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Evolution of H5 highly pathogenic avian influenza viruses

circulating in Taiwan during 2015-2020
Yu-Ju Lin

Abstract

A novel H5 highly pathogenic avian influenza virus (HPAIV) of clade 2.3.4.4c has
caused outbreaks in Taiwan since January 2015 and become an endemic virus. There
were three waves of clade 2.3.4.4c H5Nx reassortants detected, occurring in the fall of
2016, the spring of 2018, and the autumn of 2019. With the third wave, new H5N5
reassortants appeared. Invading clade 2.3.4.4c of the H5Nx subtype was quickly
replaced in 2022 by clade 2.3.4.4b of the HS5N2 virus. The H5N1 subtype of clade
2.3.4.4b is currently the most common epidemic strain worldwide. The continuous
circulation of HPAI H5NXx variants and the emergence of novel reassortants in Taiwan
highlight that the surveillance, biosecurity, and management systems of poultry farms
need to be improved and carefully executed.



