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NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSFSDEMIEWHIKNGYITAENSISINKRRYRCNRCGQTDQRYFSFYHSSGKN 80
NTDB id 167 SP RS11275 WP 000867616.1 MKVN............LDYLGRLFTENEL..TEEE......RQLAEKLPAMRKEKGKLFCQRCNSTILEEWY....LPIG 56
NTDB id 277 KZH43 RS10090 WP 000867601.1 MKVN............LDYLGRLFTENEL..TEEE......RQLAEKLPAMRKEKGKLFCQRCNSTILEEWY....LPIG 56
NTDB id 236 SPD RS10765 WP 000867601.1 MKVN............LDYLGRLFTENEL..TEEE......RQLAEKLPAMRKEKGKLFCQRCNSTILEEWY....LPIG 56
NTDB id 202 SPR RS10250 WP 000867601.1 MKVN............LDYLGRLFTENEL..TEEE......RQLAEKLPAMRKEKGKLFCQRCNSTILEEWY....LPIG 56
NTDB id 535 SMSK321 RS10515 WP 000867726.1 MKVN............PNYLGRLFTENEL..TKEE......RQLAEKLPAMRKEKGKLFCQRCDSAILDEWY....LPIG 56
NTDB id 507 SM12261 RS09240 WP 000867722.1 MKVN............PNYLGRLFTENEL..TEEE......RQLAEKLPAMRKEKGKLFCQRCNSTILEEWY....LPIG 56
NTDB id 334605 EQK21 RS07785 WP 241653695.1 MMAK............QLAYGRQWSATQL..S.TVM.NNYSLPQIKQRPAFQIVNQRLVCQRCGQVVKEQAR....LPDG 60
NTDB id 615 LCA RS02545 WP 011374200.1 MGQQ............VIACGRQFTAAQL..ADTQN.NNYSLPQIKRRPAFLRVKHRLVCQRCQQVVPPQTC....LPDG 61
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NTDB id 108 BSU 35470 NP 391427.1 KLYCRSCVMMGRVSEEVPLYSWKEENESNWKSIKLTWDGKLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEMLFPGI 160
NTDB id 167 SP RS11275 WP 000867616.1 AYYCRECLLMKRVRSDQTLYYFPQEDFPKQ..DVLKWRGQLTPFQEKVSEGLLQVVDKQKPTLVHAVTGAGKTEMIYQVV 134
NTDB id 277 KZH43 RS10090 WP 000867601.1 AYYCRECLLMKRVRSDQTLYYFPQEDFPKQ..DVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVV 134
NTDB id 236 SPD RS10765 WP 000867601.1 AYYCRECLLMKRVRSDQTLYYFPQEDFPKQ..DVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVV 134
NTDB id 202 SPR RS10250 WP 000867601.1 AYYCRECLLMKRVRSDQTLYYFPQEDFPKQ..DVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVV 134
NTDB id 535 SMSK321 RS10515 WP 000867726.1 AYYCRECLLMKRVRSDQVLYYFPQEDFAKQ..DILKWRGQLTPFQEKVSEGLIQAVDKQEPILVHAVTGAGKTEMIYQVV 134
NTDB id 507 SM12261 RS09240 WP 000867722.1 TYYCRECLLMKRVRSDQSLYYFPQEDFPKQ..DVLKWRGQLTPFQDKVSQGLLQAVDKQEPSLVHAVTGAGKTEMIYQVV 134
NTDB id 334605 EQK21 RS07785 WP 241653695.1 RYYCAACLTFGRLVEGDQLIYVPECNLFESIVEPLTWSGTLTPFQAQAAKQIVAVITKQQRHVLTAVTGAGKTEMLFQGI 140
NTDB id 615 LCA RS02545 WP 011374200.1 RHYCAQCLLFGRLVEGDWLYTVPECHLFENNIPKLTWEGQLTPHQEKAAQAVVEVVQTQKRHVLTAVTGAGKTEMLFQGI 141
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NTDB id 108 BSU 35470 NP 391427.1 ESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDEVDAFPY 240
NTDB id 167 SP RS11275 WP 000867616.1 AKVINAGGAVCLASPRIDVCLELYKRLQQDFSCG.IALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPY 212
NTDB id 277 KZH43 RS10090 WP 000867601.1 AKVINAGGAVCLASPRIDVCLELYKRLQQDFSCG.IALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPY 212
NTDB id 236 SPD RS10765 WP 000867601.1 AKVINAGGAVCLASPRIDVCLELYKRLQQDFSCG.IALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPY 212
NTDB id 202 SPR RS10250 WP 000867601.1 AKVINAGGAVCLASPRIDVCLELYKRLQQDFSCG.IALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPY 212
NTDB id 535 SMSK321 RS10515 WP 000867726.1 AKVINAGGAVCLASPRIDVCLELYKRLQDDFACE.ISLLYGE.SEPYFRTPLVVSTTHQLLKFYQAFDLLIVDEVDAFPY 212
NTDB id 507 SM12261 RS09240 WP 000867722.1 AKVINAGGAVCLASPRIDVCLELYKRLQKDFACE.IALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPY 212
NTDB id 334605 EQK21 RS07785 WP 241653695.1 ATALANGQRVCVAAPRVAVCLELYPRLQAAFANTPIMLMHGEQTAPYQYTPLVVCTTHQLFKFYQAFDTVIVDEVDAFPF 220
