
logo MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVL IAVVSSYFTSRKLNDAANERLAEIQQDLRNAATL IVRDARMAGSFG
NTDB id 1144396 C7S01 RS03095 WP 003690899.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAIQQDLRNAATLIVRDARMAGSFG 80
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFG 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!

logo CFNMSEHI
T
E
G
K
NDVFVFGNVATQKKNAPLFSLKNLRKNSRTNSTNKL IP IATESPNIGNYQGNFFTQRVLSNSAL I FQYGIDDAVDNASADETTVVSSCAGA

NTDB id 1144396 C7S01 RS03095 WP 003690899.1 CFNMSEHTEKDVFFGVTQKKPLFSLNLK.RNSTNKLIPIAESPNIGYQGFTQRLNALIFQYGIDDANASAETTVVSSCGA 159
NTDB id 1138 NGFG RS02430 WP 003694978.1 CFNMSEHIGNDVVFNVAQKNALFSLKRNSTNSTNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDASADTTVVSSCAA 160
consensus !!!!!!! !! ! ! !! *!!!! * !!!!!!!!! !!!!! !! ! ! !!!!!!!!!! !!!*!!!!!!!*!

logo I SKPGKQIPTLEDNAKKELKIQDNSDKEQNGNIARQRHVVNAYAVGKRFIAGNGNEEGLFRFQLDDKGEKWGNPQLLAKKVKRMDRVR
NTDB id 1144396 C7S01 RS03095 WP 003690899.1 ISKPGKQIPTLEDAKKELKIQDSDKEQNGNIARQRHVVNAYAVGRFGNNEEGLFRFQLDDKGEWGNPQLLAKKVKRMDVR 239
NTDB id 1138 NGFG RS02430 WP 003694978.1 ISKPGKQIPTLENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIA.GEEGLFRFQLDDKGKWGNPQLLAKKVKRMRVR 239
consensus !!!!!!!!!!!! !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!* ** !!!!!!!!!!!!! !!!!!!!!!!!!!! !!

logo YIYVSGCPEDEDAGKEEQFKYTDGKFDSSVTPAGVEVLLDSGSDAKIAASSDNI IYAYR INATIRGGNVCANRTL
NTDB id 1144396 C7S01 RS03095 WP 003690899.1 YIYVSGCPEDEDAGKEEQFKYTGKFDSSVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 313
NTDB id 1138 NGFG RS02430 WP 003694978.1 YIYVSGCPEDEDAGKEEQFKYTDKFDSSVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 313
consensus !!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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