
logo MKNAWQRLKEAWANLPRSTKLLLAALLLVGGNVALWYVGLYLPAQVAEAPTPAVPSTQVI EAPP IPPLASQEEAKPQAEAPAQEEAQ
NTDB id 92618 QUE39 RS07035 WP 011228638.1 MKNAWQRLKEAWANLPRSTKLLLAALLLVGNVALWYVGLYLPAQVAEAPTPVPSTQVIEAPPIPPLASQEEAKPQAEAPAQEEAQ 85
NTDB id 1026 TT RS05140 WP 011173435.1 MKNAWQRLKEAWANLPRSTKLLLAALLLVGGVALWYVGLYLPAQVAEAPTPAPSTQVIEAPPIPPLASQEEAKPQAEAPAQEEAQ 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo APASSQEEAQAPPPAPVARAEPPPPNPFVPLVVETPPPPPASASRPTPVPEGPAVRVQTPAQAPQAAPATRP IPGTSGALPAPKI
NTDB id 92618 QUE39 RS07035 WP 011228638.1 APASSQEEAQAPPPAPVARAEPPPPNPFVPLVVETPPPPPASASRPTPVPEGPAVRVQTPAQAPQAAPATRPIPGTSGALPAPKI 170
NTDB id 1026 TT RS05140 WP 011173435.1 APASSQEEAQAPPPAPVARAEPPPPNPFVPLVVETPPPPPASASRPTPVPEGPAVRVQTPAQAPQAAPATRPIPGTSGALPAPKI 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LSPALSAPLPQARETPPKRVAVPTALVEAPLPGPEEKGAEKAPTPASPLERLVAEKGLRLSGTLLGPVSVAI LESKEGYLVVPAGS
NTDB id 92618 QUE39 RS07035 WP 011228638.1 LSPALSAPLPQARETPPKVAVPTALVEAPLPGPEEKGAEKAPTPASPLERLVAEKGLRLSGTLLGPVSVAILESKEGYLVVPAGS 255
NTDB id 1026 TT RS05140 WP 011173435.1 LSPALSAPLPQARETPPRVAVPTALVEAPLPGPEEKGAEKAPTPASPLERLVAEKGLRLSGTLLGPVSVAILESKEGYLVVPAGS 255
consensus !!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo P IPGTEAVVRQVEEGSVTLALKEETLNSLSLVQAGGGQ
NTDB id 92618 QUE39 RS07035 WP 011228638.1 PIPGTEAVVRQVEEGSVTLALKEETLSLSLVQAGGGQ 292
NTDB id 1026 TT RS05140 WP 011173435.1 PIPGTEAVVRQVEEGSVTLALKEETLNLSLVQAGGGQ 292
consensus !!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!
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