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The situation of high pathogenicity avian influenza viruses

in Taiwan and the investigation of adaptation study
Li-Hsuan Chen

Abstract

Avian influenza (Al) of Taiwan has existed for a long time. The enveloped virus
belongs to the family Orthomyxoviridae and composes 8 segments of
negative-stranded RNA. The earliest literature of Taiwan can be traced back to the
detection of H6N1 subtype in 1972. In addition to the aforementioned H6N1 subtype
viruses, there are still viruses of the Mexican H5N2 subtype that have existed since
2003, and the clade 2.3.4.4c H5Nx subtype high pathogenicity avian influenza virus
that invaded in 2015 and newly introduced H5N2 subtype high pathogenicity avian
influenza virus in 2021. Before 2015, the high pathogenicity avian influenza in
Taiwan was mostly derived from the occasional mutation of the low pathogenicity
Mexican-like H5N2 subtype virus strain. After 2015, the invasive clade 2.3.4.4c
H5Nx subtype high pathogenicity avian influenza virus was the main cause of losses
in poultry farms. In recent years, the results of pathogenicity experiments of high
pathogenicity avian influenza viruses in chickens have shown that clade 2.3.4.4c
H5NXx subtype viruses keep circulating in poultry farms in Taiwan, acquiring better
adaptation in chickens.



