
logo MKRRKMLNVPKGGSYDGMKGFTI IVEFLVAGLMLSMVIVL IMAVGVSSYFTSRKLNDAANERLASAEQQDLRNAATL IVRDARMAGGSFG
NTDB id 301570 DRA77 RS02660 WP 101079071.1 MRRKMLNVPKGSYDGMKGFTIIEFLVAGMLSMIVLMAVGSSYFTSRKLNDAANERLSAQQDLRNAATLIVRDARMAGGFG 80
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFG 80
consensus !*!!!!!!!!! !!!!!!!!!*!!!!!!*!!*!!!*!! !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !!

logo CFNMSEHI
P
A
G
N
TDVVFSDNVAQKNARLSFSLKRNGSTNS ITDNKL IP IATESPSNIGNYPQGNFFTQRVLSNSAL I FQYGIDDVDNASADTTVVSSCASAK

NTDB id 301570 DRA77 RS02660 WP 101079071.1 CFNMSEHPATDVVSDVAQKNRSFSLKRNG...IDKLIPIAESSNIGYPGFTQRLNALIFQYGIDDVNASADTTVVSSCSK 157
NTDB id 1138 NGFG RS02430 WP 003694978.1 CFNMSEHIGNDVVFNVAQKNALFSLKRNSTNSTNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDASADTTVVSSCAA 160
consensus !!!!!!!** !!! !!!!! !!!!!! *** !!!!! !!*!! !* ! ! !!!!!!!!!!! !!!!!!!!!!!

logo IASKLPGKKQIPSTLEQENAKKSELKQIQTNDSDKEKQNGNIATRQRHVVNAYAVGKR IAGEEGLFRFQLDDKGKWGNPQLLAKKVKRRMDRVRY
NTDB id 301570 DRA77 RS02660 WP 101079071.1 IAKLGKKISTLQEAKSELQITNDD.KQNGNITRQRHVVNAYAVGRIAGEEGLFRFQLDDKGKWGNPQLLAKKVRRMDVRY 236
NTDB id 1138 NGFG RS02430 WP 003694978.1 ISKPGKQIPTLENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIAGEEGLFRFQLDDKGKWGNPQLLAKKVKRMRVRY 240
consensus ! !*!! !*!! !! !! ! ! !* !!!!! !!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!! !!!

logo IYVSGCPEDDEDAGKEEQTFKYTDKFDKSSKNASVTPAGVEVLLDSSGSTDATKIAASSDNHI IYAYR IDNATIRGGNVCANRTL
NTDB id 301570 DRA77 RS02660 WP 101079071.1 IYVSGCPEDDDAGKEETFKYTDKFDKSKNAVTPAGVEVLLSSGTDTKIAASSDNHIYAYRIDATIRGGNVCANRTL 312
NTDB id 1138 NGFG RS02430 WP 003694978.1 IYVSGCPEDEDAGKEEQFKYTDKFDS...SVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 313
consensus !!!!!!!!!*!!!!!! !!!!!!!! *** !!!!!!!!!! !!*! !!!!!!!!*!!!!!! !!!!!!!!!!!!!!
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