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Genetic analysis of H10 subtype avian influenza
viruses isolated from wild birds in Taiwan 2013

Wan-Chen Li
Abstract

Avian influenza A viruses occasionally cross the barrier to infect species other
than birds. The novel HSN1 and H7N9 influenza viruses causing endemics in human
are the examples of bird-to-human transmission . To date, highly pathogenic avian
influenza (HPAI) viruses belong to HS or H7 subtypes. HPAI viruses can cause high
mortality in poultry, and the viruses spread rapidly and result in huge economic losses.
Besides HS5 and H7 subtypes, H10 is one of the subtypes to have the potential of
threatening poultry or human. There are many records of the H10 subtype viruses
infecting poultry or mammalian, and some of the infection cause serious damage or
human death. In our surveillance on avian influenza viruses in wild birds, we isolated
two strains of H10 subtype virus in 2013. The viruses showed very weak HA genome
signal in PCR subtyping system. Genomic sequences of both strains suggested that

the strains derived from reassortment of Eurasian and North American lineages.



