
logo MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVL IAVVSSYFTSRKLNDAANERLAEIQQDLRNAATL IVRDARMAGSFG
NTDB id 1144302 C7S08 RS03160 WP 050169726.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAIQQDLRNAATLIVRDARMAGSFG 80
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFG 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!

logo CFNMSEHI
T
E
G
K
NDVVFSDNVAQKNARLFSLKMRNSTNKVI SNGS

T
D
TNKL IP IATESLPNINRYQGNFFTHQRVPSNSAL I FQYGIDDVDNASADTTV

NTDB id 1144302 C7S08 RS03160 WP 050169726.1 CFNMSEHTEKDVVSDVAQKNRLFSLKMNSTNKVISNGTDNKLIPIAESLNIRYQGFTHRPNALIFQYGIDDVNASADTTV 160
NTDB id 1138 NGFG RS02430 WP 003694978.1 CFNMSEHIGNDVVFNVAQKNALFSLKRNSTN......STNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDASADTTV 154
consensus !!!!!!! !!! !!!!! !!!!! !!!!******* !!!!!! !!*!! !! ! * * !!!!!!!!!!! !!!!!!!

logo VSSCAAI SKPDGKQI LPNTLEDNAVKKELKIQVGNQSDGKEQNGNIARQRHVVNAYAVGKRFIAGGNEEGLFRFQLDNDEKGEKWGNPQLLAKKI
VK

NTDB id 1144302 C7S08 RS03160 WP 050169726.1 VSSCAAISKPDKQILNLEDVKKELKIVGQGKEQNGNIARQRHVVNAYAVGRFGNEEGLFRFQLNEKGEWGNPQLLAKKIK 240
NTDB id 1138 NGFG RS02430 WP 003694978.1 VSSCAAISKPGKQIPTLENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIAGEEGLFRFQLDDKGKWGNPQLLAKKVK 234
consensus !!!!!!!!!! !!!* !! !!!!!! !!!!!!!!!!!!!!!!!!!!* * !!!!!!!!! *!! !!!!!!!!!!*!

logo RMRVRYIYVSGCPEDEDAGKEEQFKYTDKFDSSVTPAGVEVLLDSGSDAKIAASSDNI IYAYR INATIRGGNVCANRTL
NTDB id 1144302 C7S08 RS03160 WP 050169726.1 RMRVRYIYVSGCPEDEDAGKEEQFKYTDKFDSSVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 319
NTDB id 1138 NGFG RS02430 WP 003694978.1 RMRVRYIYVSGCPEDEDAGKEEQFKYTDKFDSSVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 313
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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