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First, by analyzing the genome and antimicrobial susceptibility data of
Neisseria gonorrhoeae isolated from the region where the world"s first highly resistant strain was
reported, the phylogenetic distribution of major drug resistance factors was elucidated. This
analysis revealed that two major resistant linages have undergone different evolutionary paths
(Yahara et al., 2018, Microbial Genomics). Next, focusing on the evolution of the resistance gene
that originated in Japan and spread globally, we revealed that its evolution occurred through a
two-step gene recombination process (Yahara et al., 2021, Genome Medicine). Furthermore, through
screening in collaboration with commercial clinical laboratories, we confirmed that the new
FC428-type resistance gene has not yet spread domestically.
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