NTDB id 615 LCA RS02545 WP 011374200.1 LVALQKGQRVCLAAPRVAVCLELYPRLQAAFATTSIMLMHGEQTEPYRYTQLVICTTHQLLKFYHAFDTVIVDEVDAFPF 221
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NTDB id 108 BSU 35470 NP 391427.1 SADQTLQFAVQKARKKNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPAVKR 320
NTDB id 167 SP RS11275 WP 000867616.1 VDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKS 292
NTDB id 277 KZH43 RS10090 WP 000867601.1 VDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKS 292
NTDB id 236 SPD RS10765 WP 000867601.1 VDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKS 292
NTDB id 202 SPR RS10250 WP 000867601.1 VDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKS 292
NTDB id 535 SMSK321 RS10515 WP 000867726.1 VDNPMLYHAVKNSVKENGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNRYLEKKCLSPKLKS 292
NTDB id 507 SM12261 RS09240 WP 000867722.1 VDNPMLYHAVKNSVKENGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNHCLEKSRLSPKLKS 292
NTDB id 334605 EQK21 RS07785 WP 241653695.1 VNNPQLEMAVKQACKPCCALIYLTATPTVKLRHAINTGDLTGSELPIRFHGHLLPEPHCYPLFTWRRSVKRHQLPSVMRN 300
NTDB id 615 LCA RS02545 WP 011374200.1 VDNPVLATAVEQACKPQCALLYLTATPTPAIKRAIAAKQMTVSELPLRFHGHLLPEPQRHVAFNWRAQLKKGRLPKRLER 301
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NTDB id 108 BSU 35470 NP 391427.1 WIEFHVKEGRPVFLFVPSVSILEKAAACFKG..VHCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQT 398
NTDB id 167 SP RS11275 WP 000867616.1 YIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDV 372
NTDB id 277 KZH43 RS10090 WP 000867601.1 YIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDV 372
NTDB id 236 SPD RS10765 WP 000867601.1 YIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDV 372
NTDB id 202 SPR RS10250 WP 000867601.1 YIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDV 372
NTDB id 535 SMSK321 RS10515 WP 000867726.1 YIEKQRKTGYPLLIFASEIKKGEQLKEILQKEFPHEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDV 372
NTDB id 507 SM12261 RS09240 WP 000867722.1 YIEKQRKTGYPLLIFASEIKKGEQLKEIIQEQFPNEKIGFVSSITENRLEQVQAFRDRELTILISTTILERGVTFPCVDV 372
NTDB id 334605 EQK21 RS07785 WP 241653695.1 LLRKCLQ.EQRLLLFVPQVRDLEAVQQSVVRALPHITVNTVHAGDPNQLDKIAAFRAGSGDVLITTTVLERGVTFKNIAV 379
NTDB id 615 LCA RS02545 WP 011374200.1 DCQTYLK.TQQILLFVPQVRLLQPVANRLSTLLPAVRIETLHANDPDQIKKITAFRAQQIQLMVTTTILERGVTFKNVAV 380
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NTDB id 108 BSU 35470 NP 391427.1 GVLGAESSIFTESALVQIAGRTGRHKEYADGDVIYFHFGKTKSMLDARKHIKEMNELAAKVECTD 463
NTDB id 167 SP RS11275 WP 000867616.1 FVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 277 KZH43 RS10090 WP 000867601.1 FVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 236 SPD RS10765 WP 000867601.1 FVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 202 SPR RS10250 WP 000867601.1 FVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 535 SMSK321 RS10515 WP 000867726.1 FVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNTSIKKAIKEIQQMNKEAGL..... 432
NTDB id 507 SM12261 RS09240 WP 000867722.1 FVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNTSIKKAIKEIQQMNKEAGL..... 432
NTDB id 334605 EQK21 RS07785 WP 241653695.1 FVLGAEHVVFTESVLVQIAGRAGRQQEHAANPVYFFYADYTVAIQRACQQIKRQNRKGRRLQSTV 444
NTDB id 615 LCA RS02545 WP 011374200.1 LVLGAEHMVFNEAVLVQIAGRAGRHKDYAQNPVHFYYQDYTRAIKGACRQIKTQNQRGRRLQSTV 445
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