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The aims of this study were to monitor and characterize Avian influenza virus
(H5N1} in live bird and food markets in Bangkok and vicinity, Thailand, from August 2006
to July 2007. Eight hundreds and thirty six samples, including 354 live birds and 482 bird
meats, w ere collected from the markets. H5N1 viruses were isolated, identified and
characterized using embryonated egg inoculation, hemagglutination assay (HA),
multiplex RT-PCR, nucleotide sequencing and phylogenetic analysis. The results
revealed th at the incidence of avian influenza virus (H5N1) was 1.4% (12/836). The
viruses had common genetic characteristics of Highly Pathogenic Avain Influenza (HPAI),
with multiple basic amino acids in the HA cleavage site and a 20-amino acid deletion on
NA stalk region. No significant point mutations were identified in critical regions of HA and
NA genes. Phylogenetic analysis of the HA, and NA genes showed that the viruses
clustered within the lineage of H5N1 avian isolates from Thailand and Vietnam (genotype
Z). Therefore, H5N1 viruses circulating in live birds and bird meats were more genetically
related to H5N1 viruses in 2004-2005 in Thailand. In summary, this study presented the
evidence of HPAI contamination in live bird and food markets. Increased public
awareness of the risks of H5N1 virus associated with live bird and food markets will help

prevent and control H5N1 infection in humans.





