
logo MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVL IAVVSSYFTSRKLNDAANERLAEIQQDLRNAATL IVRDARMAGSFGCFNMS
NTDB id 111887 T556 RS03140 WP 012503480.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAIQQDLRNAATLIVRDARMAGSFGCFNMS 85
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFGCFNMS 85
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NTDB id 111887 T556 RS03140 WP 012503480.1 EHTEKDVVSDVAQKNRLFSLKMNSTNKVISNGTDNKLIPIAESLNIRYQGFTHRPNALIFQYGIDDVNASADTTVVSSCAAISKP 170
NTDB id 1138 NGFG RS02430 WP 003694978.1 EHIGNDVVFNVAQKNALFSLKRNSTN......STNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDASADTTVVSSCAAISKP 164
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logo GKQI LPNTLEDNAVKKELKIQVGNQSDGKEQNGNIARQRHVVNAYAVGKRFIAGGNEEGLFRFQLDNDEKGEKWGNPQLLAKKI
VKRMRVRYIYVSGCPED

NTDB id 111887 T556 RS03140 WP 012503480.1 GKQILNLEDVKKELKIVGQGKEQNGNIARQRHVVNAYAVGRFGNEEGLFRFQLNEKGEWGNPQLLAKKIKRMRVRYIYVSGCPED 255
NTDB id 1138 NGFG RS02430 WP 003694978.1 GKQIPTLENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIAGEEGLFRFQLDDKGKWGNPQLLAKKVKRMRVRYIYVSGCPED 249
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logo EDAGKEEQFKYTDKFDSSVTPAGVEVLLDSGSDAKIAASSDNI IYAYR INATIRGGNVCANRTL
NTDB id 111887 T556 RS03140 WP 012503480.1 EDAGKEEQFKYTDKFDSSVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 319
NTDB id 1138 NGFG RS02430 WP 003694978.1 EDAGKEEQFKYTDKFDSSVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 313
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X non conserved

X similar

X ≥ 50% conserved


