
logo MKRRKMLNVPKGGSYDGMKGFTI IVEFLVAGLLSMVIVL IMAVGVSSYFTSRKLNDAANERLAAEQQDLRNAATL IVRDARMAGGSFG
NTDB id 48057 NMBH4476 RS07245 WP 033911581.1 MRRKMLNVPKGSYDGMKGFTIIEFLVAGLLSMIVLMAVGSSYFTSRKLNDAANERLAAQQDLRNAATLIVRDARMAGGFG 80
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFG 80
consensus !*!!!!!!!!! !!!!!!!!!*!!!!!!!!!*!!!*!! !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !!
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TQKQNASLPFSLKRNGSTNS ITDNKL IP IATESPSNINYQNFFQVGSSAL I FQYGIDDVDNASATADTTVVSSCAA

NTDB id 48057 NMBH4476 RS07245 WP 033911581.1 CFNMSEHPATDVIPDTTQQNSPFSLKRNG...IDKLIPIAESSNINYQNFFQVGSALIFQYGIDDVNASTATTVVSSCAA 157
NTDB id 1138 NGFG RS02430 WP 003694978.1 CFNMSEHIGNDVVFNVAQKNALFSLKRNSTNSTNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDASADTTVVSSCAA 160
consensus !!!!!!!** !!** ! ! *!!!!!! *** !!!!! !!*!!!!!!!!!! !!!!!!!!!!!! !! !!!!!!!!!

logo I SKPGKQIPTLEDNAKKELKI LQDNQSDKEQNGNIARQRHVVNAYAVGKR IADGEEGLFRFQLDDKGKWGNPQLLAVKKVKRHRMKRVRY
NTDB id 48057 NMBH4476 RS07245 WP 033911581.1 ISKPGKQIPTLEDAKKELKILDQDKEQNGNIARQRHVVNAYAVGRIADEEGLFRFQLDDKGKWGNPQLLVKKVRHMKVRY 237
NTDB id 1138 NGFG RS02430 WP 003694978.1 ISKPGKQIPTLENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIAGEEGLFRFQLDDKGKWGNPQLLAKKVKRMRVRY 240
consensus !!!!!!!!!!!! !!!!!!! !!!!!!!!!!!!!!!!!!!!!*!! !!!!!!!!!!!!!!!!!!!!! !!!**!*!!!

logo IYVSGCPEDDEDAGKEEQTFKYTDKFDSAQNASVTPAGVEVLLDSSGSTDATKIAASSDNHI IYAYR IDNATIRGGNVCANRTL
NTDB id 48057 NMBH4476 RS07245 WP 033911581.1 IYVSGCPEDDDAGKEETFKYTDKFDSAQNAVTPAGVEVLLSSGTDTKIAASSDNHIYAYRIDATIRGGNVCANRTL 313
NTDB id 1138 NGFG RS02430 WP 003694978.1 IYVSGCPEDEDAGKEEQFKYTDKFDS...SVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 313
consensus !!!!!!!!!*!!!!!! !!!!!!!!!*** !!!!!!!!!! !!*! !!!!!!!!*!!!!!! !!!!!!!!!!!!!!
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