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NTDB id 615 LCA RS02545 WP 011374200.1 .MGQQVIACGRQFTAAQLADTQNNNYSL...PQIKRRPAFLR.VKHRLVCQRCQQVV.PPQTCLPDGRHYCAQCL 69
NTDB id 593 KW2 RS05130 WP 021037147.1 MNLILENLLGHLLLEKDISAFNNFTDQVNNENKLIKIGAMTSVNANKVRCNRCGTIHIKTNVKLPIGAFFCPTCL 75
NTDB id 1111676 HMPREF9319 RS01880 WP 003063550.1 .MDKLNNYYGRLFTQAQLSD......ALK..KQAKQLPAMTK.LNHHYICNRCGSQV.SLQNKLQTNVFYCRNCL 64
NTDB id 277 KZH43 RS10090 WP 000867601.1 .MKVNLDYLGRLFTENELTE......EER..QLAEKLPAMRK.EKGKLFCQRCNSTI.LEEWYLPIGAYYCRECL 64
NTDB id 236 SPD RS10765 WP 000867601.1 .MKVNLDYLGRLFTENELTE......EER..QLAEKLPAMRK.EKGKLFCQRCNSTI.LEEWYLPIGAYYCRECL 64
NTDB id 202 SPR RS10250 WP 000867601.1 .MKVNLDYLGRLFTENELTE......EER..QLAEKLPAMRK.EKGKLFCQRCNSTI.LEEWYLPIGAYYCRECL 64
NTDB id 167 SP RS11275 WP 000867616.1 .MKVNLDYLGRLFTENELTE......EER..QLAEKLPAMRK.EKGKLFCQRCNSTI.LEEWYLPIGAYYCRECL 64
NTDB id 507 SM12261 RS09240 WP 000867722.1 .MKVNPNYLGRLFTENELTE......EER..QLAEKLPAMRK.EKGKLFCQRCNSTI.LEEWYLPIGTYYCRECL 64
NTDB id 535 SMSK321 RS10515 WP 000867726.1 .MKVNPNYLGRLFTENELTK......EER..QLAEKLPAMRK.EKGKLFCQRCDSAI.LDEWYLPIGAYYCRECL 64
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NTDB id 615 LCA RS02545 WP 011374200.1 LFGRLVEGDWLYTVPECHLFENNIPKLTWEGQLTPHQEKAAQAVVEVVQTQKRHVLTAVTGAGKTEMLFQGILVA 144
NTDB id 593 KW2 RS05130 WP 021037147.1 ELGRVRSDEYFYHLPQQDFPEK..TYLRWTGKLTENQEKISDALCQQITNNQKLLVQAVTGAGKTEMIYQLIEQI 148
NTDB id 1111676 HMPREF9319 RS01880 WP 003063550.1 VFGRNTSNGHLYYFPQRRFSKK..DSLIWKGKLTPYQDDVSKGMLEGIDAKKDLLIHAVTGAGKTEMIYQSVSKI 137
NTDB id 277 KZH43 RS10090 WP 000867601.1 LMKRVRSDQTLYYFPQEDFPKQ..DVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKV 137
NTDB id 236 SPD RS10765 WP 000867601.1 LMKRVRSDQTLYYFPQEDFPKQ..DVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKV 137
NTDB id 202 SPR RS10250 WP 000867601.1 LMKRVRSDQTLYYFPQEDFPKQ..DVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKV 137
NTDB id 167 SP RS11275 WP 000867616.1 LMKRVRSDQTLYYFPQEDFPKQ..DVLKWRGQLTPFQEKVSEGLLQVVDKQKPTLVHAVTGAGKTEMIYQVVAKV 137
NTDB id 507 SM12261 RS09240 WP 000867722.1 LMKRVRSDQSLYYFPQEDFPKQ..DVLKWRGQLTPFQDKVSQGLLQAVDKQEPSLVHAVTGAGKTEMIYQVVAKV 137
NTDB id 535 SMSK321 RS10515 WP 000867726.1 LMKRVRSDQVLYYFPQEDFAKQ..DILKWRGQLTPFQEKVSEGLIQAVDKQEPILVHAVTGAGKTEMIYQVVAKV 137
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NTDB id 615 LCA RS02545 WP 011374200.1 LQKGQRVCLAAPRVAVCLELYPRLQAAFATTSIMLMHGEQTEPYRYTQLVICTTHQLLKFYHAFDTVIVDEVDAF 219
NTDB id 593 KW2 RS05130 WP 021037147.1 LSHGGSVGLASPRIDVCIELHQRLSRDFTCQ.IPLLYHE.GDSYFRSPLVVMTSHQLLRFKEAFDLLIIDEVDAF 221
NTDB id 1111676 HMPREF9319 RS01880 WP 003063550.1 IDDGGCVCLASPRIDVCLELYKRLSRDFSCL.ITLLHGD.SEPYKRAPLIIATTHQLLKFYQAFDLLIIDEVDAF 210
NTDB id 277 KZH43 RS10090 WP 000867601.1 INAGGAVCLASPRIDVCLELYKRLQQDFSCG.IALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAF 210
NTDB id 236 SPD RS10765 WP 000867601.1 INAGGAVCLASPRIDVCLELYKRLQQDFSCG.IALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAF 210
NTDB id 202 SPR RS10250 WP 000867601.1 INAGGAVCLASPRIDVCLELYKRLQQDFSCG.IALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAF 210
NTDB id 167 SP RS11275 WP 000867616.1 INAGGAVCLASPRIDVCLELYKRLQQDFSCG.IALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAF 210
NTDB id 507 SM12261 RS09240 WP 000867722.1 INAGGAVCLASPRIDVCLELYKRLQKDFACE.IALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAF 210
