
logo MRKFVLYALMGFLLAFSALKADDFLEEANETAPAHNLNHPMQDLNAIQGSFFDKNRSKMSNTLNIDYFQGQTYKIRLRYAMA
NTDB id 114143 HPOKI112 RS00210 WP 025276550.1 MRKFLYALMGFLLAFSALKADDFLEEANETAPAHLNHPMQDLNAIQGSFFDKNRSKMSNTLNIDYFQGQTYKIRLRYAMA 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 114143 HPOKI112 RS00210 WP 025276550.1 TLLFFSKPISDFVLGDKVGFDAKILESNDRILLIKPLQIGVDSNISVIDNEGKIFSFYVFSTTFTSSKHPNLQVFIEDKN 160
NTDB id 1217 CAA10656.1 1440..2420( ) TLLFFSKPISDFVLGDKVGFDAKILESNDRILLIKPLQIGVDSNISVIDSEGKIFSFYVFSTTFTSSKHPNLQVFIEDKN 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo YYSNAFLMKPQNKENAVLENALENATPTNNKPLKEEPLKEEKKEETKEKEEETI IT IGDNTNAMKIVKKDIQKGYKRALKSSQRKW
NTDB id 114143 HPOKI112 RS00210 WP 025276550.1 YYSNAFMKPQNKENALENALENAPTNNKPLKEEPLKEEKEETKEKEEETIIIGDNTNAMKIVKKDIQKGYRALKSSQRKW 240
NTDB id 1217 CAA10656.1 1440..2420( ) YYSNAFLKPQNKENVLENALENTPTNNKPLK.....EKKEETKEKEEETITIGDNTNAMKIVKKDIQKGYKALKSSQRKW 235
consensus !!!!!!*!!!!!!! !!!!!!! !!!!!!!!*****! !!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!*!!!!!!!!!

logo YCLGICSKKSKLPSLMPKE I FNDKQFTYFKFDKKRLALSKFPVIYKVVDGYDNPVNTR IVGDYI IAEDVSATKWTLRLGKDYL
NTDB id 114143 HPOKI112 RS00210 WP 025276550.1 YCLGICSKKSKPSLMPKEIFNDKQFTYFKFDKKLALSKFPVIYKVVDGYDNPVNTRIVGDYIIAEDVSAKWTLRLGKDYL 320
NTDB id 1217 CAA10656.1 1440..2420( ) YCLGICSKKSKLSLMPKEIFNDKQFTYFKFDKRLALSKFPVIYKVVDGYDNPVNTRIVGDYIIAEDVSTKWTLRLGKDYL 315
consensus !!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!
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logo C IRFVKKGKDEO
NTDB id 114143 HPOKI112 RS00210 WP 025276550.1 CIRFVKKGKDE. 331
NTDB id 1217 CAA10656.1 1440..2420( ) CIRFVKKGKDE* 326
consensus !!!!!!!!!!!
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