
logo MRKVLCYALMGFLLAFSALKADDFLEEANETAPAHNLNHPMQDLNAIQGSFFDKNRSKMSNTLNIDYFQGQTYKIRLRYAMA
NTDB id 320338 D4H18 RS07405 WP 139523284.1 MRKVLCALMGFLLAFSALKADDFLEEANETAPAHLNHPMQDLNAIQGSFFDKNRSKMSNTLNIDYFQGQTYKIRLRYAMA 80
NTDB id 1217 CAA10656.1 1440..2420( ) MRKVLYALMGFLLAFSALKADDFLEEANETAPANLNHPMQDLNAIQGSFFDKNRSKMSNTLNIDYFQGQTYKIRLRYAMA 80
consensus !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TLLFFSKP I SDFVLGDKVGFDAKI LESNDR I LL IKPLQIGVDSNI SV IDNSEGKI FSFYVFSTTFTSSKHPNLQVF I EDKN
NTDB id 320338 D4H18 RS07405 WP 139523284.1 TLLFFSKPISDFVLGDKVGFDAKILESNDRILLIKPLQIGVDSNISVIDNEGKIFSFYVFSTTFTSSKHPNLQVFIEDKN 160
NTDB id 1217 CAA10656.1 1440..2420( ) TLLFFSKPISDFVLGDKVGFDAKILESNDRILLIKPLQIGVDSNISVIDSEGKIFSFYVFSTTFTSSKHPNLQVFIEDKN 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo YYSNAFLKPQNKENAVLENALPETNDNKTPLTKNENEKPLKEEKKEETKEKEEETITIGDNTNAVMKIVKKDIQKGYKALKSSQRKWYCL
NTDB id 320338 D4H18 RS07405 WP 139523284.1 YYSNAFLKPQNKENALENAPTNDNKPLKEEPLKEEKEETKEKEEETITIGDNTNVMKIVKKDIQKGYKALKSSQRKWYCL 240
NTDB id 1217 CAA10656.1 1440..2420( ) YYSNAFLKPQNKENVLENALE..NTPTNNKPLKEKKEETKEKEEETITIGDNTNAMKIVKKDIQKGYKALKSSQRKWYCL 238
consensus !!!!!!!!!!!!!! !!!!* **! ! !!!! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!

logo GICSKKSKLSLMPKE I FNDKQFTYFKFDKRLALSKFPVIYKVVDGYDNPVNTR IVGDYI IAEDVSATKWTLRLGKDYLC IR
NTDB id 320338 D4H18 RS07405 WP 139523284.1 GICSKKSKLSLMPKEIFNDKQFTYFKFDKRLALSKFPVIYKVVDGYDNPVNTRIVGDYIIAEDVSAKWTLRLGKDYLCIR 320
NTDB id 1217 CAA10656.1 1440..2420( ) GICSKKSKLSLMPKEIFNDKQFTYFKFDKRLALSKFPVIYKVVDGYDNPVNTRIVGDYIIAEDVSTKWTLRLGKDYLCIR 318
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!
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logo FVKKGKDEO
NTDB id 320338 D4H18 RS07405 WP 139523284.1 FVKKGKDE. 328
NTDB id 1217 CAA10656.1 1440..2420( ) FVKKGKDE* 326
consensus !!!!!!!!
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