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The purpose of the study is to analyze genetic variation of the NS1 genes of
avian influenza viruses (H5N1) isolated from the 2004-2005 outbreaks in Thailand by
nucleotide sequencing.
Deletions of five deduced amino acid residues at the position of 80-84 of the NS1
genes were found in all samples which one of the characteristics of the genotype Z.
Aspartic acid at the position of 92 of the NS1 were found in all samples which is the
characteristics of low pathogenic strains of the viruses. ESEV sequences at C-terminal of
the NS1, a binding site of PDZ domain which plays an important role in key signaling
pathways, were also deduced from the nucleotide sequences in all of the specimens.
Analysis of the nucleotide and deduced amino acid sequences of the NS1 genes in this
study showed similarity percentage varied from 99.26 to 100 and 98.23 to 100,
respectively. Comparison of the nucleotide and deduced amino acid sequences of the
NS1 genes in this study and the NS1 genes of influenza viruses isolated in Thailand from
the GenBank database showed similarity percentage varied from 98.67 to 100 and 97.34
to 100, respectively.
Phylogenetic analysis illustrated that the NS1 genes in this study were very
closely related in the same clade. In addition, they were also closely related to the NS1

genes of influenza viruses isolated from avian and mammal species in Thailand.





