
logo MKRRKMLNVPKGGSYDGMKGFTI IVEFLVAGLMLSMVIVL IMAVGVSSYFTSRKLNDAANERLAEIQQDLRNAATL IVRDARMAGSFG
NTDB id 232807 CCD88 RS03070 WP 002259883.1 MRRKMLNVPKGSYDGMKGFTIIEFLVAGMLSMIVLMAVGSSYFTSRKLNDAANERLAIQQDLRNAATLIVRDARMAGSFG 80
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFG 80
consensus !*!!!!!!!!! !!!!!!!!!*!!!!!!*!!*!!!*!! !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!

logo CFNMSEHI EGNQDVVFSDNVATQKDNASLFSLKRNSTRNSTNKL IP IATESPSNIGNYQGNFFIQRVLSNSAL I FQYGIDDVDNASADTTVVSSCA
NTDB id 232807 CCD88 RS03070 WP 002259883.1 CFNMSEHIEQDVVSDVTQKDSLFSLKRNSTRNSTNKLIPIAESSNIGYQGFIQRLNALIFQYGIDDVNASADTTVVSSCA 160
NTDB id 1138 NGFG RS02430 WP 003694978.1 CFNMSEHIGNDVVFNVAQKNALFSLKRNST.NSTNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDASADTTVVSSCA 159
consensus !!!!!!!! *!!! ! !! !!!!!!!!!*!!!!!!!!! !!*!! !! ! ! !!!!!!!!!!! !!!!!!!!!!!!

logo AI SKPGKQI LPNTLEDNAVKKELKIQVNSQSDKEQRNGNIARQRHVVNAYAVGKR IAGEEGLFRFQLDNDEKGEKWGNPQLLAVKKI
V
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K
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VR
NTDB id 232807 CCD88 RS03070 WP 002259883.1 AISKPGKQILNLEDVKKELKIVSQDKERNGNIARQRHVVNAYAVGRIAGEEGLFRFQLNEKGEWGNPQLLVKKINKMDIR 240
NTDB id 1138 NGFG RS02430 WP 003694978.1 AISKPGKQIPTLENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIAGEEGLFRFQLDDKGKWGNPQLLAKKVKRMRVR 239
consensus !!!!!!!!!* !! !!!!!! !!! !!!!!!!!!!!!!!!!!*!!!!!!!!!!!! *!! !!!!!!! !!* *! *!

logo YIYVSGCPEDDEDAGKEEQTFKRYTDKFDNSAQDASVTPAGVEVLLDSSGSTDATKIAASSDNHI IYAYR IDNATIRGGNVCANRTL
NTDB id 232807 CCD88 RS03070 WP 002259883.1 YIYVSGCPEDDDAGKEETFRYTDKFNSAQDAVTPAGVEVLLSSGTDTKIAASSDNHIYAYRIDATIRGGNVCANRTL 317
NTDB id 1138 NGFG RS02430 WP 003694978.1 YIYVSGCPEDEDAGKEEQFKYTDKFDS...SVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 313
consensus !!!!!!!!!!*!!!!!! !*!!!!! !*** !!!!!!!!!! !!*! !!!!!!!!*!!!!!! !!!!!!!!!!!!!!
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