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Abstract

Hepatitis B virus (HBV) infection is worldwide. The outcomes of infection
compose of viral clearance and produce protective antibody, and some people with
chronic infection who risk for liver cirrhosis and hepatocellular carcinoma. The
different of immunity may be one of the risk factor. This research aimed to detect
the polymorphism (SNP) of cytokine genes involved in immune response. Five genes
with 9 SNPs were detected by polymerase chain reaction sequence specific primer
(PCR-SSP). A total 359 blood donors obtained from The Thai Red Cross Society were
divided to 3 groups; chronic HBV infection, recovery from HBV infection and healthy
control who never infected with HBV. The genetic associations were found in SNPs of
IL-10 at position -1082 G/T allele G (Odds ratio = 4.30, 95% confidence interval =
1.44-13.67, p = 0.003) and genotype GG+GA (Odds ratio = 4.61, 95% confidence
interval = 1.51-15.03, p = 0.002) as the risk factor for chronic infection comparing with
healthy control. In addition, at -819 C/T, allele C (Odds ratio = 3.13, 95% confidence
interval = 1.57-855, p = 0.011) and genotype CC+CT (Odds ratio = 4.43, 95%
confidence interval = 1.74-11.11, p <0.001) were also correlated with increased risk
for chronic infection when compared with recovery group. Furthermore, at -592 C/A,
allele C (Odds ratio = 1.50, 95% confidence interval = 1.00-2.26, p = 0.040) and
genotype CC (Odds ratio = 2.89, 95% confidence interval = 1.21-6.73, p = 0.006) were
associated as the risk for chronic infection comparing with healthy control and
recovery group, respectively. All 3 alleles of /L-10 SNP found as the risk for chronic
HBV, were previously reported as high producer. Thus the risk association may be the
result of immune suppression activity of IL-10. For haplotype analysis, GCC and ACC,
the high producer, also correlated with increased risk for chronic infection comparing
with healthy control and recovery group, respectively. Furthermore, ACA, the
moderate producer was associated as protective from chronic infection. This result
was supported by the activity of IL-10 that regulate immune response by balance
Th1l and Th2 cytokines. This study was not found the association between SNPs of

TNF-QL, IFN-Y, IL-6 and TGF-3, and the outcome of HBV infection. In conclusion, /L-10

may play an importance role in the HBV outcome.



