
logo MKNAWQRLKEAWANLPRSTKLLLAALLLVGGVALWYVGLYLPAQVAEAPTPAPSTQVI EAPP IPPLASQEEAKPQAEAPA
NTDB id 49117 TTJL18 RS03325 WP 014629293.1 MKNAWQRLKEAWANLPRSTKLLLAALLLVGGVALWYVGLYLPAQVAEAPTPAPSTQVIEAPPIPPLASQEEAKPQAEAPA 80
NTDB id 1026 TT RS05140 WP 011173435.1 MKNAWQRLKEAWANLPRSTKLLLAALLLVGGVALWYVGLYLPAQVAEAPTPAPSTQVIEAPPIPPLASQEEAKPQAEAPA 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QEEAQAPASSQEEAQAPPPAPVARAEPPPPNPFVPLVVETPPPPPASASRPTPVPEGPAVRVQTPAPQAPQAAPATQRP IPG
NTDB id 49117 TTJL18 RS03325 WP 014629293.1 QEE..........AQAPPPAPVARAEPPPPNPFVPLVVETPPPPPASASRPTPVPEGPAVRVQTPAPAPQAAPATQPIPG 150
NTDB id 1026 TT RS05140 WP 011173435.1 QEEAQAPASSQEEAQAPPPAPVARAEPPPPNPFVPLVVETPPPPPASASRPTPVPEGPAVRVQTPAQAPQAAPATRPIPG 160
consensus !!!**********!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!! !!!!

logo TSGALPAPKI LSPALSAPLPQARETPPKRVAVPTALVEAPLPGPEAEEKGAVEKEKAPTPASPLERLVAEKGLRLSGTLLGPVSVA
NTDB id 49117 TTJL18 RS03325 WP 014629293.1 TSGALPAPKILSPALSAPLPQARETPPKVAVPTALVEAPLPGPEAEGVKEAPTPASPLERLVAEKGLRLSGTLLGPVSVA 230
NTDB id 1026 TT RS05140 WP 011173435.1 TSGALPAPKILSPALSAPLPQARETPPRVAVPTALVEAPLPGPEEKGAEKAPTPASPLERLVAEKGLRLSGTLLGPVSVA 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I LESKEGYLVVPAGSP IPGTEAVVRQVEEGSVTLALKEETLNLSLVQAGGGQ
NTDB id 49117 TTJL18 RS03325 WP 014629293.1 ILESKEGYLVVPAGSPIPGTEAVVRQVEEGSVTLALKEETLNLSLVQAGGGQ 282
NTDB id 1026 TT RS05140 WP 011173435.1 ILESKEGYLVVPAGSPIPGTEAVVRQVEEGSVTLALKEETLNLSLVQAGGGQ 292
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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