
logo MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVL IAVVSSYFTSRKLNDAANERLAEQQDLRNAATL IVRDARMAGSFG
NTDB id 1144205 E4V86 RS03065 WP 047921001.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFG 80
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFG 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo CFNMSEHI
T
E
G
K
NDVVFDNVAQKNARLFSLKRNSTNSTNKL IMP IATESLPNIGNYQDNFFIQRVPSNSAL I FQYGIDDVDNASADETTVVSSCAGA

NTDB id 1144205 E4V86 RS03065 WP 047921001.1 CFNMSEHTEKDVVFDVAQKNRLFSLKRNS...TNKLMPIAESLNIGYQDFIQRPNALIFQYGIDDVNASAETTVVSSCGA 157
NTDB id 1138 NGFG RS02430 WP 003694978.1 CFNMSEHIGNDVVFNVAQKNALFSLKRNSTNSTNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDASADTTVVSSCAA 160
consensus !!!!!!! !!!! !!!!! !!!!!!!!***!!!!*!! !!*!! !! ! ! * !!!!!!!!!!! !!!*!!!!!!!*!

logo I SKPGKQIPTLEDNAKKELLKIQNSDKEQNGNIARQRHVVNAYAVGKR IAGEEGLFRFQLDNDEKGEKWGNPQLLAKKI
VKRMRVR

NTDB id 1144205 E4V86 RS03065 WP 047921001.1 ISKPGKQIPTLEDAKKELLKIQNSDKEQNGNIARQRHVVNAYAVGRIAGEEGLFRFQLNEKGEWGNPQLLAKKIKRMRVR 237
NTDB id 1138 NGFG RS02430 WP 003694978.1 ISKPGKQIPTLENAKKE.LKIQNSDKEQNGNIARQRHVVNAYAVGKIAGEEGLFRFQLDDKGKWGNPQLLAKKVKRMRVR 239
consensus !!!!!!!!!!!! !!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!! *!! !!!!!!!!!!*!!!!!!

logo YIYVSGCPEDEDAGKEEQFKYTDKFDSSVTPAGVEVLLDSGNSDAKIAASSDNI IYAYR INATIRGGNVCANRTL
NTDB id 1144205 E4V86 RS03065 WP 047921001.1 YIYVSGCPEDEDAGKEEQFKYTDKFDSSVTPAGVEVLLDSGNDAKIAASSDNIIYAYRINATIRGGNVCANRTL 311
NTDB id 1138 NGFG RS02430 WP 003694978.1 YIYVSGCPEDEDAGKEEQFKYTDKFDSSVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 313
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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