
logo MRKVLCYATLMVGFLLAFSALKADDFLEEANETAPANLNHPMQDLNAIQGSFFDKNRSKMSNTLNIDYFQGQTYKIRLRYAMATLLFF
NTDB id 82488 M2Y46 RS00730 WP 248415465.1 MRKVLCTLVGFLLAFSALKADDFLEEANETAPANLNHPMQDLNAIQGSFFDKNRSKMSNTLNIDYFQGQTYKIRLRYAMATLLFF 85
NTDB id 1217 CAA10656.1 1440..2420( ) MRKVLYALMGFLLAFSALKADDFLEEANETAPANLNHPMQDLNAIQGSFFDKNRSKMSNTLNIDYFQGQTYKIRLRYAMATLLFF 85
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logo SKP I SDFVLGDKVGFDAKI LESNDR I LL IKPLQIGVDSNI SV IDNSEGKI
VFSFYVFSTTFTSSKHPNLQVF I EDKNYYSNAFLMKPQ

NTDB id 82488 M2Y46 RS00730 WP 248415465.1 SKPISDFVLGDKVGFDAKILESNDRILLIKPLQIGVDSNISVIDNEGKVFSFYVFSTTFTSSKHPNLQVFIEDKNYYSNAFMKPQ 170
NTDB id 1217 CAA10656.1 1440..2420( ) SKPISDFVLGDKVGFDAKILESNDRILLIKPLQIGVDSNISVIDSEGKIFSFYVFSTTFTSSKHPNLQVFIEDKNYYSNAFLKPQ 170
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logo NKENTVLENALEKNATPTNNKPLKEVGKKEETKEKEEETITIGDNTNAMKTIVKKDIQKGYKRALKSSQRKWYCLGICSKKSKLSLMPEKE I F
NTDB id 82488 M2Y46 RS00730 WP 248415465.1 NKENTL....EKAPTNNKPLKVGKEETKEKEEETITIGDNTNAMTIVKKDIQKGYRALKSSQRKWYCLGICSKKSKLSLMPEEIF 251
NTDB id 1217 CAA10656.1 1440..2420( ) NKENVLENALENTPTNNKPLKEKKEETKEKEEETITIGDNTNAMKIVKKDIQKGYKALKSSQRKWYCLGICSKKSKLSLMPKEIF 255
consensus !!!! !****! !!!!!!!! !!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!! !!!
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logo NDKQFTYFKFDKKRLALSKFPVIYKVVDGYDNPVNTR IVGDYI IAEDVSATKWTLRLGKDYLC IRFVKKGKDEO
NTDB id 82488 M2Y46 RS00730 WP 248415465.1 NDKQFTYFKFDKKLALSKFPVIYKVVDGYDNPVNTRIVGDYIIAEDVSAKWTLRLGKDYLCIRFVKKGKDE. 322
NTDB id 1217 CAA10656.1 1440..2420( ) NDKQFTYFKFDKRLALSKFPVIYKVVDGYDNPVNTRIVGDYIIAEDVSTKWTLRLGKDYLCIRFVKKGKDE* 326
consensus !!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!
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