
logo MKRRKMLNVPKGGSYDGMKGFTI IVEFLVAGLMLSMVIVL IMAVGVSSYFTSRKLNDAANERLAEIQQDLRNAATL IVRDARMAGSFG
NTDB id 190207 A6L17 RS02730 WP 002248274.1 MRRKMLNVPKGSYDGMKGFTIIEFLVAGMLSMIVLMAVGSSYFTSRKLNDAANERLAIQQDLRNAATLIVRDARMAGSFG 80
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFG 80
consensus !*!!!!!!!!! !!!!!!!!!*!!!!!!*!!*!!!*!! !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!

logo CFNMSEHI
T
E
G
K
NDVVFSDNVAQKNARLFSLKRNSTNSTNKL IP ITESLPNIGNYPQGNFFTQRVLSNSAL I FQYGIDDVDNASADTTVVSSCAAK

NTDB id 190207 A6L17 RS02730 WP 002248274.1 CFNMSEHTEKDVVSDVAQKNRLFSLKRNS...TNKLIPITESLNIGYPGFTQRLNALIFQYGIDDVNASADTTVVSSCAK 157
NTDB id 1138 NGFG RS02430 WP 003694978.1 CFNMSEHIGNDVVFNVAQKNALFSLKRNSTNSTNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDASADTTVVSSCAA 160
consensus !!!!!!! !!! !!!!! !!!!!!!!***!!!!!!!!!!*!! !* ! ! !!!!!!!!!!! !!!!!!!!!!!!

logo IASKPGKKQIPSTLEQENAKKSAELKQIQTNDSDKEKQNGNIATRQRHVVNAYAVGKR IAGEEGLFRFQLDNDDKGKQWGNPQLLAVKKI
V
K
N
K
RMDRI

VRY
NTDB id 190207 A6L17 RS02730 WP 002248274.1 IAKPGKKISTLQEAKSALQITNDD.KQNGNITRQRHVVNAYAVGRIAGEEGLFRFQLNDDGQWGNPQLLVKKINKMDIRY 236
NTDB id 1138 NGFG RS02430 WP 003694978.1 ISKPGKQIPTLENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIAGEEGLFRFQLDDKGKWGNPQLLAKKVKRMRVRY 240
consensus ! !!!! !*!! !! ! ! ! !* !!!!! !!!!!!!!!!!!*!!!!!!!!!!!! ! ! !!!!!!! !!* *! *!!

logo IYVSGCPEDDEDAGKEEQTFKRYTDKFDNSAQDASVTPAGVEVLLDSSGSTDATKIAASSDNHI IYAYR IDNATIRGGNI
VCANRTL

NTDB id 190207 A6L17 RS02730 WP 002248274.1 IYVSGCPEDDDAGKEETFRYTDKFNSAQDAVTPAGVEVLLSSGTDTKIAASSDNHIYAYRIDATIRGGNICANRTL 312
NTDB id 1138 NGFG RS02430 WP 003694978.1 IYVSGCPEDEDAGKEEQFKYTDKFDS...SVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 313
consensus !!!!!!!!!*!!!!!! !*!!!!! !*** !!!!!!!!!! !!*! !!!!!!!!*!!!!!! !!!!!!!*!!!!!!
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