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

Hiromi IWAKI, Chihiro NALANISHI, Yasutaka YAMASHITA, Akira KAWASE,
Chitoshi TOYOSHIMA, Yusuke MATSUMOTO, Shoko TADOKORO, Keiko HAYASHI,
Noriko AOKI, Naritoshi BANDOU, Hiroshi TAKIYAMA, Hiroto SHINOMIYA

Severe acute respiratory syndrome coronavirus 2 (SARS-CoV-2) is still in a global pandemic state in 2022 due to the
emergence of new variants and the resultant increase in the number of infected people. The national government has been
promoting the development of a whole genome analysis system using Next Generation Sequencers (NGS), which is mainly
conducted by local governments, to estimate the route of infection and to monitor and investigate new variants. In this study,
we analyzed 2434 samples detected and fully sequenced in Ehime Prefecture from March 2020 to December 2022, and
evaluated the prevalence trend by phylogenetic classification in Ehime Prefecture. As a result, the prevalence of SARS-
CoV-2 variants in Ehime Prefecture showed the same trend as that in Japan, but the detection of new variants tended to be
delayed by about one month compared with that in Japan. An example of molecular epidemiological analysis based on
whole-genome analysis shows that the same nucleotide sequence strains were detected in two school clusters and people
of other schools in July 2021, suggesting the possibility of spread of infection through school personnel and students in the
early stages of the Delta variant outbreak in the prefecture. Genome analysis is also extremely important from the viewpoint

of detecting new variants and preventing their spread in preparation for the future.



