
logo MNKSLRKHKTTLTALGITSTVAFLATALFLALAACDGSGKSKQVAQETSVPADGSAPQSAQSANSTSSASPSAAPVAAPAEGLNVEGVQNYTVLSATNP IPQLQQAGKI
VEVVLEFFGYFCP

NTDB id 1099476 ACM67E RS11160 WP 416191511.1 MNLKKTTLITFTALALAACGGQAETSVPADGASQNTSSAPAPVAPAGLVEGQNYTVLANPIPQLQAGKVEVVEFFGYFCP 80
NTDB id 1099 NMB RS01545 WP 002215704.1 MKLKTLALTSLTLLALAACSKQAETSVPADSAQSS...SSAPAAPAELNEGVNYTVLSTPIPQQQAGKIEVLEFFGYFCP 77
NTDB id 1098 NMB RS01465 WP 002224844.1 MKSRHLALGVAALFALAACDSKVQTSVPADSAPAA....SAAAAPAGLVEGQNYTVLANPIPQQQAGKVEVLEFFGYFCP 76
consensus !*** **! * ***!!!!! ***!!!!!!*! *!**!!!*!*!!*!!!!!**!!!!*!!!!*!!*!!!!!!!!

logo HCANHLEPVLSKEHI
AKTSFKDDMTYMLRKRTEHVVWQGDKPEVML

K
T
PLARLAAAVDEQI

MAAGAEDKASKSDKVADNMSPHI FNDAI
MVNEQKIKNLQANDAPTDETVVLKTKWLGPS

NTDB id 1099476 ACM67E RS11160 WP 416191511.1 HCANLEPVLSEHAKSFKDDTYLRKEHVVWGPEVKPLARLAAAVQIAGEKA...ADMPIFNAIVNEKINLADAEVVKTWLP 157
NTDB id 1099 NMB RS01545 WP 002215704.1 HCAHLEPVLSEHIKTFKDDTYMRREHVVWGDEMKPLARLAAAVEMAGE..SDKANSHIFDAMVNQKINLADTDTLKKWLS 155
NTDB id 1098 NMB RS01465 WP 002224844.1 HCAHLEPVLSKHAKSFKDDMYLRTEHVVWQKEMLTLARLAAAVDMAAADSKDVANSHIFDAMVNQKIKLQNPEVLKKWLG 156
consensus !!!*!!!!!!*!*!*!!!!*!*!*!!!!!* !***!!!!!!!!**!** * !***!!*!*!!*!!*!** ***!*!!

logo

A
EQTAFDGKKVLAAYFEASPESQARAADQKMQEELTENKTFQIDSSGTPVTVIVGGKYKQVKEFKADWEQSGMNQTTVIDQLLAIVDKVREEQKKAPAPQAK

NTDB id 1099476 ACM67E RS11160 WP 416191511.1 AQTAFDGKKVLAAFESPESQARADKMEELTNTFQISSTPVVIVGGKYQVKFADWQSGMQTVDLLIDKVREEQKAAPAK 235
NTDB id 1099 NMB RS01545 WP 002215704.1 EQTAFDGKKVLAAFEAPESQARAAQMEELTNKFQISGTPTVIVGGKYQVEFKDWQSGMTTIDQLVDKVREEQKKPQ.. 231
NTDB id 1098 NMB RS01465 WP 002224844.1 EQTAFDGKKVLAAYESPESQARADKMQELTETFQIDGTPTVIVGGKYKVEFADWESGMNTIDLLADKVREEQKAAQ.. 232
consensus *!!!!!!!!!!!!*!*!!!!!!!**!*!!!**!!!**!!*!!!!!!!*!*!*!!*!!!*!*!*!*!!!!!!!!***

X non conserved

X similar

X ≥ 50% conserved


