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NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSFSDEM...IEWHIKNGYITAENSISINKRRYRCNRCGQTDQRYFSFYHSS 77
NTDB id 615 LCA RS02545 WP 011374200.1 ............MGQQVIACGRQFTAAQLA......DTQNNNYSLPQIKRRPAFLRVKHRLVCQRCQQV.VPPQT...CL 58
NTDB id 593 KW2 RS05130 WP 021037147.1 ...........MNLILENLLGHLLLEKDISAFNNFTDQVNN..ENKLIKIGAMTSVNANKVRCNRCGTIHIKTNV...KL 64
NTDB id 414589 GU337 RS02065 WP 167839723.1 ...............MDNLYGRLLTRQELG......DDFEN..LPKDTETFPGMSITPKSVTCHRCGTTSSLQAI...KL 54
NTDB id 277 KZH43 RS10090 WP 000867601.1 ............MKVNLDYLGRLFTENELT......EEERQ.....LAEKLPAMRKEKGKLFCQRCNST.ILEEW...YL 53
NTDB id 236 SPD RS10765 WP 000867601.1 ............MKVNLDYLGRLFTENELT......EEERQ.....LAEKLPAMRKEKGKLFCQRCNST.ILEEW...YL 53
NTDB id 202 SPR RS10250 WP 000867601.1 ............MKVNLDYLGRLFTENELT......EEERQ.....LAEKLPAMRKEKGKLFCQRCNST.ILEEW...YL 53
NTDB id 167 SP RS11275 WP 000867616.1 ............MKVNLDYLGRLFTENELT......EEERQ.....LAEKLPAMRKEKGKLFCQRCNST.ILEEW...YL 53
NTDB id 535 SMSK321 RS10515 WP 000867726.1 ............MKVNPNYLGRLFTENELT......KEERQ.....LAEKLPAMRKEKGKLFCQRCDSA.ILDEW...YL 53
NTDB id 507 SM12261 RS09240 WP 000867722.1 ............MKVNPNYLGRLFTENELT......EEERQ.....LAEKLPAMRKEKGKLFCQRCNST.ILEEW...YL 53
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NTDB id 108 BSU 35470 NP 391427.1 GKNKLYCRSCVMMGRVSEEVPLYSWKEENESNWKSIKLTWDGKLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEMLF 157
NTDB id 615 LCA RS02545 WP 011374200.1 PDGRHYCAQCLLFGRLVEGDWLYTVPECHLFENNIPKLTWEGQLTPHQEKAAQAVVEVVQTQKRHVLTAVTGAGKTEMLF 138
NTDB id 593 KW2 RS05130 WP 021037147.1 PIGAFFCPTCLELGRVRSDEYFYHLPQQDFPEK..TYLRWTGKLTENQEKISDALCQQITNNQKLLVQAVTGAGKTEMIY 142
NTDB id 414589 GU337 RS02065 WP 167839723.1 EIPAYFCPECLHLGRVRSDELLYHLPQQDFPPQ..DSLLWSGQLTPYQAEISKELMAAVDQKTQILVHAVTGAGKTEMIY 132
NTDB id 277 KZH43 RS10090 WP 000867601.1 PIGAYYCRECLLMKRVRSDQTLYYFPQEDFPKQ..DVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIY 131
NTDB id 236 SPD RS10765 WP 000867601.1 PIGAYYCRECLLMKRVRSDQTLYYFPQEDFPKQ..DVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIY 131
NTDB id 202 SPR RS10250 WP 000867601.1 PIGAYYCRECLLMKRVRSDQTLYYFPQEDFPKQ..DVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIY 131
NTDB id 167 SP RS11275 WP 000867616.1 PIGAYYCRECLLMKRVRSDQTLYYFPQEDFPKQ..DVLKWRGQLTPFQEKVSEGLLQVVDKQKPTLVHAVTGAGKTEMIY 131
NTDB id 535 SMSK321 RS10515 WP 000867726.1 PIGAYYCRECLLMKRVRSDQVLYYFPQEDFAKQ..DILKWRGQLTPFQEKVSEGLIQAVDKQEPILVHAVTGAGKTEMIY 131
NTDB id 507 SM12261 RS09240 WP 000867722.1 PIGTYYCRECLLMKRVRSDQSLYYFPQEDFPKQ..DVLKWRGQLTPFQDKVSQGLLQAVDKQEPSLVHAVTGAGKTEMIY 131
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FDTVLMVL I IVDEVDA
NTDB id 108 BSU 35470 NP 391427.1 PGIESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDEVDA 237
NTDB id 615 LCA RS02545 WP 011374200.1 QGILVALQKGQRVCLAAPRVAVCLELYPRLQAAFATTSIMLMHGEQTEPYRYTQLVICTTHQLLKFYHAFDTVIVDEVDA 218
NTDB id 593 KW2 RS05130 WP 021037147.1 QLIEQILSHGGSVGLASPRIDVCIELHQRLSRDFTCQI.PLLYH.EGDSYFRSPLVVMTSHQLLRFKEAFDLLIIDEVDA 220
NTDB id 414589 GU337 RS02065 WP 167839723.1 AAVARVISSCGAVGIATPRTDVARELHARLSRDFSIPI.SLLHA.ESEPYFPTPLVISTTHQLLRFRHAFDLLIIDEVDA 210
NTDB id 277 KZH43 RS10090 WP 000867601.1 QVVAKVINAGGAVCLASPRIDVCLELYKRLQQDFSCGI.ALLHG.ESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDA 209
NTDB id 236 SPD RS10765 WP 000867601.1 QVVAKVINAGGAVCLASPRIDVCLELYKRLQQDFSCGI.ALLHG.ESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDA 209
NTDB id 202 SPR RS10250 WP 000867601.1 QVVAKVINAGGAVCLASPRIDVCLELYKRLQQDFSCGI.ALLHG.ESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDA 209
NTDB id 167 SP RS11275 WP 000867616.1 QVVAKVINAGGAVCLASPRIDVCLELYKRLQQDFSCGI.ALLHG.ESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDA 209
NTDB id 535 SMSK321 RS10515 WP 000867726.1 QVVAKVINAGGAVCLASPRIDVCLELYKRLQDDFACEI.SLLYG.ESEPYFRTPLVVSTTHQLLKFYQAFDLLIVDEVDA 209
