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Abstract 2 O 7 O 5 l

Influenza A virus subtype H5N1 causes Avian Influenza (Al) in several avian species
and mammals. The goal of this study was to establish the sequence database of HPAI
(H5N1) viruses in Thailand. In order to establish the database, we conducted the study into
3 phases. Phase 1: Collection of the available HPAI sequences of the isolates from
Thailand. Phase 2: Analysis of the significant polymorphisms and specific characteristic of
each gene. Phase 3: Establishment of a comprehensive web-based HPAI database for
Thailand. Our results showed that 148 Al isolates from Thailand were included in the study
and identified as highly pathogenic avian influenza (HPAI). All viruses had multiple basic
amino acids at HA connective peptide sequences. Amino acids at receptor binding site were
222Q and 224G, indicating preferential binding to avian host receptor, SA-a-2,3 Gal. Most
of the viruses contained 20 amino acid deletions at NA stalk region, which relate to the
adaptation of the viruses. No evidence of Oseltamivir resistant amino acids in NA gene was
found in any 148 Al viruses. However, Amantadine resistant amino acids in M2 gene were
found in most of Al isolates. Most Al viruses contained PDZ binding motif (ESEV) in NS1,
indicating high virulence of the viruses in mammals. Moreover, PB2 analysis identified
lysine (K) in PB2-627 of all Al viruses from mammal species. Our analysis also indicated
that Al viruses in Thailand contained both human and avian like amino acids. In addition,
the sequence database and genetic monitoring established in this study were published in
the web page (http://www thai-ai-database.org). In summary, this study provided the
database of nucleotide sequences of Al isolates and the result of genetic monitoring in all 8
genes of the viruses. The established database will be very useful for both scientific

communities and general public.





