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Overview of Testing for SARS-CoV-2 in Nagasaki Prefectural Institute
of Environment and Public Health (2021)

Fumiaki MATSUMOTO, Yumika TAKAKI, Fumika NAKAMINE, Yuji MIGITA, Guoxi CAl,
Midori KAWANO, Yuina YAMAGUCHI, Motoki IHARA and Akira YOSHIKAWA

Nagasaki Prefecture began testing for SARS-CoV-2 using real-time polymerase chain reaction (PCR) in February
2020, and a total of 22,636 samples were tested from April 1, 2021, to March 31, 2022. Furthermore, screening
PCR was performed to detect mutant strains, and a genome analysis system using a next-generation sequencer was
developed in July 2021 to perform a detailed phylogenetic classification of dominant strains in the prefecture.

The findings indicated that strain Alpha B.1.1.7 was the primary epidemic strain from April to July 2021, and Delta
AY.29 was the primary epidemic strain from August to October 2021. Furthermore, from January to March 2022,
the Omicron BA.1.1.2 was the predominant strain, but a new BA.2 strain was detected in February and was
replacing it by the end of March.

Continuous surveillance using next-generation sequencers was practiced to facilitate the early detection of the
beginning of an epidemic caused by a new mutant strain and to take prompt measures to stop the spread of the
disease.
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