NTDB id 535 SMSK321 RS10515 WP 000867726.1 INAGGAVCLASPRIDVCLELYKRLQDDFACE.ISLLYGE.SEPYFRTPLVVSTTHQLLKFYQAFDLLIVDEVDAF 210
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NTDB id 615 LCA RS02545 WP 011374200.1 PFVDNPVLATAVEQACKPQCALLYLTATPTPAIKRAIAAKQMTVSELPLRFHGHLLPEPQRHVAFNWRAQLKKGR 294
NTDB id 593 KW2 RS05130 WP 021037147.1 PFRDNDMLYFALENAKKINGTLLYLTATSTDKLDKQIKKHEIKRLFLPRRFHGHPLVIPMFFWKKTFYKK..... 291
NTDB id 1111676 HMPREF9319 RS01880 WP 003063550.1 PFVDNAVLYHAVDRAIKPNRTKIFLTATSTDELDKKVKTGTLTKLHLARRFHANPLVVPQKIWLSGVLSNMQKKK 285
NTDB id 277 KZH43 RS10090 WP 000867601.1 PYVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNR 285
NTDB id 236 SPD RS10765 WP 000867601.1 PYVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNR 285
NTDB id 202 SPR RS10250 WP 000867601.1 PYVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNR 285
NTDB id 167 SP RS11275 WP 000867616.1 PYVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNR 285
NTDB id 507 SM12261 RS09240 WP 000867722.1 PYVDNPMLYHAVKNSVKENGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNHCLEKSR 285
NTDB id 535 SMSK321 RS10515 WP 000867726.1 PYVDNPMLYHAVKNSVKENGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNRYLEKKC 285
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NTDB id 615 LCA RS02545 WP 011374200.1 LPKRLERDCQTYLK.TQQILLFVPQVRLLQPVANRLSTLLPAVRIETLHANDPDQIKKITAFRAQQIQLMVTTTI 368
NTDB id 593 KW2 RS05130 WP 021037147.1 ........FIEQRKTGFPLLIFVAEIDFGQDFAKNLQEKFPKEKMAFVASTTKSRKTIVEAFRKKQVSILITTSI 358
NTDB id 1111676 HMPREF9319 RS01880 WP 003063550.1 IPQKLINLIKKQRQTHYPLLIFFPNIEQGEAFTQILQTYFSEEQIAFVSSKTENRLDIVEKFRRQELSILVTTTI 360
NTDB id 277 KZH43 RS10090 WP 000867601.1 LSPKLKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTI 360
NTDB id 236 SPD RS10765 WP 000867601.1 LSPKLKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTI 360
NTDB id 202 SPR RS10250 WP 000867601.1 LSPKLKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTI 360
NTDB id 167 SP RS11275 WP 000867616.1 LSPKLKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTI 360
NTDB id 507 SM12261 RS09240 WP 000867722.1 LSPKLKSYIEKQRKTGYPLLIFASEIKKGEQLKEIIQEQFPNEKIGFVSSITENRLEQVQAFRDRELTILISTTI 360
NTDB id 535 SMSK321 RS10515 WP 000867726.1 LSPKLKSYIEKQRKTGYPLLIFASEIKKGEQLKEILQKEFPHEKIGFVSSVTEDRLEQVQAFRDGELTILISTTI 360
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NTDB id 615 LCA RS02545 WP 011374200.1 LERGVTFKNVAVLVLGAEHMVFNEAVLVQIAGRAGRHKDYAQNPVHFYYQDYTRAIKGACRQIKTQNQRGRRLQS 443
NTDB id 593 KW2 RS05130 WP 021037147.1 LERGVTFSSIDVFVINSEHPNFTKSALIQMAGRVGRDSKRPTGLVSFFHSGKSLAMCQAQKEIKKMNRLGGF... 430
NTDB id 1111676 HMPREF9319 RS01880 WP 003063550.1 LERGVTFPCVDVFVLLSNHRLYTKSTLVQISGRVGRAAERPTGELLFLHDGSTKEMRKAIAEIKAMNKKGGFA.. 433
NTDB id 277 KZH43 RS10090 WP 000867601.1 LERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL... 432
NTDB id 236 SPD RS10765 WP 000867601.1 LERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL... 432
NTDB id 202 SPR RS10250 WP 000867601.1 LERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL... 432
NTDB id 167 SP RS11275 WP 000867616.1 LERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL... 432
NTDB id 507 SM12261 RS09240 WP 000867722.1 LERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNTSIKKAIKEIQQMNKEAGL... 432
NTDB id 535 SMSK321 RS10515 WP 000867726.1 LERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNTSIKKAIKEIQQMNKEAGL... 432
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