
logo MRKVLYALMGFLLLAFSALKADDFLEEANETAPAHNLNHPMQDLNAIQGSFFDKNRSKMSNTLNIDYFQGQTYKIRLRYAMATLLFF
NTDB id 20398 NCTC11637 00240 SQJ02316.1 MRKVLYALMGLLLAFSALKADDFLEEANETAPAHLNHPMQDLNAIQGSFFDKNRSKMSNTLNIDYFQGQTYKIRLRYAMATLLFF 85
NTDB id 1217 CAA10656.1 1440..2420( ) MRKVLYALMGFLLAFSALKADDFLEEANETAPANLNHPMQDLNAIQGSFFDKNRSKMSNTLNIDYFQGQTYKIRLRYAMATLLFF 85
consensus !!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SKP I SDFVLGDKVGFDAKI LESNDR I LL IKPLQIGVDSNI SV IDNSEGKI FSFYVFSTTFTSSKHPNLQVF I EDKNYYSNAFLMKPQ
NTDB id 20398 NCTC11637 00240 SQJ02316.1 SKPISDFVLGDKVGFDAKILESNDRILLIKPLQIGVDSNISVIDNEGKIFSFYVFSTTFTSSKHPNLQVFIEDKNYYSNAFMKPQ 170
NTDB id 1217 CAA10656.1 1440..2420( ) SKPISDFVLGDKVGFDAKILESNDRILLIKPLQIGVDSNISVIDSEGKIFSFYVFSTTFTSSKHPNLQVFIEDKNYYSNAFLKPQ 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!

logo NKENTVLENATLENTPTNNKPLKEEKKEETKEKEEETI IT IGDNTNAMKIVKKDIQKGYKRALKSSQRKWYCLGICSKKSKLSLMPKE I F
NTDB id 20398 NCTC11637 00240 SQJ02316.1 NKENTLENTLENTPTNNKPLKEEKEETKEKEEETIIIGDNTNAMKIVKKDIQKGYRALKSSQRKWYCLGICSKKSKLSLMPKEIF 255
NTDB id 1217 CAA10656.1 1440..2420( ) NKENVLENALENTPTNNKPLKEKKEETKEKEEETITIGDNTNAMKIVKKDIQKGYKALKSSQRKWYCLGICSKKSKLSLMPKEIF 255
consensus !!!! !!! !!!!!!!!!!!!! !!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

<0

logo NDKQFTYFKFDKKRLALSKFPVIYKVVDGYDNPVNTR IVGDYI IAEDVSATKWTLRLGKDYLC IRFVKKGKDEO
NTDB id 20398 NCTC11637 00240 SQJ02316.1 NDKQFTYFKFDKKLALSKFPVIYKVVDGYDNPVNTRIVGDYIIAEDVSAKWTLRLGKDYLCIRFVKKGKDE. 326
NTDB id 1217 CAA10656.1 1440..2420( ) NDKQFTYFKFDKRLALSKFPVIYKVVDGYDNPVNTRIVGDYIIAEDVSTKWTLRLGKDYLCIRFVKKGKDE* 326
consensus !!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!
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