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NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSFSDEMIEWH..IKNGYITAENSISINKRRYRCNRCGQTDQRYFSFYHSSG 78
NTDB id 615 LCA RS02545 WP 011374200.1 ............MGQQVIACGRQFTAAQLADTQN.....NNYSLPQIKRRPAFLRVKHRLVCQRCQQVVP.PQT...CLP 59
NTDB id 593 KW2 RS05130 WP 021037147.1 ...........MNLILENLLGHLLLEKDISAFNNFTDQVNNENKLI.KIGAMTSVNANKVRCNRCGTIHIKTNV...KLP 65
NTDB id 1139516 DQM67 RS07535 WP 005591893.1 ............MLEIKDCLGRIFTKDQLSP..........ELRLQAQQMLSMREERRKLFCGCCGSKVDKENY...QLP 55
NTDB id 277 KZH43 RS10090 WP 000867601.1 ............MKVNLDYLGRLFTENELTE..........EERQLAEKLPAMRKEKGKLFCQRCNSTIL.EEW...YLP 54
NTDB id 236 SPD RS10765 WP 000867601.1 ............MKVNLDYLGRLFTENELTE..........EERQLAEKLPAMRKEKGKLFCQRCNSTIL.EEW...YLP 54
NTDB id 202 SPR RS10250 WP 000867601.1 ............MKVNLDYLGRLFTENELTE..........EERQLAEKLPAMRKEKGKLFCQRCNSTIL.EEW...YLP 54
NTDB id 167 SP RS11275 WP 000867616.1 ............MKVNLDYLGRLFTENELTE..........EERQLAEKLPAMRKEKGKLFCQRCNSTIL.EEW...YLP 54
NTDB id 507 SM12261 RS09240 WP 000867722.1 ............MKVNPNYLGRLFTENELTE..........EERQLAEKLPAMRKEKGKLFCQRCNSTIL.EEW...YLP 54
NTDB id 535 SMSK321 RS10515 WP 000867726.1 ............MKVNPNYLGRLFTENELTK..........EERQLAEKLPAMRKEKGKLFCQRCDSAIL.DEW...YLP 54
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NTDB id 108 BSU 35470 NP 391427.1 KNKLYCRSCVMMGRVSEEVPLYSWKEENESNWKSIKLTWDGKLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEMLFP 158
NTDB id 615 LCA RS02545 WP 011374200.1 DGRHYCAQCLLFGRLVEGDWLYTVPECHLFENNIPKLTWEGQLTPHQEKAAQAVVEVVQTQKRHVLTAVTGAGKTEMLFQ 139
NTDB id 593 KW2 RS05130 WP 021037147.1 IGAFFCPTCLELGRVRSDEYFYHLPQQDFPEKT..YLRWTGKLTENQEKISDALCQQITNNQKLLVQAVTGAGKTEMIYQ 143
NTDB id 1139516 DQM67 RS07535 WP 005591893.1 VNAYYCRECLILGRVRSDQELYYFPQEAFPKNQ..VLKWQGQLTTFQEKVSQGLLESVAQKQNSLVHAVTGAGKTEMIYQ 133
NTDB id 277 KZH43 RS10090 WP 000867601.1 IGAYYCRECLLMKRVRSDQTLYYFPQEDFPKQD..VLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQ 132
NTDB id 236 SPD RS10765 WP 000867601.1 IGAYYCRECLLMKRVRSDQTLYYFPQEDFPKQD..VLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQ 132
NTDB id 202 SPR RS10250 WP 000867601.1 IGAYYCRECLLMKRVRSDQTLYYFPQEDFPKQD..VLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQ 132
NTDB id 167 SP RS11275 WP 000867616.1 IGAYYCRECLLMKRVRSDQTLYYFPQEDFPKQD..VLKWRGQLTPFQEKVSEGLLQVVDKQKPTLVHAVTGAGKTEMIYQ 132
NTDB id 507 SM12261 RS09240 WP 000867722.1 IGTYYCRECLLMKRVRSDQSLYYFPQEDFPKQD..VLKWRGQLTPFQDKVSQGLLQAVDKQEPSLVHAVTGAGKTEMIYQ 132
NTDB id 535 SMSK321 RS10515 WP 000867726.1 IGAYYCRECLLMKRVRSDQVLYYFPQEDFAKQD..ILKWRGQLTPFQEKVSEGLIQAVDKQEPILVHAVTGAGKTEMIYQ 132
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NTDB id 108 BSU 35470 NP 391427.1 GIESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDEVDAF 238
NTDB id 615 LCA RS02545 WP 011374200.1 GILVALQKGQRVCLAAPRVAVCLELYPRLQAAFATTSIMLMHGEQTEPYRYTQLVICTTHQLLKFYHAFDTVIVDEVDAF 219
NTDB id 593 KW2 RS05130 WP 021037147.1 LIEQILSHGGSVGLASPRIDVCIELHQRLSRDFTCQ.IPLLYHE.GDSYFRSPLVVMTSHQLLRFKEAFDLLIIDEVDAF 221
NTDB id 1139516 DQM67 RS07535 WP 005591893.1 VIAEVIDHGGAVCLASPRIDVCLELYRRLQLDFACP.ISLLHGE.SEPYFRSPLVIATTHQLLKFYRAFDLLIVDEVDAF 211
NTDB id 277 KZH43 RS10090 WP 000867601.1 VVAKVINAGGAVCLASPRIDVCLELYKRLQQDFSCG.IALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAF 210
NTDB id 236 SPD RS10765 WP 000867601.1 VVAKVINAGGAVCLASPRIDVCLELYKRLQQDFSCG.IALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAF 210
NTDB id 202 SPR RS10250 WP 000867601.1 VVAKVINAGGAVCLASPRIDVCLELYKRLQQDFSCG.IALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAF 210
NTDB id 167 SP RS11275 WP 000867616.1 VVAKVINAGGAVCLASPRIDVCLELYKRLQQDFSCG.IALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAF 210
NTDB id 507 SM12261 RS09240 WP 000867722.1 VVAKVINAGGAVCLASPRIDVCLELYKRLQKDFACE.IALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAF 210
