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Molecular characterization of a HSN2 subtype
avian influenzavirus isolated from from live poultry markets

in Taiwan in 2014.
Ming-Shiuh Lee

Abstract

In April 2014, a total of 100 fecal swab samples and 6 dead chickens
were collected from live-poultry wholesale markets in Taipei. An avian
influenza (AI) virus of subtype HSN2 (A/chicken/Taiwan/A3190/2014)
was isolated from a dead chicken. To further understand the risk
caused by these new viruses, we characterized the genetic feature and
pathogenicity of these viruses. These viruses belong to high-pathogenic
strains, as assessed by the intravenous pathogenicity index (IVPI) tests.
The hemagglutinin (HA) protein of the virus contained multiple basic
amino acid residues (-(PKREKREKR*GLF-) adjacent to the cleavage
site between the HA1 and HA2 domains. It is a novel feature that the

sequence is not similar to that observed for other HPAI isolates.



