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LLLAVALLLVGGVALWYVGLYLPAQGVAGEPAAAEAPPQTAPAPSTPTGQPVI EAPP IPPLATPSQS
NTDB id 1089691 ACLWNE RS02270 WP 413217383.1 MKEPERGTPTTLARFLSGLRNLPQSTKILLVALLLVGGVALWYVGLYLPAQGGPAAAEPPQAAPTPGPIEAPPIPPLTPS 80
NTDB id 1026 TT RS05140 WP 011173435.1 .......MKNAWQRLKEAWANLPRSTKLLLAALLLVGGVALWYVGLYLPAQVAE....APTPAPSTQVIEAPPIPPLASQ 69
consensus ******* * ! * !!! !!!*!! !!!!!!!!!!!!!!!!!!!! *******! *!!** *!!!!!!!!! *
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NTDB id 1089691 ACLWNE RS02270 WP 413217383.1 EEAKTEPQPQTQAPQAEPPKAEEPPRTVAPPRAVQATTPPPNPFVPLVVETPAPPIQPQ.PVSPIPRGEPVVVAPPPRVE 159
NTDB id 1026 TT RS05140 WP 011173435.1 EEAKPQAEAPAQEEAQAPASSQEEAQAPPPAPVARAEPPPPNPFVPLVVETPPPPPASASRPTPVPEGPA........VR 141
consensus !!!!* * ** ! * !* !** **!** ! *!!!!!!!!!!!!!!*!!* * ****!*! !**********!
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VLSTPATALRSAVEPLTPAQALPREQETPRPVARPVAQAVPLTATLVEAPLPGQEPAEEGKPGSAQEGVPAPETKPATPATPAK
NTDB id 1089691 ACLWNE RS02270 WP 413217383.1 VRPQAPLPTPTTGRTPLPGTAGALPAPKVLTPTARVETPALPQERVAPQAPLTLVEAPLPQEAGPSAQEGVPPTPTPAPK 239
NTDB id 1026 TT RS05140 WP 011173435.1 VQTPAQAPQAAPATRPIPGTSGALPAPKILSPALSAPLPQARETPPRVAVPTALVEAPLPGPEEKG......AEKAPTPA 215
consensus ! **!* ! * ** !*!!! !!!!!!!*!*! * ! * ** * ! !!!!!!! * * ******* * ! !
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NTDB id 1089691 ACLWNE RS02270 WP 413217383.1 TPLEALVEEKGLKLSGTLLGPVSVAILESKDGYLVLPAGSPIPGSEAIVKGIEEGRVTLALKEERMDLTLSGGGE.. 314
NTDB id 1026 TT RS05140 WP 011173435.1 SPLERLVAEKGLRLSGTLLGPVSVAILESKEGYLVVPAGSPIPGTEAVVRQVEEGSVTLALKEETLNLSLVQAGGGQ 292
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X non conserved

X similar

X ≥ 50% conserved


