
logo MKRRKMLNVPKGGSYDGMKGFTI IVEFLVAGLMLSMVIVL IMAVGVSSYFTSRKLNDAANERLAEIQQDLRNAATL IVRDARMAGSFGCFNMS
NTDB id 47862 NMAA RS04315 WP 002246120.1 MRRKMLNVPKGSYDGMKGFTIIEFLVAGMLSMIVLMAVGSSYFTSRKLNDAANERLAIQQDLRNAATLIVRDARMAGSFGCFNMS 85
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFGCFNMS 85
consensus !*!!!!!!!!! !!!!!!!!!*!!!!!!*!!*!!!*!! !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!

logo EHIGNSDVVFSNVAVQKNAPLFSLKKRNRSTNSTNKL IP ITESPSNIGNYPQGNFFTQRVLSNSAL I FQYGIDDVDNASADTTVVSSCAAKIASKPGKKQIPST
NTDB id 47862 NMAA RS04315 WP 002246120.1 EHIGSDVVSNVVQKNPLFSLKKR..NSTNKLIPITESSNIGYPGFTQRLNALIFQYGIDDVNASADTTVVSSCAKIAKPGKKIST 168
NTDB id 1138 NGFG RS02430 WP 003694978.1 EHIGNDVVFNVAQKNALFSLKRNSTNSTNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDASADTTVVSSCAAISKPGKQIPT 170
consensus !!!! !!! !! !!!*!!!!!* **!!!!!!!!!!!!*!! !* ! ! !!!!!!!!!!! !!!!!!!!!!!! ! !!!! !*!

logo LEQENAKKSAELKQIQTNDSDKEKQNGNIATRQRHVVNAYAVGKR IAGEEGLFRFQLDNDDKGKQWGNPQLLAVKKI
V
K
N
K
RMDRI

VRYIYLLVENPGIPPTNS
NTDB id 47862 NMAA RS04315 WP 002246120.1 LQEAKSALQITNDD.KQNGNITRQRHVVNAYAVGRIAGEEGLFRFQLNDDGQWGNPQLLVKKINKMDIRYIYLLVENPGIPPTNS 252
NTDB id 1138 NGFG RS02430 WP 003694978.1 LENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIAGEEGLFRFQLDDKGKWGNPQLLAKKVKRMRVRYIY............. 242
consensus ! !! ! ! ! !* !!!!! !!!!!!!!!!!!*!!!!!!!!!!!! ! ! !!!!!!! !!* *! *!!!!*************

logo

PRYI
V
S
YGCPEDDEDAGKEEQTFKYTDKFDSSTNAVTPAGVEVLLDSSGSTDATKIAASSDNHI IYAYR IDNATIRGGNVCANRTL

NTDB id 47862 NMAA RS04315 WP 002246120.1 PRYIYGCPEDDDAGKEETFKYTDKFDSSTNAVTPAGVEVLLSSGTDTKIAASSDNHIYAYRIDATIRGGNVCANRTL 329
NTDB id 1138 NGFG RS02430 WP 003694978.1 ...VSGCPEDEDAGKEEQFKYTDKFDSS...VTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 313
consensus **** !!!!!*!!!!!! !!!!!!!!!!***!!!!!!!!!! !!*! !!!!!!!!*!!!!!! !!!!!!!!!!!!!!
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