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NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSFSDEMIEW.HIKNGYITAENSISINKRRYRCNRCGQTDQRYFSFYHSSGKNKLYC 84
NTDB id 615 LCA RS02545 WP 011374200.1 MG...........Q.QVIACGRQFTAAQLADTQNNNYS...LPQIKRRPAF.LRVKHRLVCQRCQQVVP.PQTC...LPDGRHYC 65
NTDB id 167 SP RS11275 WP 000867616.1 MK...........V.NLDYLGRLFTENELTEEER........QLAEKLPAM.RKEKGKLFCQRCNSTIL.EEWY...LPIGAYYC 60
NTDB id 277 KZH43 RS10090 WP 000867601.1 MK...........V.NLDYLGRLFTENELTEEER........QLAEKLPAM.RKEKGKLFCQRCNSTIL.EEWY...LPIGAYYC 60
NTDB id 236 SPD RS10765 WP 000867601.1 MK...........V.NLDYLGRLFTENELTEEER........QLAEKLPAM.RKEKGKLFCQRCNSTIL.EEWY...LPIGAYYC 60
NTDB id 202 SPR RS10250 WP 000867601.1 MK...........V.NLDYLGRLFTENELTEEER........QLAEKLPAM.RKEKGKLFCQRCNSTIL.EEWY...LPIGAYYC 60
NTDB id 535 SMSK321 RS10515 WP 000867726.1 MK...........V.NPNYLGRLFTENELTKEER........QLAEKLPAM.RKEKGKLFCQRCDSAIL.DEWY...LPIGAYYC 60
NTDB id 507 SM12261 RS09240 WP 000867722.1 MK...........V.NPNYLGRLFTENELTEEER........QLAEKLPAM.RKEKGKLFCQRCNSTIL.EEWY...LPIGTYYC 60
NTDB id 42104 LCGT RS03885 WP 014024622.1 ...............MDELYGRLLLQKELTKLPD.........KATLFDGMQDVSKTVMMCNRCGKKIKKKEVL...LPVGAYYC 58
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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 167 SP RS11275 WP 000867616.1 RECLLMKRVRSDQTLYYFPQEDFPKQ..DVLKWRGQLTPFQEKVSEGLLQVVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGA 143
NTDB id 277 KZH43 RS10090 WP 000867601.1 RECLLMKRVRSDQTLYYFPQEDFPKQ..DVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGA 143
NTDB id 236 SPD RS10765 WP 000867601.1 RECLLMKRVRSDQTLYYFPQEDFPKQ..DVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGA 143
NTDB id 202 SPR RS10250 WP 000867601.1 RECLLMKRVRSDQTLYYFPQEDFPKQ..DVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGA 143
NTDB id 535 SMSK321 RS10515 WP 000867726.1 RECLLMKRVRSDQVLYYFPQEDFAKQ..DILKWRGQLTPFQEKVSEGLIQAVDKQEPILVHAVTGAGKTEMIYQVVAKVINAGGA 143
NTDB id 507 SM12261 RS09240 WP 000867722.1 RECLLMKRVRSDQSLYYFPQEDFPKQ..DVLKWRGQLTPFQDKVSQGLLQAVDKQEPSLVHAVTGAGKTEMIYQVVAKVINAGGA 143
NTDB id 42104 LCGT RS03885 WP 014024622.1 PHCIQMGRVRSDEKLYHLPQEDFSAA..SFLNWQGKLTASQQHVSDSLVKLQQQQKTVLVQAVTGAGKTEMIYQSIDNTLKKGKA 141
NTDB id 593 KW2 RS05130 WP 021037147.1 PTCLELGRVRSDEYFYHLPQQDFPEK..TYLRWTGKLTENQEKISDALCQQITNNQKLLVQAVTGAGKTEMIYQLIEQILSHGGS 154
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FDTVLMVL I LIVDEVDAFPFYPRSVADDNDEQPTVMLAQYTFHEALVAQEKKQNASCKRV
NTDB id 108 BSU 35470 NP 391427.1 VCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDEVDAFPYSADQTLQFAVQKAR 254
NTDB id 615 LCA RS02545 WP 011374200.1 VCLAAPRVAVCLELYPRLQAAFATTSIMLMHGEQTEPYRYTQLVICTTHQLLKFYHAFDTVIVDEVDAFPFVDNPVLATAVEQAC 235
NTDB id 167 SP RS11275 WP 000867616.1 VCLASPRIDVCLELYKRLQQDFSCG.IALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSV 226
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 535 SMSK321 RS10515 WP 000867726.1 VCLASPRIDVCLELYKRLQDDFACE.ISLLYGE.SEPYFRTPLVVSTTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSV 226
