDIVEKFRQKEITILVTTTILERGVTFPCVDVFVVEANHRLFSRSALVQIAGRVGR 397
NTDB id 277 KZH43 RS10090 WP 000867601.1 KKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGR 396
NTDB id 236 SPD RS10765 WP 000867601.1 KKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGR 396
NTDB id 202 SPR RS10250 WP 000867601.1 KKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGR 396
NTDB id 167 SP RS11275 WP 000867616.1 KKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGR 396
NTDB id 507 SM12261 RS09240 WP 000867722.1 KKGEQLKEIIQEQFPNEKIGFVSSITENRLEQVQAFRDRELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGR 396
NTDB id 535 SMSK321 RS10515 WP 000867726.1 KKGEQLKEILQKEFPHEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGR 396
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NTDB id 108 BSU 35470 NP 391427.1 HKEYADGDVIYFHFGKTKSMLDARKHIKEMNELAAKVECTD 463
NTDB id 615 LCA RS02545 WP 011374200.1 HKDYAQNPVHFYYQDYTRAIKGACRQIKTQNQRGRRLQSTV 445
NTDB id 593 KW2 RS05130 WP 021037147.1 DSKRPTGLVSFFHSGKSLAMCQAQKEIKKMNRLGGF..... 430
NTDB id 51857 SCIM RS02240 WP 003078363.1 SMDRPTGELLFFHDGTNFAIERAIQEIKAMNQEAGL..... 433
NTDB id 277 KZH43 RS10090 WP 000867601.1 SMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 236 SPD RS10765 WP 000867601.1 SMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 202 SPR RS10250 WP 000867601.1 SMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 167 SP RS11275 WP 000867616.1 SMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 507 SM12261 RS09240 WP 000867722.1 SMDRPTGDLLFFHDGLNTSIKKAIKEIQQMNKEAGL..... 432
NTDB id 535 SMSK321 RS10515 WP 000867726.1 SMDRPTGDLLFFHDGLNTSIKKAIKEIQQMNKEAGL..... 432
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