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NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSFSDEMIEWHIKNGYITAENSISINKRRYRCNRCGQTDQRYFSFYHSSGKN 80
NTDB id 167 SP RS11275 WP 000867616.1 MKVN............LDYLGRLFT..ENELTE......EERQLAEKLPAMRKEKGKLFCQRCNSTILEEWY....LPIG 56
NTDB id 277 KZH43 RS10090 WP 000867601.1 MKVN............LDYLGRLFT..ENELTE......EERQLAEKLPAMRKEKGKLFCQRCNSTILEEWY....LPIG 56
NTDB id 236 SPD RS10765 WP 000867601.1 MKVN............LDYLGRLFT..ENELTE......EERQLAEKLPAMRKEKGKLFCQRCNSTILEEWY....LPIG 56
NTDB id 202 SPR RS10250 WP 000867601.1 MKVN............LDYLGRLFT..ENELTE......EERQLAEKLPAMRKEKGKLFCQRCNSTILEEWY....LPIG 56
NTDB id 535 SMSK321 RS10515 WP 000867726.1 MKVN............PNYLGRLFT..ENELTK......EERQLAEKLPAMRKEKGKLFCQRCDSAILDEWY....LPIG 56
NTDB id 507 SM12261 RS09240 WP 000867722.1 MKVN............PNYLGRLFT..ENELTE......EERQLAEKLPAMRKEKGKLFCQRCNSTILEEWY....LPIG 56
NTDB id 391209 LG542 RS06765 WP 057908843.1 MIEK............QLACGRQWS..ATQFSS.VM.NNYSLPQIKQRPAFQKIDQQLVCQRCHQVVSEQTC....LPDG 60
NTDB id 615 LCA RS02545 WP 011374200.1 MGQQ............VIACGRQFT..AAQLADTQN.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 AYYCRECLLMKRVRSDQTLYYFPQEDFPK..QDVLKWRGQLTPFQEKVSEGLLQVVDKQKPTLVHAVTGAGKTEMIYQVV 134
NTDB id 277 KZH43 RS10090 WP 000867601.1 AYYCRECLLMKRVRSDQTLYYFPQEDFPK..QDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVV 134
NTDB id 236 SPD RS10765 WP 000867601.1 AYYCRECLLMKRVRSDQTLYYFPQEDFPK..QDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVV 134
NTDB id 202 SPR RS10250 WP 000867601.1 AYYCRECLLMKRVRSDQTLYYFPQEDFPK..QDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVV 134
NTDB id 535 SMSK321 RS10515 WP 000867726.1 AYYCRECLLMKRVRSDQVLYYFPQEDFAK..QDILKWRGQLTPFQEKVSEGLIQAVDKQEPILVHAVTGAGKTEMIYQVV 134
NTDB id 507 SM12261 RS09240 WP 000867722.1 TYYCRECLLMKRVRSDQSLYYFPQEDFPK..QDVLKWRGQLTPFQDKVSQGLLQAVDKQEPSLVHAVTGAGKTEMIYQVV 134
NTDB id 391209 LG542 RS06765 WP 057908843.1 RYYCAACLMFGRLVEGDQLVYIPEENQFATVEQPLTWSGTLTAFQAQAAEKIVTVVTNKQQHVLTAVTGAGKTEMLFSGI 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 AKVINAGGAVCLASPRIDVCLELYKRLQQDFSCGIA.LLH.GESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPY 212
NTDB id 277 KZH43 RS10090 WP 000867601.1 AKVINAGGAVCLASPRIDVCLELYKRLQQDFSCGIA.LLH.GESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPY 212
NTDB id 236 SPD RS10765 WP 000867601.1 AKVINAGGAVCLASPRIDVCLELYKRLQQDFSCGIA.LLH.GESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPY 212
NTDB id 202 SPR RS10250 WP 000867601.1 AKVINAGGAVCLASPRIDVCLELYKRLQQDFSCGIA.LLH.GESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPY 212
NTDB id 535 SMSK321 RS10515 WP 000867726.1 AKVINAGGAVCLASPRIDVCLELYKRLQDDFACEIS.LLY.GESEPYFRTPLVVSTTHQLLKFYQAFDLLIVDEVDAFPY 212
NTDB id 507 SM12261 RS09240 WP 000867722.1 AKVINAGGAVCLASPRIDVCLELYKRLQKDFACEIA.LLH.GESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPY 212
NTDB id 391209 LG542 RS06765 WP 057908843.1 ATALARGQRVCVAAPRVAVCLELYPRLQTAFAKTPSMLMYGTQTAPYMYTPLVVCTTHQLFKFYHAFDTVIVDEVDAFPY 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 391209 LG542 RS06765 WP 057908843.1 VNNPLLATAVKQACKPHCALIYLTATPTAKLRHAINIGQLTESELPIRFHGHLLPEPHCRPIFRWRQTIKRHKLPRVLQA 300
NTDB id 615 LCA RS02545 WP 011374200.1 VDNPVLATAVEQACKPQCALLYLTATPTPAIKRAIAAKQMTVSELPLRFHGHLLPEPQRHVAFNWRAQLKKGRLPKRLER 301
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NTDB id 108 BSU 35470 NP 391427.1 WIEFHVKEGRPVFLFVPSVSILEKAAACFKGV..HCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQT 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 391209 LG542 RS06765 WP 057908843.1 LIQDCLKT.QRLLLFVPQVHDLEQVRRSIVKTLPKVAVATVHASDPDQLAKIAAFRSGTGDILITTTVLERGVTLKNVAV 379
NTDB id 615 LCA RS02545 WP 011374200.1 DCQTYLKT.QQILLFVPQVRLLQPVANRLSTLLPAVRIETLHANDPDQIKKITAFRAQQIQLMVTTTILERGVTFKNVAV 380
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