NTDB id 507 SM12261 RS09240 WP 000867722.1 VCLASPRIDVCLELYKRLQKDFACE.IALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSV 226
NTDB id 42104 LCGT RS03885 WP 014024622.1 VGLTSPRIDVCLELYHRLKRDFSCP.ISLLHGK.SEKYSRSPLVIATTHQLMRFRHAFDLLILDEVDAFPFPDNEMLYFELAQAR 224
NTDB id 593 KW2 RS05130 WP 021037147.1 VGLASPRIDVCIELHQRLSRDFTCQ.IPLLYHE.GDSYFRSPLVVMTSHQLLRFKEAFDLLIIDEVDAFPFRDNDMLYFALENAK 237
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NTDB id 108 BSU 35470 NP 391427.1 KKNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRF....VWCGNWKKKLNRNKIPPAVKRWIEFHVKEGRPVFLF 335
NTDB id 615 LCA RS02545 WP 011374200.1 KPQCALLYLTATPTPAIKRAIAAKQMTVSELPLRFHGHLLPEPQRHVAFNWRAQLKKGRLPKRLERDCQTYLKT.....QQILLF 315
NTDB id 167 SP RS11275 WP 000867616.1 KENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKP....IWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIF 307
NTDB id 277 KZH43 RS10090 WP 000867601.1 KENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKP....IWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIF 307
NTDB id 236 SPD RS10765 WP 000867601.1 KENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKP....IWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIF 307
NTDB id 202 SPR RS10250 WP 000867601.1 KENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKP....IWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIF 307
NTDB id 535 SMSK321 RS10515 WP 000867726.1 KENGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKP....VWLSDFNRYLEKKCLSPKLKSYIEKQRKTGYPLLIF 307
NTDB id 507 SM12261 RS09240 WP 000867722.1 KENGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKP....VWLSDFNHCLEKSRLSPKLKSYIEKQRKTGYPLLIF 307
NTDB id 42104 LCGT RS03885 WP 014024622.1 KPSSILIYLTATTTDNLEKQVKLGQIEKLQLPRRFHGFPLVLPQF....FWQSKFYKM.............IKKQRESGFPLLIF 292
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NTDB id 108 BSU 35470 NP 391427.1 VPSVSILEKAAACFKG..VHCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQTGVLGAESSIFTESALVQIAG 418
NTDB id 615 LCA RS02545 WP 011374200.1 VPQVRLLQPVANRLSTLLPAVRIETLHANDPDQIKKITAFRAQQIQLMVTTTILERGVTFKNVAVLVLGAEHMVFNEAVLVQIAG 400
NTDB id 167 SP RS11275 WP 000867616.1 ASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGG 392
NTDB id 277 KZH43 RS10090 WP 000867601.1 ASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGG 392
NTDB id 236 SPD RS10765 WP 000867601.1 ASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGG 392
NTDB id 202 SPR RS10250 WP 000867601.1 ASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGG 392
NTDB id 535 SMSK321 RS10515 WP 000867726.1 ASEIKKGEQLKEILQKEFPHEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGG 392
NTDB id 507 SM12261 RS09240 WP 000867722.1 ASEIKKGEQLKEIIQEQFPNEKIGFVSSITENRLEQVQAFRDRELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGG 392
NTDB id 42104 LCGT RS03885 WP 014024622.1 VPEIRQGEKLCQDLQSNFPHEEIAFVASTSLERLEAVERFRQGNISILVSTTILERGVTFPKVDVFVFQSHHHNFTRSSLIQIAG 377
NTDB id 593 KW2 RS05130 WP 021037147.1 VAEIDFGQDFAKNLQEKFPKEKMAFVASTTKSRKTIVEAFRKKQVSILITTSILERGVTFSSIDVFVINSEHPNFTKSALIQMAG 390
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