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The purpose of the study was to analyze genetic characterization of
hemagglutinin gene of avain influenza viruses (H5N1) isolated from 2004-2005 outbreaks -
in Thailand in by nucleotide sequencing. At HA cleavage site, all isolates contained
polybasic amino acid as PQRERRRKKR and PQREKRRKKR. Eighty-six percent of
isolates are PQRERRKKR. The amino acid at 154-156 were N-S-T (Asparagine-Serine-
Threonine ), which is glycosylation site. All isolates had a Glutamine (Q) at position 222
and Glycine (G) at position 224, which are related to receptor binding site specific for
02,3 NeuAcGal found in cell membrane of avian species. In this study showed similarity
_ percentage varied from 91.8 to 99.9 and 91.0 to 99.8, respectively. Comparison of the
nucleotide and amino acid sequences of the hemagglutinin (HA) genes of 50 samples
and the hemagglutinin (HA) genes of influenza viruses isolated in Thailand from the
GenBank database showed similarity percentage varied from 98.3 to 99.4 and 97.8to
99.4, respectively. Phylogenetic analysis illustrated that the hemagglutinin (HA) genes in
this study were very closely related in the same clade. In addition, they were also closely
related to the hemagglutinin (HA) gene of influenza viruses isolated from avian and

mammal species in from the same time to outbreak in Thailand.





