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NTDB id 593 KW2 RS05130 WP 021037147.1 MNLILENLLGHLLLEKDISAFNNFTDQVNNENKLIKIGAMTSVNANKVRCNRCGTIHIKTNVKLPIGAFFCPTCLELGRVRSDEY 85
NTDB id 33459 SZO RS02310 WP 012677501.1 .MENIENYYGRLLPERQCPKAVSV........WACSLQSM.IAKKGTLYCQRCSSLI.EKAHQLPSGAYYCRACLVFGRNQSDRP 74
NTDB id 277 KZH43 RS10090 WP 000867601.1 .MKVNLDYLGRLFTENELTEEERQ........LAEKLPAM.RKEKGKLFCQRCNSTI.LEEWYLPIGAYYCRECLLMKRVRSDQT 74
NTDB id 236 SPD RS10765 WP 000867601.1 .MKVNLDYLGRLFTENELTEEERQ........LAEKLPAM.RKEKGKLFCQRCNSTI.LEEWYLPIGAYYCRECLLMKRVRSDQT 74
NTDB id 202 SPR RS10250 WP 000867601.1 .MKVNLDYLGRLFTENELTEEERQ........LAEKLPAM.RKEKGKLFCQRCNSTI.LEEWYLPIGAYYCRECLLMKRVRSDQT 74
NTDB id 167 SP RS11275 WP 000867616.1 .MKVNLDYLGRLFTENELTEEERQ........LAEKLPAM.RKEKGKLFCQRCNSTI.LEEWYLPIGAYYCRECLLMKRVRSDQT 74
NTDB id 507 SM12261 RS09240 WP 000867722.1 .MKVNPNYLGRLFTENELTEEERQ........LAEKLPAM.RKEKGKLFCQRCNSTI.LEEWYLPIGTYYCRECLLMKRVRSDQS 74
NTDB id 535 SMSK321 RS10515 WP 000867726.1 .MKVNPNYLGRLFTENELTKEERQ........LAEKLPAM.RKEKGKLFCQRCDSAI.LDEWYLPIGAYYCRECLLMKRVRSDQV 74
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NTDB id 593 KW2 RS05130 WP 021037147.1 FYHLPQQDFPEKTYLRWTGKLTENQEKISDALCQQITNNQKLLVQAVTGAGKTEMIYQLIEQILSHGGSVGLASPRIDVCIELHQ 170
NTDB id 33459 SZO RS02310 WP 012677501.1 LLYFPPAPFPKAHYLRWQVQLTTYQGAVSHQLTNHVKLKQDTLVHAVTGAGKTEMMYEAIAAVVDKGGWVCIASPRVDVCIELEK 159
NTDB id 277 KZH43 RS10090 WP 000867601.1 LYYFPQEDFPKQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGAVCLASPRIDVCLELYK 159
NTDB id 236 SPD RS10765 WP 000867601.1 LYYFPQEDFPKQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGAVCLASPRIDVCLELYK 159
NTDB id 202 SPR RS10250 WP 000867601.1 LYYFPQEDFPKQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGAVCLASPRIDVCLELYK 159
NTDB id 167 SP RS11275 WP 000867616.1 LYYFPQEDFPKQDVLKWRGQLTPFQEKVSEGLLQVVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGAVCLASPRIDVCLELYK 159
NTDB id 507 SM12261 RS09240 WP 000867722.1 LYYFPQEDFPKQDVLKWRGQLTPFQDKVSQGLLQAVDKQEPSLVHAVTGAGKTEMIYQVVAKVINAGGAVCLASPRIDVCLELYK 159
NTDB id 535 SMSK321 RS10515 WP 000867726.1 LYYFPQEDFAKQDILKWRGQLTPFQEKVSEGLIQAVDKQEPILVHAVTGAGKTEMIYQVVAKVINAGGAVCLASPRIDVCLELYK 159
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NTDB id 593 KW2 RS05130 WP 021037147.1 RLSRDFTCQIPLLYHEGDSYFRSPLVVMTSHQLLRFKEAFDLLIIDEVDAFPFRDNDMLYFALENAKKINGTLLYLTATSTDKLD 255
NTDB id 33459 SZO RS02310 WP 012677501.1 RLSRDFSCQVCLMHAESEAYHRSPIIIATTHQLMTFYHAFDLLIIDEVDAFPFVNNRQLNHAAHQAAKADAVTVYLTATSTKDLE 244
NTDB id 277 KZH43 RS10090 WP 000867601.1 RLQQDFSCGIALLHGESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKENGLRIFLTATSTNELD 244
NTDB id 236 SPD RS10765 WP 000867601.1 RLQQDFSCGIALLHGESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKENGLRIFLTATSTNELD 244
NTDB id 202 SPR RS10250 WP 000867601.1 RLQQDFSCGIALLHGESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKENGLRIFLTATSTNELD 244
NTDB id 167 SP RS11275 WP 000867616.1 RLQQDFSCGIALLHGESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKENGLRIFLTATSTNELD 244
