
logo MKNAWQRLKEAWAENLPRSTKLLLAALLLVGGVALWYVGLYLPAQVAEATPTPAVPSTQVI EAPP IPPLASQEEAKPQAEAPA
NTDB id 74053 AA2Tth RS07285 WP 143586072.1 MKNAWQRLKEAWENLPRSTKLLLAALLLVGGVALWYVGLYLPAQVAETPTPVPSTQVIEAPPIPPLASQEEAKPQAEAPA 80
NTDB id 1026 TT RS05140 WP 011173435.1 MKNAWQRLKEAWANLPRSTKLLLAALLLVGGVALWYVGLYLPAQVAEAPTPAPSTQVIEAPPIPPLASQEEAKPQAEAPA 80
consensus !!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QEEAQAPASSQEEQAQAPPPAPVARAEPPPPNPFVPLVVETPPPPPASASSASRPATPVPEGPAVRVQTPAPQAPQAAPATRP
NTDB id 74053 AA2Tth RS07285 WP 143586072.1 QEEAQAPASSQEQAQAPPPAPVARAEPPPPNPFVPLVVETPPPPPASASSASRPAPVPEGPAVRVQTPAPAPQAAPATRP 160
NTDB id 1026 TT RS05140 WP 011173435.1 QEEAQAPASSQEEAQAPPPAPVARAEPPPPNPFVPLVVETPPPPPAS...ASRPTPVPEGPAVRVQTPAQAPQAAPATRP 157
consensus !!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!***!!!! !!!!!!!!!!!!!!*!!!!!!!!!!

logo I PGTSGALPAPKI
VLSPALSAPLPQARETPPRVAVPTALVEAPLPGPEEKGAEAEKAPTPASPLERLVAEKGLRLSGTLLGP

NTDB id 74053 AA2Tth RS07285 WP 143586072.1 IPGTSGALPAPKVLSPALSAPLPQARETPPRVAVPTALVEAPLPGPEEKGAEAEAPTPASPLERLVAEKGLRLSGTLLGP 240
NTDB id 1026 TT RS05140 WP 011173435.1 IPGTSGALPAPKILSPALSAPLPQARETPPRVAVPTALVEAPLPGPEEKGAE.KAPTPASPLERLVAEKGLRLSGTLLGP 236
consensus !!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!

logo VSVAI LESKEGYLVVPAGSP IPGTEAVVRQVEEGSVTLALKEETLNLSLVQAGGGQ
NTDB id 74053 AA2Tth RS07285 WP 143586072.1 VSVAILESKEGYLVVPAGSPIPGTEAVVRQVEEGSVTLALKEETLNLSLVQAGGGQ 296
NTDB id 1026 TT RS05140 WP 011173435.1 VSVAILESKEGYLVVPAGSPIPGTEAVVRQVEEGSVTLALKEETLNLSLVQAGGGQ 292
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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