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NTDB id 26502 PEPE RS04285 WP 011673318.1 MITTIITFIVVFLILVVVHEYGHFVAAKKSGILVREFSIGMGPKIVD.LKRNGTTYTLRILPIGGYVRMAGLDEQEDELKAGQHV 84
NTDB id 291 STER RS01205 WP 011680685.1 .MKAIITFLLIFCVIVVFHEFGHFFFAKRSGILVREFAIGMGPKIFAHTGKDGTVYTIRILPLGGYVRMAGWGEDTTEIKTGSPA 84
NTDB id 323 STU RS10650 WP 011225396.1 .MKAIITFLLIFCVIVVFHEFGHFFFAKRSGILVREFAIGMGPKIFAHTGKDGTVYTIRILPLGGYVRMAGWGEDTTEIKTGSPA 84
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NTDB id 26502 PEPE RS04285 WP 011673318.1 TLTTDNTGQVTIINTSSKVQNLMGIPVDVTSFDLQDKLFIEGYENGNEDEVKHFEIDHDASIVESDGTEVRIAPRDVQFQSAKIW 169
NTDB id 291 STER RS01205 WP 011680685.1 SLTLGKDGKVRRINLSDRQVDQTALPMNVTAYDLEDKLTITGLVLG...ETKTYEVDHDATIVEEDGTELRIAPKDVQYQNASIW 166
NTDB id 323 STU RS10650 WP 011225396.1 SLTLGKDGKVRRINLSDRQVDQTALPMNVTAYDLEDKLTITGLVLG...ETKTYEVDHDATIVEEDGTELRIAPKDVQYQNASIW 166
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NTDB id 26502 PEPE RS04285 WP 011673318.1 QRLITNFAGPFNNFVLAIVVFAIMGVMQGAVPA.NTNQVQVVENGVAQKAGIKNNDRIVRVEGQKTDNWSQLSKAVSARPNQKTT 253
NTDB id 291 STER RS01205 WP 011680685.1 GRLITNFAGPMNNFILGVLVFIILAFVQGGVQDTSTNLIQVANGGAAQVSGLKTGDAIVAINKDKVTDWDSLKEALRENTQKFSK 251
NTDB id 323 STU RS10650 WP 011225396.1 GRLITNFAGPMNNFILGVLVFIILAFVQGGVQDTSTNLIQVANGGAAQVSGLKTGDAIVAINKDKVTDWDSLKEALRENTQKFSK 251
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NTDB id 26502 PEPE RS04285 WP 011673318.1 LEVL.....RQ.KQIKKITLTPKLASNGSKKVGMIGVQSSMTTNLGKRVLYGFTGTWQMAKSLFTALGQMLHGFSLNDLGGPVAI 332
NTDB id 291 STER RS01205 WP 011680685.1 GDSLSVTVKRSNGQEETISVK....PQESQGSYFLGVSPVLKTGLKDKIFGGFQMAWEGATAILATLKGLITNFSLNKLGGPVAM 332
NTDB id 323 STU RS10650 WP 011225396.1 GDSLSVTVKRSNGQEETISVK....PQKSQGSYFLGVSPVLKTGLKDKIFGGFQMAWEGATAILATLKGLITNFSLNKLGGPVAM 332
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NTDB id 26502 PEPE RS04285 WP 011673318.1 YATTSQATHQGFMSVLYVLGFLSLNLGIVNLLPIPALDGGKILLNFVEMIRRKPLKVETENVITLIGFGFLMILMLLVTWNDIQR 417
NTDB id 291 STER RS01205 WP 011680685.1 FQMSAQASESGLISILDLMGMLSINLGIFNLIPIPALDGGKIVMNIIEAIRRKPLNQEIESYITLAGVAVMVVLMIAVTWNDIMR 417
NTDB id 323 STU RS10650 WP 011225396.1 FQMSAQASESGLISILDLMGMLSINLGIFNLIPIPALDGGKIVMNIIEAIRRKPLNQEIESYITLAGVAVMVVLMIAVTWNDIMR 417
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NTDB id 26502 PEPE RS04285 WP 011673318.1 YFF 420
NTDB id 291 STER RS01205 WP 011680685.1 AFF 420
NTDB id 323 STU RS10650 WP 011225396.1 AFF 420
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