
logo MRKVLYAL IMGFLLAFSAVLKADDFLEEANETAPAHNLNHPMQDLNAIQGSFFDKNRSKMSNTLNIDNYFQGQTYKIRLRYAMA
NTDB id 1145664 CS894 RS00235 WP 089086476.1 MRKVLYALIGFLLAFSVLKADDFLEEANETAPAHLNHPMQDLNAIQGSFFDKNRSKMSNTLNINYFQGQTYKIRLRYAMA 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 1145664 CS894 RS00235 WP 089086476.1 TLLFFSKPISDFVLGDKVGFDAKILESNDRILLIKPLQIGVDSNISVIDSEGKIFSFYVFSTTFTSSKHPNLQVFIEDKN 160
NTDB id 1217 CAA10656.1 1440..2420( ) TLLFFSKPISDFVLGDKVGFDAKILESNDRILLIKPLQIGVDSNISVIDSEGKIFSFYVFSTTFTSSKHPNLQVFIEDKN 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo YYSTNAF ILKPQKNENKQENMVALENALPEKDNATPQKTNNKPLKEEKKEETKETKPEEETVI IT IGDNTNAMKI IVKKDIQKGYKALKSSQRKWYCL
NTDB id 1145664 CS894 RS00235 WP 089086476.1 YYTNAFIKPQKENQENMAENAPKDAQKNNKPLKEEKEETKTPEEEVIIIGDNTNAMKIIKKDIQKGYKALKSSQRKWYCL 240
NTDB id 1217 CAA10656.1 1440..2420( ) YYSNAFLKPQN..KENVLENALENTPTNNKPLKEKKEETKEKEEETITIGDNTNAMKIVKKDIQKGYKALKSSQRKWYCL 238
consensus !!*!!!*!!! ** !!* !!!* * !!!!!!! !!!!! *!!! ! !!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!

logo

G
W
A
ICSKKSKLSLMPEKE I FNDKQFTYFKFDKRLALSKFPVIYKVVDGYDNPVNTR IVGDYI IAEDVSATKWTLRLGKDYLC IR

NTDB id 1145664 CS894 RS00235 WP 089086476.1 WACSKKSKLSLMPEEIFNDKQFTYFKFDKRLALSKFPVIYKVVDGYDNPVNTRIVGDYIIAEDVSAKWTLRLGKDYLCIR 320
NTDB id 1217 CAA10656.1 1440..2420( ) GICSKKSKLSLMPKEIFNDKQFTYFKFDKRLALSKFPVIYKVVDGYDNPVNTRIVGDYIIAEDVSTKWTLRLGKDYLCIR 318
consensus !!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!

<0

logo FVKKRGSKDGEO
NTDB id 1145664 CS894 RS00235 WP 089086476.1 FVKRSKGE. 328
NTDB id 1217 CAA10656.1 1440..2420( ) FVKKGKDE* 326
consensus !!!* ! !
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