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2 H5N2 HA,NA

Figure 2 Phylogenetic trees for the HA and NA genes from the H5N2 influenza A virus isolated in the present study

3 H5N2 PB2,PB1

Figure 3 Phylogenetic trees for the PB2 and PB1 genes from the H5N2 influenza A virus isolated in the present study
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4 HSN2 PA,NP
Figure 4 Phylogenetic trees for the PA and NP genes from the H5N2 influenza A virus isolated in the present study

5 H5N2 M, NS

Figure 5 Phylogenetic trees for the M and NS genes from the H5N2 influenza A virus isolated in the present study
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Molecular Phylogenetic Analysis of a Highly Pathogenic HSN2 Avian Influenza
Virus Isolated from Duck

YAO Yanfeng, HE Bin, SHAO Zhiyong, YANG Wenhai, LIU Wu,
CHEN Xiabing, YE Shengqgiang, CHEN Jie*

(Institute of Animal Husbandry and Veterinary Science » Wuhan Academy of Agricultural
Science and Technology, Wuhan 430208, China)

Abstract:In 2016, routine influenza virus surveillance was conducted in the live poultry markets of Wuhan,
Hubei Province. An H5N2 subtype avian influenza virus (AIV) was isolated from ducks in Wuhan. The en-
tire genome of this virus isolate was sequenced, and molecular phylogenetic analysis performed. The results
indicated that the HA gene belonged to clade 2. 3. 4. 4 and contained multiple basic amino acids at the cleav-
age site, which is characteristic of highly pathogenic AIV. Sequence alignment revealed that the isolate
shared a high degree of homology with different H5 subtype AIVs isolated from waterfowl in southern Chi-
na in recent years. This isolate was likely a natural reassortant from different subtype AIVs. This study
provides epidemiological evidence of influenza evolution. Continuation of molecular epidemiology studies of
H5 subtype influenza viruses in live poultry markets is important for understanding their role in the varia-
tion and evolution of highly pathogenic AIVs and their potential hazardous effects on human health. Fur-
thermore, this information is important for strengthening comprehensive AIV surveillance and control
measures.
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