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Genetic analysis of H10 subtype avian influenza viruses

iIsolated from wild birds in Taiwan 2015/2016.
Wan-Chen Li

Abstract

According to genetic diversity, avian influenza viruses can be divided into
American lineage and Eurasian lineage. Most of avian influenza viruses isolated from
wild birds in Taiwan belong to Eurasian lineage. We found two intercontinental
reassortant HLION7 subtype strains from wild birds surveillance in 2013. At the same
time, three cases were reported that patients were infected by H10N8 and led to death
in Jiangxi, China, between November 2013 and February 2014. All patients infected
by H10N8 viruses had history of visiting live-poultry market. After August 2013, the
prevalence of H10 subtype viruses got higher in chicken in Nanchang live poultry
market. According to phylogenetic analysis, human cases were suspected to be
infected by viruses of chicken origin. Although H10 subtype influenza viruses are
usually low pathogenic to avian, the viruses reassortant with poultry viruses such as
HIN2 may increase the risk to human. From November 2015 to March 2016, we
isolated 10 strains H10 subtype viruses. We had sequenced the genomes of H10
subtype viruses since 1998, and then analyzed the sequence phylogenicity. Most viral
genomes belong to Eurasian lineage. A few of viruses with mixed American lineage
genes appeared occasionally, and the viruses usually existed only a season in the wild
birds in Taiwan. The genome phylogenicity data can provide the clues of avian
Influenza viruses evolutionary dynamic in migratory wild birds which fly through
Taiwan. The six internal genes of H10 avian Influenza viruses can not only be used in
H10 genetic analysis, but also be the reference gene pool for other studies.



