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Whole Genome Analysis of SARS-CoV-2 Variants Detected in Ehime Prefecture, Japan in 2023

Akira KAWASE, Chihiro NAKANISHI, Hiromi IWAKI, Yasutaka YAMASHITA,
Sayako YOSHIDA, Yusuke MATSUMOTO, Shoko TADOKORO, Yuka OTSUKA
Noriko AOKI, Hiroshi TAKIYAMA, Hiroto SHINOMIYA

Severe acute respiratory syndrome coronavirus 2 (SARS-CoV-2) has been repeatedly causing outbreaks
of infection with new mutant strains and has not yet reached its end as of 2023. We have been conducting
whole genome analysis using next generation sequencer (NGS) since July 2021 to monitor and investigate
the trend of SARS-CoV-2 mutant strains detected in Ehime Prefecture. Of these, the whole genome analysis
conducted from July 2021 to December 2022 has already been reported. In the present study, we analyzed
479 samples that were fully sequenced from January to December 2023, and evaluated epidemic trends by
phylogenetic classification. The results showed that the prevalence of mutant strains in Ehime Prefecture
was similar to that in Japan, and that a wide variety of mutant strains, including the XBB strain, were
prevalent even after the transition to Category V Infectious Diseases under the Infectious Diseases Control
Law in May 2023.
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