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Since 2004, Avian Influenza (Al) outbreaks have been reported in
Thailand. The disease has caused considerable economic losses and public
health problems. This study addressed the genetic characterization of
hemagglutinin (HA) and neuraminidase (NA) genes of 43 avian influenza viruses
(H5N1) isolated from avian species in Thailand. The HS5N1 viruses were
sequenced and analyzed for genetic relatedness and genetic changes. Our
results showed that the viruses in this study were Highly Pathogenic Avian
Influenza (HPAI) viruses and were clustered into the same group with H5N1
viruses from Thailand and Vietnam. Major genetic changes of HA and NA genes
were not observed in this study. In summary, genetic characterization of HA and
NA genes of H5N1 viruses have provided the basic information of viral
sequences, genetic relationship and genetic changes of the viruses in Thailand.

This information will be useful for genetic monitoring of Al viruses in the future.





