
logo MRKVLYALMGFLLAFSALKADDFLEEANETAPAHNLNSHPMQDLNAIQGSFFDKNRSKMSNTLNIDYFQGQTYKIRLRYAMA
NTDB id 320229 D4I62 RS00970 WP 139533031.1 MRKVLYALMGFLLAFSALKADDFLEEANETAPAHLSHPMQDLNAIQGSFFDKNRSKMSNTLNIDYFQGQTYKIRLRYAMA 80
NTDB id 1217 CAA10656.1 1440..2420( ) MRKVLYALMGFLLAFSALKADDFLEEANETAPANLNHPMQDLNAIQGSFFDKNRSKMSNTLNIDYFQGQTYKIRLRYAMA 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TLLFFSKP I SDFVLGDKVGFDAKI LESNDR I LL IKPLQIGVDSNI SV IDSEGKI FSFYVFSTTFTSSKHPNLQVF I EDKN
NTDB id 320229 D4I62 RS00970 WP 139533031.1 TLLFFSKPISDFVLGDKVGFDAKILESNDRILLIKPLQIGVDSNISVIDSEGKIFSFYVFSTTFTSSKHPNLQVFIEDKN 160
NTDB id 1217 CAA10656.1 1440..2420( ) TLLFFSKPISDFVLGDKVGFDAKILESNDRILLIKPLQIGVDSNISVIDSEGKIFSFYVFSTTFTSSKHPNLQVFIEDKN 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo YYSNAFLKPQKNEKENKNEKENVKLENATLENATPTNNKPLKEEKKEETKEKEEETITIGDNTNAMKIVKKDIQKGYKALKSSQRKWYC
NTDB id 320229 D4I62 RS00970 WP 139533031.1 YYSNAFLKPQKENKEKENKENTLENAPTNNKPLKEEKEETKEKEEETITIGDNTNAMKIVKKDIQKGYKALKSSQRKWYC 240
NTDB id 1217 CAA10656.1 1440..2420( ) YYSNAFLKPQNKEN...VLENALENTPTNNKPLKEKKEETKEKEEETITIGDNTNAMKIVKKDIQKGYKALKSSQRKWYC 237
consensus !!!!!!!!!! *** !! !!! !!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LGICSKKSKLSLMPKE I FNDKQFTYFKFDKKRLALSKFPVIYKVVDGYDNPVNTR IVGDYI IAEDVSATKWTLRLGKDYLC I
NTDB id 320229 D4I62 RS00970 WP 139533031.1 LGICSKKSKLSLMPKEIFNDKQFTYFKFDKKLALSKFPVIYKVVDGYDNPVNTRIVGDYIIAEDVSAKWTLRLGKDYLCI 320
NTDB id 1217 CAA10656.1 1440..2420( ) LGICSKKSKLSLMPKEIFNDKQFTYFKFDKRLALSKFPVIYKVVDGYDNPVNTRIVGDYIIAEDVSTKWTLRLGKDYLCI 317
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!
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logo RFVKKGKDEO
NTDB id 320229 D4I62 RS00970 WP 139533031.1 RFVKKGKDE. 329
NTDB id 1217 CAA10656.1 1440..2420( ) RFVKKGKDE* 326
consensus !!!!!!!!!
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