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Genetic analysis of novel avian influenza HSNX viruses in
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Abstract

Beginning in January 2014, a distinct group of highly pathogenic avian influenza
(HPAI) H5 reassortant viruses (H5N8, clade 2.3.4.4) has caused outbreaks in South
Korea, and by late 2014, it had spread to Japan, the Russian Federation, Europe, and
North America. In January 2015, H5Nx clade 2.3.4.4 AIVs were detected in Taiwan
and caused outbreaks in poultry. To better understand genetic relatedness between
these viruses in different regions, we sequenced all gene segments of 24 Taiwan
H5Nx viruses and compared them with AIV sequences in GenBank. There were four
novel HPAI H5Nx reassortant pattern viruses (1 HSN2, 1 H5N3, and 2 H5NS8)
emerging into Taiwan. All the four novel HSNx reasortants evolved from early
members of H5SN1 clade 2.3.4.4, and contain at least two wild-bird-origin AIV RNA
segments. This rapid emergence of new H5Nx combinations is unprecedented in the
H5N1 evolutionary history. Further work to monitor for such reassortments and an

evaluation of these viruses are warranted.