NTDB id 507 SM12261 RS09240 WP 000867722.1 RLQKDFACEIALLHGESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKENGLRIFLTATSTDELD 244
NTDB id 535 SMSK321 RS10515 WP 000867726.1 RLQDDFACEISLLYGESEPYFRTPLVVSTTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKENGLRIFLTATSTDELD 244
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NTDB id 593 KW2 RS05130 WP 021037147.1 KQIKKHEIKRLFLPRRFHGHPLVIPMFFWKKTFYK.............KFIEQRKTGFPLLIFVAEIDFGQDFAKNLQEKFPKEK 327
NTDB id 33459 SZO RS02310 WP 012677501.1 RKVKQKELVKLTLARRFHGKPLVVPKYQRLFSLLEAINRGKLPRRFITLVKKQRATGYPLLIFFPLIELAEQCCQLLQKYFPKET 329
NTDB id 277 KZH43 RS10090 WP 000867601.1 KKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEK 329
NTDB id 236 SPD RS10765 WP 000867601.1 KKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEK 329
NTDB id 202 SPR RS10250 WP 000867601.1 KKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEK 329
NTDB id 167 SP RS11275 WP 000867616.1 KKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEK 329
NTDB id 507 SM12261 RS09240 WP 000867722.1 RKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNHCLEKSRLSPKLKSYIEKQRKTGYPLLIFASEIKKGEQLKEIIQEQFPNEK 329
NTDB id 535 SMSK321 RS10515 WP 000867726.1 RKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNRYLEKKCLSPKLKSYIEKQRKTGYPLLIFASEIKKGEQLKEILQKEFPHEK 329
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NTDB id 593 KW2 RS05130 WP 021037147.1 MAFVASTTKSRKTIVEAFRKKQVSILITTSILERGVTFSSIDVFVINSEHPNFTKSALIQMAGRVGRDSKRPTGLVSFFHSGKSL 412
NTDB id 33459 SZO RS02310 WP 012677501.1 IAYASSQSSNRMAIIEQFRQGQITILISTTILERGVTFPTVDVFVLLANHRLYTSSSLIQISGRVGRSLARPEGQVLFFHDGISK 414
NTDB id 277 KZH43 RS10090 WP 000867601.1 IGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNA 414
NTDB id 236 SPD RS10765 WP 000867601.1 IGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNA 414
NTDB id 202 SPR RS10250 WP 000867601.1 IGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNA 414
NTDB id 167 SP RS11275 WP 000867616.1 IGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNA 414
NTDB id 507 SM12261 RS09240 WP 000867722.1 IGFVSSITENRLEQVQAFRDRELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNT 414
NTDB id 535 SMSK321 RS10515 WP 000867726.1 IGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNT 414
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NTDB id 593 KW2 RS05130 WP 021037147.1 AMCQAQKEIKKMNRLGGF........ 430
NTDB id 33459 SZO RS02310 WP 012677501.1 AMLKAVREIKDMNQKGYQNELSTLSQ 440
NTDB id 277 KZH43 RS10090 WP 000867601.1 SIKKAIKEIQMMNKEAGL........ 432
NTDB id 236 SPD RS10765 WP 000867601.1 SIKKAIKEIQMMNKEAGL........ 432
NTDB id 202 SPR RS10250 WP 000867601.1 SIKKAIKEIQMMNKEAGL........ 432
NTDB id 167 SP RS11275 WP 000867616.1 SIKKAIKEIQMMNKEAGL........ 432
NTDB id 507 SM12261 RS09240 WP 000867722.1 SIKKAIKEIQQMNKEAGL........ 432
NTDB id 535 SMSK321 RS10515 WP 000867726.1 SIKKAIKEIQQMNKEAGL........ 432
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