
logo MRKVLYALMVGFLLAFSALKADDFLEEANETAPANPAHNLNHPMQDLNAIQGSFFDKNRSKMSNTLNIDYFQGQTYKIRLRY
NTDB id 320214 D4I92 RS06990 WP 139519868.1 MRKVLYALVGFLLAFSALKADDFLEEANETAPANPAHLNHPMQDLNAIQGSFFDKNRSKMSNTLNIDYFQGQTYKIRLRY 80
NTDB id 1217 CAA10656.1 1440..2420( ) MRKVLYALMGFLLAFSALKADDFLEEANETAP...ANLNHPMQDLNAIQGSFFDKNRSKMSNTLNIDYFQGQTYKIRLRY 77
consensus !!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!***!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo AMATLLFFSKP I SDFVLGDKVGFDAKI LESNDR I LL IKPLQIGVDSNI SV IDSEGKI FSFYVFSTTFTSSKHPNLQVF I E
NTDB id 320214 D4I92 RS06990 WP 139519868.1 AMATLLFFSKPISDFVLGDKVGFDAKILESNDRILLIKPLQIGVDSNISVIDSEGKIFSFYVFSTTFTSSKHPNLQVFIE 160
NTDB id 1217 CAA10656.1 1440..2420( ) AMATLLFFSKPISDFVLGDKVGFDAKILESNDRILLIKPLQIGVDSNISVIDSEGKIFSFYVFSTTFTSSKHPNLQVFIE 157
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DKNYYSNAFLKPQNKENAVLENALENATPTNNKPLKEEKKEETKEKEEETITIGDNTNAMKIVKKDIQKGYKALKSSQRKWYC
NTDB id 320214 D4I92 RS06990 WP 139519868.1 DKNYYSNAFLKPQNKENA....LENAPTNNKPLKEEKEETKEKEEETITIGDNTNAMKIVKKDIQKGYKALKSSQRKWYC 236
NTDB id 1217 CAA10656.1 1440..2420( ) DKNYYSNAFLKPQNKENVLENALENTPTNNKPLKEKKEETKEKEEETITIGDNTNAMKIVKKDIQKGYKALKSSQRKWYC 237
consensus !!!!!!!!!!!!!!!!! ****!!! !!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LGICSKKSKLSLMPKE I FNDKQFTYFKFDKKRLALSKFPVIYKVVDGYDNPVNTR IVGDYI IAEDVSATKWTLRLGKDYLC I
NTDB id 320214 D4I92 RS06990 WP 139519868.1 LGICSKKSKLSLMPKEIFNDKQFTYFKFDKKLALSKFPVIYKVVDGYDNPVNTRIVGDYIIAEDVSAKWTLRLGKDYLCI 316
NTDB id 1217 CAA10656.1 1440..2420( ) LGICSKKSKLSLMPKEIFNDKQFTYFKFDKRLALSKFPVIYKVVDGYDNPVNTRIVGDYIIAEDVSTKWTLRLGKDYLCI 317
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!
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logo RFVKKGKDEO
NTDB id 320214 D4I92 RS06990 WP 139519868.1 RFVKKGKDE. 325
NTDB id 1217 CAA10656.1 1440..2420( ) RFVKKGKDE* 326
consensus !!!!!!!!!
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