
logo MRKVLYALMVGFLLAFSALKADDFLEEANETAPAHNLNHPMQDLNAIQGSFFDKNRSKMSNTLNIDYFQGQTYKIRLRYAMATLLFF
NTDB id 137106 SE88 RS00220 WP 001862530.1 MRKVLYALVGFLLAFSALKADDFLEEANETAPAHLNHPMQDLNAIQGSFFDKNRSKMSNTLNIDYFQGQTYKIRLRYAMATLLFF 85
NTDB id 1217 CAA10656.1 1440..2420( ) MRKVLYALMGFLLAFSALKADDFLEEANETAPANLNHPMQDLNAIQGSFFDKNRSKMSNTLNIDYFQGQTYKIRLRYAMATLLFF 85
consensus !!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SKP I SDFVLGDKVGFDAKI LESNDR I LL IKPLQIGVDSNI SV IDNSEGKI FSFYVFSTTFTSSKHPNLQVF I EDKNYYSNAFLKPQ
NTDB id 137106 SE88 RS00220 WP 001862530.1 SKPISDFVLGDKVGFDAKILESNDRILLIKPLQIGVDSNISVIDNEGKIFSFYVFSTTFTSSKHPNLQVFIEDKNYYSNAFLKPQ 170
NTDB id 1217 CAA10656.1 1440..2420( ) SKPISDFVLGDKVGFDAKILESNDRILLIKPLQIGVDSNISVIDSEGKIFSFYVFSTTFTSSKHPNLQVFIEDKNYYSNAFLKPQ 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

K
N
KENMVALENALPEKDNATPTNNKPLKEEKKEETKEKEEETITIGDNTNAMKIVKKDIQKGYKALKSSQRKWYCLGICSKKSKLSLMPKE I F

NTDB id 137106 SE88 RS00220 WP 001862530.1 K.ENMAENAPKDAPTNNKPLKEEKEETKEKEEETITIGDNTNAMKIVKKDIQKGYKALKSSQRKWYCLGICSKKSKLSLMPKEIF 254
NTDB id 1217 CAA10656.1 1440..2420( ) NKENVLENALENTPTNNKPLKEKKEETKEKEEETITIGDNTNAMKIVKKDIQKGYKALKSSQRKWYCLGICSKKSKLSLMPKEIF 255
consensus *!!* !!!* !!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

<0

logo NDKQFTYFKFDKRLALSKFPVIYKVVDGYDNPVNTR IVGDYI IAEDVSATKWTLRLGKDYLC IRFVKKAGKDEO
NTDB id 137106 SE88 RS00220 WP 001862530.1 NDKQFTYFKFDKRLALSKFPVIYKVVDGYDNPVNTRIVGDYIIAEDVSAKWTLRLGKDYLCIRFVKKAKDE. 325
NTDB id 1217 CAA10656.1 1440..2420( ) NDKQFTYFKFDKRLALSKFPVIYKVVDGYDNPVNTRIVGDYIIAEDVSTKWTLRLGKDYLCIRFVKKGKDE* 326
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!*!!!

X non conserved

X similar

X ≥ 50% conserved


