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Phylogenic analysis of avian influenza viruses in Taiwan and
a report on studying in Southeast Poultry Research

Laboratory in USA.

Li-Hsuan Chen

Abstract

Five groups of H5Nx according to composition of 8 segments were
identified since outbreak in early 2015 in Taiwan. Twenty-one strains of
novel H5 avian influenza viruses (AlIVs) were selected for HA gene
analysis based on different subtypes, species and distribution in 2017. At
least 3 subgroups (H5N2, H5N8/TW G1 and H5N8/TW G2) can be
detected in poultry farms in 2017, and the HA genes showed diversity
over time. Two reassortants of H5N2 and H5N8/TW G1 subgroups
viruses containing 2 Eurasian LPAI segments nucleoprotein (NP) and NS
were identified, respectively.

Two of our staff members from the Division of Epidemiology visited
Southeast Poultry Research Laboratory of U.S. Department of Agriculture
in USA in December, 2017. The purpose of the technical visit was to
share experiences in the molecular epidemiology analysis for avian
influenza virus and the biocontainment facilities of poultry. The final
aims of this project are to guide and share the experience for further
learning of avian influenza diagnosis and establishing cooperation

between Taiwan and USDA.



