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Abstract
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The purpose of the study is to analyze the whole genome sequences data of
influenza A virus Allittle grebe/Thailand/Phichit-01/2004 (H5N1) isolated from a little
grebe in Thailand. The sequences were compared with other viruses isolated from avian
species in the country.

As other avian influenza viruses found in Thailand, A/little grebe/Thailand/Phitchit-
01/2004 (H5N1) is categorized into the genotype Z according to its characteristics of 20
amino acids deletion in the neuraminidase and five amino acids deletion in the non-
structural protein. The indicator for highly pathogenic trait of the virus is the present of
polybasic amino acid sequence in the cleavage site of HAO. The feature of the resistant
to an antiviral drug amantadine is found in the 31% amino acid position of M2 (serine to
asparagine). Percentage of experimented nucleotide sequence (and predicted amino
acid sequence) identity with other isolates for the eight genes PB2, PB1, PA, HA, NP, NA,
M, and NS are 99.0-99.8 (99.4-99.7), 99.0-99.8 (98.0-99.4), 99.8-99.9 (99.5-99.7), 99.8-
99.9 (99.8-99.5), 99.7-99.9 (99.0-99.8), 99.7-99.9 (98.6-99.7), 99.7-100 (99.5-100, 99.8-
100), and 99.7-99.9 (98.9-99.2, 99.2-100), respectively. Phylogenic analyses revealed
that the present Thai avian influenza virus; A/Little grebe/Thailand/Phichit-01/2004
(H5N1) was closely clustered with the chicken and human isolates recovered from

Thailand.

The high degrees of similarity among the sequences and phylogenic tree
indicate that there is no difference between the viruses isolated from poultry and aquatic
birds in Thailand at the time of study. The results also suggest that the sources of viruses

in a little grebe and others in Thailand might come from the same origin.



