
logo MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVL IAVVSSYFTSRKLNDAANERLAEQQDLRNAATL IVRDARMAGSFG
NTDB id 1144488 C7S04 RS03115 WP 106333332.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFG 80
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFG 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo CFNMSEHIGKDNDVVVFSDNVAQKNAYLFLSLKKRNSSTNNSATNKL IP IATESPSNINYQRGNFFLQVGSSAL I FQYGIDDVDNASAADTTVVSSCAA
NTDB id 1144488 C7S04 RS03115 WP 106333332.1 CFNMSEHIKDVVVSDVAQKNYLFLLKKS...NANKLIPIAESSNINYRGFLQVGSALIFQYGIDDVNASAATTVVSSCAA 157
NTDB id 1138 NGFG RS02430 WP 003694978.1 CFNMSEHIGNDVVFNVAQKNALFSLKRNSTNSTNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDASADTTVVSSCAA 160
consensus !!!!!!!! !! !!!!! !! !!* *** !!!!!! !!*!!!! ! !! !!!!!!!!!!!! !!! !!!!!!!!!

logo I SKPGKQIPTLEDNAKKELKIPQDNRSDKEQNGNIARQRHVVNAYAVGKR IADGEEGGLFRFQLDDKGKWGNPQLLAKKI
VKRMRVRY

NTDB id 1144488 C7S04 RS03115 WP 106333332.1 ISKPGKQIPTLEDAKKELKIPDRDKEQNGNIARQRHVVNAYAVGRIDGEGGLFRFQLDDKGKWGNPQLLAKKIKRMRVRY 237
NTDB id 1138 NGFG RS02430 WP 003694978.1 ISKPGKQIPTLENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIAGEEGLFRFQLDDKGKWGNPQLLAKKVKRMRVRY 240
consensus !!!!!!!!!!!! !!!!!!!* !!!!!!!!!!!!!!!!!!!!!*! !! !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!

logo IYVSGCPEDEDAGKEEQFKYTDKFDSSVTPAGVEVLLDSGSDAKIAASSDNI IYAYR INATIRGGNVCANRTL
NTDB id 1144488 C7S04 RS03115 WP 106333332.1 IYVSGCPEDEDAGKEEQFKYTDKFDSSVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 310
NTDB id 1138 NGFG RS02430 WP 003694978.1 IYVSGCPEDEDAGKEEQFKYTDKFDSSVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 313
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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