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Development of a Rapid Nucleotide Sequence Analysis Method for Avian Influenza
Virus
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Avian influenza virus (AlV) is a genome containing 8 segments of RNA, which
can lead to the emergence of diverse AlV strains with different characteristics due to genetic
recombination. Therefore, analysis of all gene segments of AlV is crucial for understanding the
characteristics of epidemic strains. In this study, a rapid nucleotide sequence analysis method
targeting all gene segments of AIV was established, with the aim of constructing a system for
real-time detection of changes in the characteristics of epidemic strains. We focused on the
Nanopore sequencer Flongle, which is a rapid and low-cost gene analysis tool, to establish a rapid
nucleotide sequence determination method. Using the established method, all gene segments of AIV

isol@%gsdwere analyzed and the usefulness of the method as an epidemiological investigation tool was
verified.
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