
logo MRKVLYALMVGFLLAFSALKADDFLEEANETAPANLNHPMQDLNAIQGSFFDKNRSKMSNTLNI
VDYFQGQTYKIRLRYAMA

NTDB id 46799 HMPREF4655 RS07545 WP 014534693.1 MRKVLYALVGFLLAFSALKADDFLEEANETAPANLNHPMQDLNAIQGSFFDKNRSKMSNTLNVDYFQGQTYKIRLRYAMA 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 46799 HMPREF4655 RS07545 WP 014534693.1 TLLFFSKPISDFVLGDKVGFDAKILESNDRILLIKPLQIGVDSNISVIDNEGKIFSFYVFSTTFTSSKHPNLQVFIEDKN 160
NTDB id 1217 CAA10656.1 1440..2420( ) TLLFFSKPISDFVLGDKVGFDAKILESNDRILLIKPLQIGVDSNISVIDSEGKIFSFYVFSTTFTSSKHPNLQVFIEDKN 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo YYSNAFLMKPQNKENTVLENALENATPTNNKPLKEEKKEETKEKEEETITIGDNTNAMKIVKKDIQKGYKRALKSSQRKWYCLGI
NTDB id 46799 HMPREF4655 RS07545 WP 014534693.1 YYSNAFMKPQNKENTL....ENAPTNNKPLKEEKEETK..EEETITIGDNTNAMKIVKKDIQKGYRALKSSQRKWYCLGI 234
NTDB id 1217 CAA10656.1 1440..2420( ) YYSNAFLKPQNKENVLENALENTPTNNKPLKEKKEETKEKEEETITIGDNTNAMKIVKKDIQKGYKALKSSQRKWYCLGI 240
consensus !!!!!!*!!!!!!! !****!! !!!!!!!!! !!!!!**!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!

logo CSKKSKLSLMPEKE I FNDKQFTYFKFDKKRLALSKFPVIYKVVDGYDNPVNTR IVGDYI IAEDVSATKWTLRLGKDYLC IRF IV
NTDB id 46799 HMPREF4655 RS07545 WP 014534693.1 CSKKSKLSLMPEEIFNDKQFTYFKFDKKLALSKFPVIYKVVDGYDNPVNTRIVGDYIIAEDVSAKWTLRLGKDYLCIRFI 314
NTDB id 1217 CAA10656.1 1440..2420( ) CSKKSKLSLMPKEIFNDKQFTYFKFDKRLALSKFPVIYKVVDGYDNPVNTRIVGDYIIAEDVSTKWTLRLGKDYLCIRFV 320
consensus !!!!!!!!!!! !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!*

<0

logo KKGKDEO
NTDB id 46799 HMPREF4655 RS07545 WP 014534693.1 KKGKDE. 320
NTDB id 1217 CAA10656.1 1440..2420( ) KKGKDE* 326
consensus !!!!!!
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