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Abstract
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Little is known on the epidemiology of Hepatitis A virus, Hepatitis B virus and Hepatitis C virus
in neighboring countries such as Myanmar, Cambodia and Laos. The data on anti-HAV, HBsAg and anti-
HCC seroprevalence among subjects from Laos, Cambodia and Myanmar are limited. Therefore, this study
has been aimed at exploring the seroepidemiology, molecular characterization and genetics variability of
these hepatitis viruses among these migrant workers in Thailand. Data from this study may directly reflect
on the seroepidemiology within those countries and thus be useful for planning a preventive strategy.

HAV: Overall, 1,183 subjects (394, 394, and 395 from Myanmar, Cambodia and Laos,
respectively) were investigated for anti-HAV seroprevalence by ELISA. They comprised 594 males and
589 females. The mean age + standard deviation was 28.149.0 years. The seroprevalences of anti-HAV
varied from 85.6% in Laos workers to almost 100% in those from Myanmar and Cambodia.

HBV: Sera collected from 1,119 Cambodian, 787 Laotian and 1,103 Myanmarese workers were
tested for HBsAg. HBV DNA was amplified and the preS/S region was sequenced for genotyping and
genetic mutation analysis. HBsAg was detected in 282 (9.4%). The prevalence of HBsAg among migrant
workers from Cambodia, Laos and Myanmar was 10.8%, 6.9% and 9.7%, respectively. Of 224 subjects
positive for HBV DNA, 86% were c;lassiﬁed as genotype C (99% were sub-genotype C1) and 11.6% were
genotype B (30.8%, 34.6% and 30.8% were sub-genotypes B2, B3 and B4, respectively). Various point
mutations in the ‘a’ determinant region were detected in approximately 18% of these samples, of which
lle126Ser/Asn was the most frequent variant. Sequencing analysis showed that 19.1% of samples had pre-
S mutations, with pre-S2 deletion as the most common mutant (7.7%) followed by pre-S2 start codon
mutation (3.8%) and both pre-S2 deletion and start codon mutation (3.3%).

HCV: Immigrants aged between 15 and 60 years (143 Cambodians, 1,594 Myanmar and 882
Laotians) were recruited to investigate hepatitis C virus infection. The prevalence of HCV infection in
immigrant workers from Cambodia, Myanmar and Laos was 33 (2.3%) and 27 (1.7%) and 7 (0.8%)
samples, respectively, Of the anti-HCV positive individuals, 25 samples from Cambodia, 15 samples from
Myanmar and 1 sample from Laos harbored viral RNA. Phylogenetic analysis showed that the
predominant HCV genotypes in this group were 1a, 1b, 3a, 3b and 6 (6e, 6f, 6m, 6p and 6r).

Seroprevalence of HAV among immigrant workers was extremely high. High prevalence of HBY
infection (approximately 7-11%) was found among migrant workers from Cambodia, Laos and Myanmar.
Our data also demonstrated that HBV sub-genotype C1 was the predominant strain and various naturally

occurring mutations of HBV were not uncommon among these populations. HCV seroprevalence among



these groups was closely related to those in Thailand. Most HCV isolates can be found in Thailand, though
some subtypes of HCV-6 are uncommon. Travelers from countries with low prevalence will require HAV
and HBV immunization prior to entering these neighboring countries since hepatitis A and B epidemics

might occur as a consequence of travelers returning from HAV and HBV endemic countries.



