
logo MKRKMLNVPKGGSYDGMKGFTIVEFLVAGLLSMVIVL IMAVGVSSYFTSRKLNDAANERLAAEQQDLRNAATL IVRDARMAGGSFG
NTDB id 305052 DV311 RS03330 WP 013449151.1 MKRKMLNVPKGSYDGMKGFTIVEFLVAGLLSMIVLMAVGSSYFTSRKLNDAANERLAAQQDLRNAATLIVRDARMAGGFG 80
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFG 80
consensus !!!!!!!!!!! !!!!!!!!!!!!!!!!!!!*!!!*!! !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !!

logo CFNMSEHI
P
A
G
N
TDVI

V
F
S
D
N
T
V
A
TQKQNASLPFSLKRNGSTNS ITDNKL IP IATESPSNIGNYPQGNFFTQSVGSKSAL I FQYGIDDAVDNASAADTTVVSSCAA

NTDB id 305052 DV311 RS03330 WP 013449151.1 CFNMSEHPATDVISDTTQQNSPFSLKRNG...IDKLIPIAESSNIGYPGFTQSGKALIFQYGIDDANASAATTVVSSCAA 157
NTDB id 1138 NGFG RS02430 WP 003694978.1 CFNMSEHIGNDVVFNVAQKNALFSLKRNSTNSTNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDASADTTVVSSCAA 160
consensus !!!!!!!** !!* ! ! *!!!!!! *** !!!!! !!*!! !* ! ! !!!!!!!!!! !!! !!!!!!!!!

logo I SKPGKQI LPTLENAVKKELKIPQDNSTDKNERQNGNIARQRHEVVNAYAVGKIADGEEGLFRFQLDNADKNGGKWGNPQLLAVKKI
V
K
T
H
RMNRVRY

NTDB id 305052 DV311 RS03330 WP 013449151.1 ISKPGKQILTLENVKKELKIPDTDNRQNGNIARQRHEVNAYAVGKIADEEGLFRFQLNANGGWGNPQLLVKKITHMNVRY 237
NTDB id 1138 NGFG RS02430 WP 003694978.1 ISKPGKQIPTLENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIAGEEGLFRFQLDDKGKWGNPQLLAKKVKRMRVRY 240
consensus !!!!!!!!*!!!! !!!!!!* *! !!!!!!!!!! !!!!!!!!!! !!!!!!!!! ! !!!!!!! !!* *! !!!

logo

I
VYVSDGCPEDEDAGKEEKQFKYTDKFDSSKGAVTPAGVEVLLDNSGSTDATKIAASSDNI

NIYAYR IDNATIRGGNVCANRTL
NTDB id 305052 DV311 RS03330 WP 013449151.1 VYVSDCPEDEDAGKEEKFKYTDKFDSSKGAVTPAGVEVLLNSGTDTKIAASSDNNIYAYRIDATIRGGNVCANRTL 313
NTDB id 1138 NGFG RS02430 WP 003694978.1 IYVSGCPEDEDAGKEEQFKYTDKFDSS...VTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 313
consensus *!!! !!!!!!!!!!! !!!!!!!!!!***!!!!!!!!!! !!*! !!!!!!!! !!!!!! !!!!!!!!!!!!!!
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