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More than 350 million people worldwide are chronically infected by the hepatitis B
virus (HBV), Thailand is one of the high endemic areas for hepatitis B. Hepatitis B virus can
be classified into 8 genotypes and subtypes by direct sequencing. The prevalence of
specific genotypes varies geographically. In this study, 6,239 sera samples from 4 provinces
of Northern, Northeast, Middle and Southern part of Thailand were 246 (3.94%) positive for
HBsAg by ELISA. The 147 samples from 201 of HBsAgQ positive were positive for HBV- DNA
by PCR method. All the HBV-DNA positive were classified in genotype C = 128 (87.08%),
genatype B = 17 (11.56%), genotype A = 2 (1.36%), subtype adr = 124 (84.35%), adw = 21
(14.23%), ayw = 2 (1.36%) and the similarity of nucleotides were closed to Vietnam strain.
Of those, 43 samples were vaccine failure and didn't show the “a" determinant mutation
(cause of vaccine escape mutant at position 145). Fourteen samples results the mutation in
Pre-S gene showing deletion in Pre-S1 or Pre-S2 and Pre-S2 point mutation at start codon.
From this study the elucidation of the predominant viral strains might well prove crucial
regarding the development and implementation of preventive measures. Hence, the
investigation of HBsAg subtype and genotype distribution in Thailand, emphasizing the

molecular characteristics of the HBV isolates examine.





