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Current Status of SARS-CoV-2 mutational_d ata
bbb daton @m http://giorgilab.dyndns.org/coronapp/

updated October 15, 2020
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SARS-CoV-2 genomics and its application to genome surveillance

Makoto KURODA
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The initial coronavirus disease 2019 (COVID-19) outbreak occurred in Wuhan, China in late
December 2019. After the first case of COVID-19 in Japan on January 15, 2020, multiple nationwide
COVID-19 clusters were identified, the Japanese government focuses on mitigating the emerging
COVID-19 clusters by conducting an active nationwide epidemiological surveillance. However, an
increasing number of cases continued to appear evennow, many cases exhibit unclear infection routes.
We have evaluated the severe acute respiratory syndrome coronavirus 2 (SARS-CoV-2) genome
sequences from the COVID-19 cases to characterize their genealogical networks in order to demon-
strate possible routes of spread in Japan. Here, this review summarized a recent action using the
SARS-CoV-2 genome-wide surveillance in Japan, and the basic genome features as one of coronavirus
species.
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