
logo MRKVLCYALMVGFLLAVFSSALKADDFLEEANETASPANLNHPMQDLNAIQGSFFDKNRSKMSNTLNI
VDYFQGQTYKIRLRYAMATLLFF

NTDB id 46857 HPF30 RS06495 WP 014535278.1 MRKVLCALVGFLLVSSALKADDFLEEANETSPANLNHPMQDLNAIQGSFFDKNRSKMSNTLNVDYFQGQTYKIRLRYAMATLLFF 85
NTDB id 1217 CAA10656.1 1440..2420( ) MRKVLYALMGFLLAFSALKADDFLEEANETAPANLNHPMQDLNAIQGSFFDKNRSKMSNTLNIDYFQGQTYKIRLRYAMATLLFF 85
consensus !!!!!*!!*!!!! !!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!

logo SKP I SDFVLGDKVGFDAKI LESNDR I LL IKPLQIGVDSNI SV IDNSEGKI
VFSFYVFSTTFTSSKHPNLQVF I EDKNYYSNAFLMKPQ

NTDB id 46857 HPF30 RS06495 WP 014535278.1 SKPISDFVLGDKVGFDAKILESNDRILLIKPLQIGVDSNISVIDNEGKVFSFYVFSTTFTSSKHPNLQVFIEDKNYYSNAFMKPQ 170
NTDB id 1217 CAA10656.1 1440..2420( ) SKPISDFVLGDKVGFDAKILESNDRILLIKPLQIGVDSNISVIDSEGKIFSFYVFSTTFTSSKHPNLQVFIEDKNYYSNAFLKPQ 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!

logo

I
N
K
QENVLENATLEKNATPTNNKPLKEEKKEETKEKEEETITIGDNTNAMKIVKKDIQKGYKRALKSSQRKWYCLGICSKKSKLSLMPEKE I F

NTDB id 46857 HPF30 RS06495 WP 014535278.1 IQEN....TLEKAPTNNKPLKEEKEETK..EEETITIGDNTNAMKIVKKDIQKGYRALKSSQRKWYCLGICSKKSKLSLMPEEIF 249
NTDB id 1217 CAA10656.1 1440..2420( ) NKENVLENALENTPTNNKPLKEKKEETKEKEEETITIGDNTNAMKIVKKDIQKGYKALKSSQRKWYCLGICSKKSKLSLMPKEIF 255
consensus !!**** !! !!!!!!!!! !!!!!**!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!! !!!

<0

logo NDKQFTYFKFDKKRLALSKFPVIYKVVDGYDNPVNTR IVGDYI IAEDVSATKWTLRLGKDYLC IRFVKKGKDEO
NTDB id 46857 HPF30 RS06495 WP 014535278.1 NDKQFTYFKFDKKLALSKFPVIYKVVDGYDNPVNTRIVGDYIIAEDVSAKWTLRLGKDYLCIRFVKKGKDE. 320
NTDB id 1217 CAA10656.1 1440..2420( ) NDKQFTYFKFDKRLALSKFPVIYKVVDGYDNPVNTRIVGDYIIAEDVSTKWTLRLGKDYLCIRFVKKGKDE* 326
consensus !!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


