
logo MKRKI
MLNVI

VPKNGCGDYDSGMKGFTIVEFLVAAGLLSMVIVL IMAVGVSSYFTSRKRLNDNAANSERLASAEQQDLRNAATL IVRDARMAGNSFG
NTDB id 1138952 DQM57 RS04720 WP 108043583.1 MKRKILVIPNGCDSGMKGFTIVEFLVAALLSMIVLMAVGSSYFTSRRLNNAASERLSAQQDLRNAATLIVRDARMAGNFG 80
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFG 80
consensus !!!!*! *! !* !!!!!!!!!!!!!*!!!*!!!*!! !!!!!!!*!! !! !!! !!!!!!!!!!!!!!!!!!! !!
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TESPTDNIKNYPQGNFFSQSVGSKSAL I FQYGIDDLVDASADETTVVVSSCASA

NTDB id 1138952 DQM57 RS04720 WP 108043583.1 CFNMAVNPSSAVISDKTEKNPFFALKKG...NLDKLIPVAESTDIKYPGFSQSGKALIFQYGIDDLDASAETVVVSSCSA 157
NTDB id 1138 NGFG RS02430 WP 003694978.1 CFNMSEHIGNDVVFNVAQKNALFSLKRNSTNSTNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDASADTTVVSSCAA 160
consensus !!!! ** !* !!* ! !!* *** !!!!* !!* ! !* ! ! !!!!!!!!!!*!!!!*! !!!!! !

logo IASKPGKKQIPSTLEGENAKKSELKIQTNSDKNETQNGNIATRQKRHEVVNAYAVGKIASGNEEGLFRFQLDKDKNGKQWGNPQLLAVKKI
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NTDB id 1138952 DQM57 RS04720 WP 108043583.1 IAKPGKKISTLGEAKSELKIT..DNTQNGNITRQKHEVNAYAVGKISNEEGLFRFQLKDNGQWGNPQLLVKKINKMDIRY 235
NTDB id 1138 NGFG RS02430 WP 003694978.1 ISKPGKQIPTLENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIAGEEGLFRFQLDDKGKWGNPQLLAKKVKRMRVRY 240
consensus ! !!!! !*!! !! !!!! **! !!!!! !!*! !!!!!!!!! !!!!!!!!! ! ! !!!!!!! !!* *! *!!

logo IYVSDGCPSELDVEDGADGKEVEKQFKYTDKTFDI
SSQAAVTPAEGVE I

VLLDNSGSDAKI
LAASASDNEI IVYAYR INATIRGGNVCANRTL

NTDB id 1138952 DQM57 RS04720 WP 108043583.1 IYVSDCSLVEGDGKVEKFKYTDTFDISQAAVTPAEVEILLNSG...KLAASADNEVYAYRINATIRGGNVCANRTL 308
NTDB id 1138 NGFG RS02430 WP 003694978.1 IYVSGCPEDEDAGKEEQFKYTDKFDSS...VTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 313
consensus !!!! !* ! !! ! !!!!! !! !***!!!! !!*!! !!***!*!!! !! *!!!!!!!!!!!!!!!!!!!!
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