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During 2001-2005, many outbreaks of hepatitis A virus (HAV) infection have occurred in
Thailand. We studied the HAV genotypes, performed phylogenetic analysis on various HAV isolates
obtained from the different outbreaks during 2001-2005 in Thailand and finally, examined the entire
genome of one selected HAYV isolate. Serum samples obtained from four epidemic pr(;vinces in
Thailand including Suphanburi (N=83), Songkhla (N=80), Chiangrai (N=61) and Lampang (N=59)
were tested for anti-HAV IgM by ELISA. Anti-HAV IgM was detected in 40 (48.19%), 38 (47.5%),
25 (40.98%) and 32 (54.24%) samples from Suphanburi, Songkhla, Chiangrai and Lampang,
respectively. HAV-RNA was reverse transcribed and amplified by nested PCR focused on the VP1-2A
region. The VP1-2A region of all HAV-RNA positive samples was subjected to nucleotide
sequencing. Molecular characterization and phylogenetic analysis revealed that all isclates from these
outbreaks clustered in subgenotype 1A and hence, are closely 1elated to isolates previously investigated
in Thailand. One sample from Iampang (LP014) was selected for entire genome sequencing.
Resulting genome comparison and phylogenetic analysis showed that LP014 also clusterd in
subgenotype 1A. The presence of a single sub-genotype indicates that subgenotype 1A has been the

one predominantly circulating strain in Thailand.





