
logo MKRRKMLNVPKGGSYDGMKGFTI IVEFLVAGLMLSMVIVL IMAVGVSSYFTSRKLNDAANERLAEIQQDLRNAATL IVRDARMAGSFGCFNMS
NTDB id 129049 LA24 RS05875 WP 002248274.1 MRRKMLNVPKGSYDGMKGFTIIEFLVAGMLSMIVLMAVGSSYFTSRKLNDAANERLAIQQDLRNAATLIVRDARMAGSFGCFNMS 85
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFGCFNMS 85
consensus !*!!!!!!!!! !!!!!!!!!*!!!!!!*!!*!!!*!! !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!

logo EHI
T
E
G
K
NDVVFSDNVAQKNARLFSLKRNSTNSTNKL IP ITESLPNIGNYPQGNFFTQRVLSNSAL I FQYGIDDVDNASADTTVVSSCAAKIASKPGKKQIPST

NTDB id 129049 LA24 RS05875 WP 002248274.1 EHTEKDVVSDVAQKNRLFSLKRNS...TNKLIPITESLNIGYPGFTQRLNALIFQYGIDDVNASADTTVVSSCAKIAKPGKKIST 167
NTDB id 1138 NGFG RS02430 WP 003694978.1 EHIGNDVVFNVAQKNALFSLKRNSTNSTNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDASADTTVVSSCAAISKPGKQIPT 170
consensus !! !!! !!!!! !!!!!!!!***!!!!!!!!!!*!! !* ! ! !!!!!!!!!!! !!!!!!!!!!!! ! !!!! !*!

logo LEQENAKKSAELKQIQTNDSDKEKQNGNIATRQRHVVNAYAVGKR IAGEEGLFRFQLDNDDKGKQWGNPQLLAVKKI
V
K
N
K
RMDRI

VRYIYVSGCPEDDEDAGKE
NTDB id 129049 LA24 RS05875 WP 002248274.1 LQEAKSALQITNDD.KQNGNITRQRHVVNAYAVGRIAGEEGLFRFQLNDDGQWGNPQLLVKKINKMDIRYIYVSGCPEDDDAGKE 251
NTDB id 1138 NGFG RS02430 WP 003694978.1 LENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIAGEEGLFRFQLDDKGKWGNPQLLAKKVKRMRVRYIYVSGCPEDEDAGKE 255
consensus ! !! ! ! ! !* !!!!! !!!!!!!!!!!!*!!!!!!!!!!!! ! ! !!!!!!! !!* *! *!!!!!!!!!!!*!!!!!

logo EQTFKRYTDKFDNSAQDASVTPAGVEVLLDSSGSTDATKIAASSDNHI IYAYR IDNATIRGGNI
VCANRTL

NTDB id 129049 LA24 RS05875 WP 002248274.1 ETFRYTDKFNSAQDAVTPAGVEVLLSSGTDTKIAASSDNHIYAYRIDATIRGGNICANRTL 312
NTDB id 1138 NGFG RS02430 WP 003694978.1 EQFKYTDKFDS...SVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 313
consensus ! !*!!!!! !*** !!!!!!!!!! !!*! !!!!!!!!*!!!!!! !!!!!!!*!!!!!!
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