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Utilization and Challenges of Next Generation Sequencers in Japan Association of Public Health Institutes

Kenji SADAMASU?
(Reviewed by Hiroyuki TSUKAGOSHI®)

With COVID-19, next-generation sequencers (NGS) have been deployed at Japan Association of Public Health Institutes (JAPHI)
nationwide, and are being used for genetic analysis of variant strains of SARS-CoV-2. Other specific uses of NGS include comprehensive
pathogen analysis of clinical specimens, detailed genetic analysis of pathogens, and various other applications. With the establishment of
the health crisis response plan based, work related to health crises in the field of microbiology atJAPHI has become a necessity, and the
effective use of NGS must also be standardized. On the other hand, there are still many challenges in terms of infrastructure, technology,
budget, and human resource development. In particular, there are many issues that need to be resolved at JAPHI, such as software for
comprehensive analysis, the use of pulsed-field gel electrophoresis as an alternative method, and the utilization of accumulated genomic
information. In this paper, we introduce the use of NGS analysis methods at JAPHI and discuss some issues that NGS analysis is facing.
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