NTDB id 535 SMSK321 RS10515 WP 000867726.1 VVAKVINAGGAVCLASPRIDVCLELYKRLQDDFACE.ISLLYGE.SEPYFRTPLVVSTTHQLLKFYQAFDLLIVDEVDAF 210
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NTDB id 108 BSU 35470 NP 391427.1 PYSADQTLQFAVQKARKKNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPAV 318
NTDB id 615 LCA RS02545 WP 011374200.1 PFVDNPVLATAVEQACKPQCALLYLTATPTPAIKRAIAAKQMTVSELPLRFHGHLLPEPQRHVAFNWRAQLKKGRLPKRL 299
NTDB id 593 KW2 RS05130 WP 021037147.1 PFRDNDMLYFALENAKKINGTLLYLTATSTDKLDKQIKKHEIKRLFLPRRFHGHPLVIPMFFWKKTFYKK.......... 291
NTDB id 1139516 DQM67 RS07535 WP 005591893.1 PYVDNPVLYHAVEQSVKEKGTTIFLTATSTDELDKKVQKGELKRLSLPRRFHGNPLIVPQKVWLADFQKYLAKKKLPPKL 291
NTDB id 277 KZH43 RS10090 WP 000867601.1 PYVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKL 290
NTDB id 236 SPD RS10765 WP 000867601.1 PYVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKL 290
NTDB id 202 SPR RS10250 WP 000867601.1 PYVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKL 290
NTDB id 167 SP RS11275 WP 000867616.1 PYVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKL 290
NTDB id 507 SM12261 RS09240 WP 000867722.1 PYVDNPMLYHAVKNSVKENGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNHCLEKSRLSPKL 290
NTDB id 535 SMSK321 RS10515 WP 000867726.1 PYVDNPMLYHAVKNSVKENGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNRYLEKKCLSPKL 290
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NTDB id 108 BSU 35470 NP 391427.1 KRWIEFHVKEGRPVFLFVPSVSILEKAAACFKGV..HCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKV 396
NTDB id 615 LCA RS02545 WP 011374200.1 ERDCQTYLK.TQQILLFVPQVRLLQPVANRLSTLLPAVRIETLHANDPDQIKKITAFRAQQIQLMVTTTILERGVTFKNV 378
NTDB id 593 KW2 RS05130 WP 021037147.1 ...FIEQRKTGFPLLIFVAEIDFGQDFAKNLQEKFPKEKMAFVASTTKSRKTIVEAFRKKQVSILITTSILERGVTFSSI 368
NTDB id 1139516 DQM67 RS07535 WP 005591893.1 KKYIERQRKTGFPLLIFASEIKRGQEFAQVLEEIFPAERVGFVASTTENRLEIVEEFRKREITILVTTTILERGVTFPCV 371
NTDB id 277 KZH43 RS10090 WP 000867601.1 KSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCV 370
NTDB id 236 SPD RS10765 WP 000867601.1 KSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCV 370
NTDB id 202 SPR RS10250 WP 000867601.1 KSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCV 370
NTDB id 167 SP RS11275 WP 000867616.1 KSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCV 370
NTDB id 507 SM12261 RS09240 WP 000867722.1 KSYIEKQRKTGYPLLIFASEIKKGEQLKEIIQEQFPNEKIGFVSSITENRLEQVQAFRDRELTILISTTILERGVTFPCV 370
NTDB id 535 SMSK321 RS10515 WP 000867726.1 KSYIEKQRKTGYPLLIFASEIKKGEQLKEILQKEFPHEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCV 370
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NTDB id 108 BSU 35470 NP 391427.1 QTGVLGAESSIFTESALVQIAGRTGRHKEYADGDVIYFHFGKTKSMLDARKHIKEMNELAAKVECTD 463
NTDB id 615 LCA RS02545 WP 011374200.1 AVLVLGAEHMVFNEAVLVQIAGRAGRHKDYAQNPVHFYYQDYTRAIKGACRQIKTQNQRGRRLQSTV 445
NTDB id 593 KW2 RS05130 WP 021037147.1 DVFVINSEHPNFTKSALIQMAGRVGRDSKRPTGLVSFFHSGKSLAMCQAQKEIKKMNRLGGF..... 430
NTDB id 1139516 DQM67 RS07535 WP 005591893.1 DVFVLEANHRLFSRSALVQISGRVGRSMERPTGDLFFFHDGTTHSIEKAIREIKLMNKEAGL..... 433
NTDB id 277 KZH43 RS10090 WP 000867601.1 DVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 236 SPD RS10765 WP 000867601.1 DVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 202 SPR RS10250 WP 000867601.1 DVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 167 SP RS11275 WP 000867616.1 DVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 507 SM12261 RS09240 WP 000867722.1 DVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNTSIKKAIKEIQQMNKEAGL..... 432
NTDB id 535 SMSK321 RS10515 WP 000867726.1 DVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNTSIKKAIKEIQQMNKEAGL..... 432
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