NTDB id 507 SM12261 RS09240 WP 000867722.1 QVVAKVINAGGAVCLASPRIDVCLELYKRLQKDFACEI.ALLHG.ESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDA 209
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LPSKPARK
NTDB id 108 BSU 35470 NP 391427.1 FPYSADQTLQFAVQKARKKNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPA 317
NTDB id 615 LCA RS02545 WP 011374200.1 FPFVDNPVLATAVEQACKPQCALLYLTATPTPAIKRAIAAKQMTVSELPLRFHGHLLPEPQRHVAFNWRAQLKKGRLPKR 298
NTDB id 593 KW2 RS05130 WP 021037147.1 FPFRDNDMLYFALENAKKINGTLLYLTATSTDKLDKQIKKHEIKRLFLPRRFHGHPLVIPMFFWKKTFY........... 289
NTDB id 414589 GU337 RS02065 WP 167839723.1 FPFADNDALYFAAEQSRKPTATLIYLTATSTDKLDKLVKTGQLKQVSLSRRFHGNPLVVPKVIFSGSEKR.......... 280
NTDB id 277 KZH43 RS10090 WP 000867601.1 FPYVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPK 289
NTDB id 236 SPD RS10765 WP 000867601.1 FPYVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPK 289
NTDB id 202 SPR RS10250 WP 000867601.1 FPYVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPK 289
NTDB id 167 SP RS11275 WP 000867616.1 FPYVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPK 289
NTDB id 535 SMSK321 RS10515 WP 000867726.1 FPYVDNPMLYHAVKNSVKENGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNRYLEKKCLSPK 289
NTDB id 507 SM12261 RS09240 WP 000867722.1 FPYVDNPMLYHAVKNSVKENGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNHCLEKSRLSPK 289
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NTDB id 108 BSU 35470 NP 391427.1 VKRWIEFHVKEGRPVFLFVPSVSILEKAAACFKGV..HCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPK 395
NTDB id 615 LCA RS02545 WP 011374200.1 LERDCQTYL.KTQQILLFVPQVRLLQPVANRLSTLLPAVRIETLHANDPDQIKKITAFRAQQIQLMVTTTILERGVTFKN 377
NTDB id 593 KW2 RS05130 WP 021037147.1 ..KKFIEQRKTGFPLLIFVAEIDFGQDFAKNLQEKFPKEKMAFVASTTKSRKTIVEAFRKKQVSILITTSILERGVTFSS 367
NTDB id 414589 GU337 RS02065 WP 167839723.1 IYRHIKKQRETGFPLLIFAPVIAFGQSFTERLRRLFPDEKIGFVASTSEERAEEIDRFRQGQLTILVSTTILERGVTFPK 360
NTDB id 277 KZH43 RS10090 WP 000867601.1 LKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPC 369
NTDB id 236 SPD RS10765 WP 000867601.1 LKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPC 369
NTDB id 202 SPR RS10250 WP 000867601.1 LKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPC 369
NTDB id 167 SP RS11275 WP 000867616.1 LKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPC 369
NTDB id 535 SMSK321 RS10515 WP 000867726.1 LKSYIEKQRKTGYPLLIFASEIKKGEQLKEILQKEFPHEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPC 369
NTDB id 507 SM12261 RS09240 WP 000867722.1 LKSYIEKQRKTGYPLLIFASEIKKGEQLKEIIQEQFPNEKIGFVSSITENRLEQVQAFRDRELTILISTTILERGVTFPC 369
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NTDB id 108 BSU 35470 NP 391427.1 VQTGVLGAESSIFTESALVQIAGRTGRHKEYADGDVIYFHFGKTKSMLDARKHIKEMNELAAKVECTD 463
NTDB id 615 LCA RS02545 WP 011374200.1 VAVLVLGAEHMVFNEAVLVQIAGRAGRHKDYAQNPVHFYYQDYTRAIKGACRQIKTQNQRGRRLQSTV 445
NTDB id 593 KW2 RS05130 WP 021037147.1 IDVFVINSEHPNFTKSALIQMAGRVGRDSKRPTGLVSFFHSGKSLAMCQAQKEIKKMNRLGGF..... 430
NTDB id 414589 GU337 RS02065 WP 167839723.1 VDVFVVNSHHRLFTKSSLIQIAGRAGRSPDRSTGLVYFFHTGLTRDMTRAISEIRQMNRLGGFT.... 424
NTDB id 277 KZH43 RS10090 WP 000867601.1 VDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 236 SPD RS10765 WP 000867601.1 VDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 202 SPR RS10250 WP 000867601.1 VDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 167 SP RS11275 WP 000867616.1 VDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 535 SMSK321 RS10515 WP 000867726.1 VDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNTSIKKAIKEIQQMNKEAGL..... 432
NTDB id 507 SM12261 RS09240 WP 000867722.1 VDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNTSIKKAIKEIQQMNKEAGL..... 432
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