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NTDB id 593 KW2 RS05130 WP 021037147.1 MNLILENLLGHLLLEKDISAFNNFTDQVNNENKL.IKIGAMTSVNANKVRCNRCGTIHIKTNVKLPIGAFFCPTCLELGRVRSDE 84
NTDB id 31386 SEZ RS07525 WP 012516136.1 .MENIENYYGRLFPEGKCPKA.........VSAWACSLQS.MIAKKGTLYCQRCGSLIE.KAHQLPSGAYYCRACLVFGRNQSDR 73
NTDB id 277 KZH43 RS10090 WP 000867601.1 .MKVNLDYLGRLFTENELTEE.........ERQLAEKLPA.MRKEKGKLFCQRCNSTIL.EEWYLPIGAYYCRECLLMKRVRSDQ 73
NTDB id 236 SPD RS10765 WP 000867601.1 .MKVNLDYLGRLFTENELTEE.........ERQLAEKLPA.MRKEKGKLFCQRCNSTIL.EEWYLPIGAYYCRECLLMKRVRSDQ 73
NTDB id 202 SPR RS10250 WP 000867601.1 .MKVNLDYLGRLFTENELTEE.........ERQLAEKLPA.MRKEKGKLFCQRCNSTIL.EEWYLPIGAYYCRECLLMKRVRSDQ 73
NTDB id 167 SP RS11275 WP 000867616.1 .MKVNLDYLGRLFTENELTEE.........ERQLAEKLPA.MRKEKGKLFCQRCNSTIL.EEWYLPIGAYYCRECLLMKRVRSDQ 73
NTDB id 507 SM12261 RS09240 WP 000867722.1 .MKVNPNYLGRLFTENELTEE.........ERQLAEKLPA.MRKEKGKLFCQRCNSTIL.EEWYLPIGTYYCRECLLMKRVRSDQ 73
NTDB id 535 SMSK321 RS10515 WP 000867726.1 .MKVNPNYLGRLFTENELTKE.........ERQLAEKLPA.MRKEKGKLFCQRCDSAIL.DEWYLPIGAYYCRECLLMKRVRSDQ 73
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NTDB id 593 KW2 RS05130 WP 021037147.1 YFYHLPQQDFPEKTYLRWTGKLTENQEKISDALCQQITNNQKLLVQAVTGAGKTEMIYQLIEQILSHGGSVGLASPRIDVCIELH 169
NTDB id 31386 SEZ RS07525 WP 012516136.1 PLLYFPPASFPKGHYLRWQGQLTTYQAAVSHQLTNHVKLKQDTLVHAVTGAGKTEMMYEAIAAVVNKGGWVCIASPRVDVCIELE 158
NTDB id 277 KZH43 RS10090 WP 000867601.1 TLYYFPQEDFPKQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGAVCLASPRIDVCLELY 158
NTDB id 236 SPD RS10765 WP 000867601.1 TLYYFPQEDFPKQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGAVCLASPRIDVCLELY 158
NTDB id 202 SPR RS10250 WP 000867601.1 TLYYFPQEDFPKQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGAVCLASPRIDVCLELY 158
NTDB id 167 SP RS11275 WP 000867616.1 TLYYFPQEDFPKQDVLKWRGQLTPFQEKVSEGLLQVVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGAVCLASPRIDVCLELY 158
NTDB id 507 SM12261 RS09240 WP 000867722.1 SLYYFPQEDFPKQDVLKWRGQLTPFQDKVSQGLLQAVDKQEPSLVHAVTGAGKTEMIYQVVAKVINAGGAVCLASPRIDVCLELY 158
NTDB id 535 SMSK321 RS10515 WP 000867726.1 VLYYFPQEDFAKQDILKWRGQLTPFQEKVSEGLIQAVDKQEPILVHAVTGAGKTEMIYQVVAKVINAGGAVCLASPRIDVCLELY 158
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NTDB id 593 KW2 RS05130 WP 021037147.1 QRLSRDFTCQIPLLYHEGDSYFRSPLVVMTSHQLLRFKEAFDLLIIDEVDAFPFRDNDMLYFALENAKKINGTLLYLTATSTDKL 254
NTDB id 31386 SEZ RS07525 WP 012516136.1 KRLSRDFSCQVCLMHAESEVYHRSPIIVATTHQLMTFYHAFDLLIIDEVDAFPFVNNRQLNHAAHQAAKADAVTVYLTATSTRDL 243
NTDB id 277 KZH43 RS10090 WP 000867601.1 KRLQQDFSCGIALLHGESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKENGLRIFLTATSTNEL 243
NTDB id 236 SPD RS10765 WP 000867601.1 KRLQQDFSCGIALLHGESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKENGLRIFLTATSTNEL 243
NTDB id 202 SPR RS10250 WP 000867601.1 KRLQQDFSCGIALLHGESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKENGLRIFLTATSTNEL 243
NTDB id 167 SP RS11275 WP 000867616.1 KRLQQDFSCGIALLHGESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKENGLRIFLTATSTNEL 243
