
logo MKRRKMLNVPKGGNYDGMKGFTI IVEFLVAGLMLSMVIVL IMAVGVSSYFTSRKLNDAANERLASEQQDLRNAATL IVRDARMAGSFG
NTDB id 211667 BVD88 RS08040 WP 104916082.1 MRRKMLNVPKGNYDGMKGFTIIEFLVAGMLSMIVLMAVGSSYFTSRKLNDAANERLSEQQDLRNAATLIVRDARMAGSFG 80
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFG 80
consensus !*!!!!!!!!! !!!!!!!!!*!!!!!!*!!*!!!*!! !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!

logo CFNMSEHI
P
A
G
I
NDVI

VFDNTVATQKQNASLPFSLKRNGSTNS ITDNKL IP IATESPSNINYQNFFQFVGSSAL I FQYGIDDVDNASATADTTVVSSCAAV
NTDB id 211667 BVD88 RS08040 WP 104916082.1 CFNMSEHPAIDVIFDTTQQNSPFSLKRNG...IDKLIPIAESSNINYQNFFQFGSALIFQYGIDDVNASTATTVVSSCAV 157
NTDB id 1138 NGFG RS02430 WP 003694978.1 CFNMSEHIGNDVVFNVAQKNALFSLKRNSTNSTNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDASADTTVVSSCAA 160
consensus !!!!!!!** !!*! ! ! *!!!!!! *** !!!!! !!*!!!!!!!!! !!!!!!!!!!!! !! !!!!!!!!

logo I SKPGKQIPTLEDNAKKELKIPQNQSDKEQNGNIARQRHVVNAYAVGKR IAGEEGLFRFQLDDKGKWGNPQLLAVKKVKRRMKRVRY
NTDB id 211667 BVD88 RS08040 WP 104916082.1 ISKPGKQIPTLEDAKKELKIP.QDKEQNGNIARQRHVVNAYAVGRIAGEEGLFRFQLDDKGKWGNPQLLVKKVRRMKVRY 236
NTDB id 1138 NGFG RS02430 WP 003694978.1 ISKPGKQIPTLENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIAGEEGLFRFQLDDKGKWGNPQLLAKKVKRMRVRY 240
consensus !!!!!!!!!!!! !!!!!!!** !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!! !!!*!!*!!!

logo IYVFSGCPEDDEDAGKEEQTFKYTDKFDSSTNAVTPAGVEVLLDSSGSTDATKIAASSDNI
Y IYAYR IDNATIRGGNVCANRTL

NTDB id 211667 BVD88 RS08040 WP 104916082.1 IYVFGCPEDDDAGKEETFKYTDKFDSSTNAVTPAGVEVLLSSGTDTKIAASSDNYIYAYRIDATIRGGNVCANRTL 312
NTDB id 1138 NGFG RS02430 WP 003694978.1 IYVSGCPEDEDAGKEEQFKYTDKFDSS...VTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 313
consensus !!! !!!!!*!!!!!! !!!!!!!!!!***!!!!!!!!!! !!*! !!!!!!!! !!!!!! !!!!!!!!!!!!!!
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