0 * . E

' LT
B&C GWJ‘-’
UPDATE MANAGEMENT, OF HEV AND HCV,

September 1, 2016 1895 5925848 11
SARI - Mazandaran Gtlan — 1385 50

Article type: meta-analys
The Influence of IL-10 Gene Polymor phisms on the Susceptibility to Hepatitis B Virus

Infection: a Meta-Analysis

BitaMoudil, 2, Zahra Heidari*1, 2, Hamidreza Mahmoudzadeh-Sagheb1l, 2, Alireza Ansari-M oghaddam3,
M ehrnoosh Moudi4

! Infectious Diseases and Tropical Medicine Research Céteedan University of Medical Sciences, Zahedan, Iran.

2 Department of Histology, School of Medicine, Zahedan Univedityedical Sciences, Zahedan, Iran.

% Health Promotion Research Center, Zahedan Universityediidd| Sciences, Zahedan, Iran.

4Department of Biology, Science and Research Branch, Islanaid University, Tehran, Iran.

Corresponding author: Dr. Zahra Heidari (Ph.D.), Department abldgy, School of Medicine, Zahedan University of Medical
Sciences, Zahedan, Iran. bita.moudi@yahoo,com

Abstract:

Background and Objective: Interleukin 10 (IL-10) is a cytokine with antiflammatory
functions. The results of the different studies vary in the roleseofltH 0 SNPs in the
susceptibility to the hepatitis B virus infection. In particular, the -2082-819 C/T and -
592 A/C polymorphisms have most often been implicated. We herfermed a meta-
analysis including 31 case-control studies to summarize the data on tbiatamsdetween
IL-10 SNPs and susceptibility to HBV infection. This study aimed at evadualie
relationship between polymorphisms in the IL-10 promoter regidrHBY infection.

Sear ch M ethod: All the relevant studies in NCBI PubMed, EMBASE, Medline and Web of
Science were searched and poor qualified studies were excluded. Thirty dine stere
included. Data are presented as the odds ratio (OR) with a 95% confidence interval (CI).
Investigation of heterogeneity among individual studies and the publiddtierwere also
evaluated.

Findings:This study revealed a significant association between thd0#9 C/T
polymorphism and HBV infection susceptibility in the Asian populationr @sults
indicated that the presence of thelQ-819 C allele gnificantly increased the risk for
persistent HBV infection. In our meta-analysis, sensitivity amnalydiowed that the
combined result was not associated with the worldwide population. In contradt;18e- |
1082A/G and -592A/C polymorphisms were not associated withcaeased susceptibility
to HBV infection.

Conclusion:Our meta-analysis supports the growing body of evidence thairésence of
the IL-10-819 C/T SNP is associated with persistent HBV infection in Asians. litiadd
IL-10-819 C/T polymorphism might be a risk factor for HBV in Asiang Imot in
Europeans.
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