NTDB id 507 SM12261 RS09240 WP 000867722.1 KRLQKDFACEIALLHGESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKENGLRIFLTATSTDEL 243
NTDB id 535 SMSK321 RS10515 WP 000867726.1 KRLQDDFACEISLLYGESEPYFRTPLVVSTTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKENGLRIFLTATSTDEL 243
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NTDB id 593 KW2 RS05130 WP 021037147.1 DKQIKKHEIKRLFLPRRFHGHPLVIPMFFWKKTFYK.............KFIEQRKTGFPLLIFVAEIDFGQDFAKNLQEKFPKE 326
NTDB id 31386 SEZ RS07525 WP 012516136.1 ERKVKQKELVKLTLARRFHGKPLVVPKYQRLFSLLEAINRGKLPRRFITLVKKQRATGYPLLIFFPIIELAEQCCQLLQKYFPKE 328
NTDB id 277 KZH43 RS10090 WP 000867601.1 DKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNE 328
NTDB id 236 SPD RS10765 WP 000867601.1 DKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNE 328
NTDB id 202 SPR RS10250 WP 000867601.1 DKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNE 328
NTDB id 167 SP RS11275 WP 000867616.1 DKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNE 328
NTDB id 507 SM12261 RS09240 WP 000867722.1 DRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNHCLEKSRLSPKLKSYIEKQRKTGYPLLIFASEIKKGEQLKEIIQEQFPNE 328
NTDB id 535 SMSK321 RS10515 WP 000867726.1 DRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNRYLEKKCLSPKLKSYIEKQRKTGYPLLIFASEIKKGEQLKEILQKEFPHE 328
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NTDB id 593 KW2 RS05130 WP 021037147.1 KMAFVASTTKSRKTIVEAFRKKQVSILITTSILERGVTFSSIDVFVINSEHPNFTKSALIQMAGRVGRDSKRPTGLVSFFHSGKS 411
NTDB id 31386 SEZ RS07525 WP 012516136.1 TIAHASSQSSNRMAIIEQFRQGQITILISTTILERGVTFPTVDVFVLLANHRLYTSSSLIQISGRVGRSLERPEGQVLFFHDGIS 413
NTDB id 277 KZH43 RS10090 WP 000867601.1 KIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLN 413
NTDB id 236 SPD RS10765 WP 000867601.1 KIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLN 413
NTDB id 202 SPR RS10250 WP 000867601.1 KIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLN 413
NTDB id 167 SP RS11275 WP 000867616.1 KIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLN 413
NTDB id 507 SM12261 RS09240 WP 000867722.1 KIGFVSSITENRLEQVQAFRDRELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLN 413
NTDB id 535 SMSK321 RS10515 WP 000867726.1 KIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLN 413
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NTDB id 593 KW2 RS05130 WP 021037147.1 LAMCQAQKEIKKMNRLGGF........ 430
NTDB id 31386 SEZ RS07525 WP 012516136.1 QAMLKAVREIKDMNQKGYQNELSTLPQ 440
NTDB id 277 KZH43 RS10090 WP 000867601.1 ASIKKAIKEIQMMNKEAGL........ 432
NTDB id 236 SPD RS10765 WP 000867601.1 ASIKKAIKEIQMMNKEAGL........ 432
NTDB id 202 SPR RS10250 WP 000867601.1 ASIKKAIKEIQMMNKEAGL........ 432
NTDB id 167 SP RS11275 WP 000867616.1 ASIKKAIKEIQMMNKEAGL........ 432
NTDB id 507 SM12261 RS09240 WP 000867722.1 TSIKKAIKEIQQMNKEAGL........ 432
NTDB id 535 SMSK321 RS10515 WP 000867726.1 TSIKKAIKEIQQMNKEAGL........ 432
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