
logo MKRRKMLNVPKGGSYDGMKGFTI IVEFLVAGLMLSMVIVL IMAVGVSSYFTSRKLNDAANERLASAEQQDLRNAATL IVRDARMAGSFG
NTDB id 305991 DV166 RS09580 WP 115437099.1 MRRKMLNVPKGSYDGMKGFTIIEFLVAGMLSMIVLMAVGSSYFTSRKLNDAANERLSAQQDLRNAATLIVRDARMAGSFG 80
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFG 80
consensus !*!!!!!!!!! !!!!!!!!!*!!!!!!*!!*!!!*!! !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!

logo CFNMSEHI
T
G
KNDI

V
I
V
F
V
D
N
P
V
A
S
KQTQPVPAKPGAKQEKNAPLFSLEKRWANTNNSTNTNNSTANKL IP IATESPTDNIKNYPQGNFAFQAVRSPSAL I FQYGI

NTDB id 305991 DV166 RS09580 WP 115437099.1 CFNMSEHTKNDIIVDPSKQTQPVPAKPGAKQENPLFSLEWANTNNTNNNTAKLIPIAESTDIKYPGFAQARPALIFQYGI 160
NTDB id 1138 NGFG RS02430 WP 003694978.1 CFNMSEHIGNDVVFNVA.............QKNALFSLKR....NSTNSTNKLIPITESPNINYQNFFQVSSALIFQYGI 143
consensus !!!!!!! !!** * *************! !*!!!! ****!* ! ! !!!!! !!* ! !* ! ! *!!!!!!!!

logo DDLVDASADETTVVVSSCASAKIASKPGKKQIPSTLEQENAKKSAELKQIQTNDSDKEKQNGNIATRQRHVVNAYAVGKR IAGEEGLFRFQLDDKGKW
NTDB id 305991 DV166 RS09580 WP 115437099.1 DDLDASAETVVVSSCSKIAKPGKKISTLQEAKSALQITNDD.KQNGNITRQRHVVNAYAVGRIAGEEGLFRFQLDDKGKW 239
NTDB id 1138 NGFG RS02430 WP 003694978.1 DDVDASADTTVVSSCAAISKPGKQIPTLENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIAGEEGLFRFQLDDKGKW 223
consensus !!*!!!!*! !!!!! ! !!!! !*!! !! ! ! ! !* !!!!! !!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!

logo GNPQLLAKKI
V
K
R
H
RMKRVRYIYVSDGCPEDDEDAGKEEQTFKYTDKFDSAKDASVTPAGVEVLLDSSGSTDATKIAASSDNHI IYAYR IDNA

NTDB id 305991 DV166 RS09580 WP 115437099.1 GNPQLLAKKIRHMKVRYIYVSDCPEDDDAGKEETFKYTDKFDSAKDAVTPAGVEVLLSSGTDTKIAASSDNHIYAYRIDA 319
NTDB id 1138 NGFG RS02430 WP 003694978.1 GNPQLLAKKVKRMRVRYIYVSGCPEDEDAGKEEQFKYTDKFDS...SVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINA 300
consensus !!!!!!!!!***!*!!!!!!! !!!!*!!!!!! !!!!!!!!!*** !!!!!!!!!! !!*! !!!!!!!!*!!!!!! !

logo TIRGGNVCANRTL
NTDB id 305991 DV166 RS09580 WP 115437099.1 TIRGGNVCANRTL 332
NTDB id 1138 NGFG RS02430 WP 003694978.1 TIRGGNVCANRTL 313
consensus !!!!!!!!!!!!!
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