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Multiple Subtypes of Highly Pathogenic HS Avian Influenza
Virus Detected in Geese in Taiwan.

Mim-Shinh, Lee

Abstract

In January 2015, three NA (nauraminidase) subtypes of highly pathogenic HS
avian influenza virus (HPAI), including HSN2, HSN3 and H5NS, were detected from
goose farms in Taiwan. In this wave of outbreaks, 90% goose farms were confirmed
as HPAI infection and the culling policy was applied to prevent further spread of the
disease. To date, all the HPAI cases spread across 12 counties, from Taoyuan to
Pingtung , in west coast of Taiwan except one case in east coast (Taitung). Among
them, Yunlin and Pingtung County have suffered the most severe losses in particular.
For pathogenicity analysis of isolated viruses in Taiwan, the results revealed that
amino acid sequences near HA (hemagglutinin) cleavage site are PLRERRRKR * GLF,
and containing multiple basic amino acids is a unique characteristic of HPAI viruses.
Phylogenetic analysis of HA & MP genes of these viruses indicated they originated
from H5NS virus strains isolated in China during 2010-2013, were also and the most
similar to the Japanese and North American virus isolates. In addition, 2 to 6 segments
of Taiwan isolates were re-assorted from other strain, and formed H5N2, H5N3,
HS5NS subtypes of HPAI respectively. Nevertheless, all the genes of these viruses are
clustered in Eurasian lineage, but they are different from North American HSN2,

H5NS, H5N1 isolates mixed with Eurasian and American lineages.



