
logo MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLS IV IVL IAVVSSYFTSRKLNDAVANERLAEQQDLRNAATL IVRDARMAGSFG
NTDB id 398494 GIJ09 RS07010 WP 153707871.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSIIVLIAVVSSYFTSRKLNDVANERLAEQQDLRNAATLIVRDARMAGSFG 80
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFG 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo CFNMSEHIGKDNDVVVFSDNVAQKNAYLFLSLKKRNSSTNNSATNKL IP IATESPSNINYQRGNFFLQVGSSAL I FQYGIDDVDNASAADTTVVSSCAA
NTDB id 398494 GIJ09 RS07010 WP 153707871.1 CFNMSEHIKDVVVSDVAQKNYLFLLKKS...NANKLIPIAESSNINYRGFLQVGSALIFQYGIDDVNASAATTVVSSCAA 157
NTDB id 1138 NGFG RS02430 WP 003694978.1 CFNMSEHIGNDVVFNVAQKNALFSLKRNSTNSTNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDASADTTVVSSCAA 160
consensus !!!!!!!! !! !!!!! !! !!* *** !!!!!! !!*!!!! ! !! !!!!!!!!!!!! !!! !!!!!!!!!

logo I SKPGKQIPTLEDNAKKELKIPQDNRSDKEQNGNIARQRHVVNAYAVGKR IADGEEGGLFRFQLDNDEKGEKWGNPQLLAKKI
VKRMDRVQRY

NTDB id 398494 GIJ09 RS07010 WP 153707871.1 ISKPGKQIPTLEDAKKELKIPDRDKEQNGNIARQRHVVNAYAVGRIDGEGGLFRFQLNEKGEWGNPQLLAKKIKRMDVQY 237
NTDB id 1138 NGFG RS02430 WP 003694978.1 ISKPGKQIPTLENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIAGEEGLFRFQLDDKGKWGNPQLLAKKVKRMRVRY 240
consensus !!!!!!!!!!!! !!!!!!!* !!!!!!!!!!!!!!!!!!!!!*! !! !!!!!!! *!! !!!!!!!!!!*!!! ! !

logo IYVSGCPEDEDAGKEEQFKYTDKRFDRSSVTPAGVEVLLDSGLSDNAKIAASSDNI
S IYAYR INATIRGGNVCANRTL

NTDB id 398494 GIJ09 RS07010 WP 153707871.1 IYVSGCPEDEDAGKEEQFKYTDRFDRSVTPAGVEVLLDSGLNAKIAASSDNSIYAYRINATIRGGNVCANRTL 310
NTDB id 1138 NGFG RS02430 WP 003694978.1 IYVSGCPEDEDAGKEEQFKYTDKFDSSVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 313
consensus !!!!!!!!!!!!!!!!!!!!!!*!! !!!!!!!!!!!!!! !!!!!!!!! !!!!!!!!!!!!!!!!!!!!!
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