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-173G/C polymorphism in the promoter 
of MIF is associated with hepatitis B virus 
infection in a Chinese Han population
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ABSTRACT. In addition to the host immune response, genetic and 
environmental factors play crucial roles in the manifestation of hepatitis 
B virus (HBV) infection. The macrophage migration inhibitory factor 
(MIF) -173G/C polymorphism (rs755622), located in the promoter 
region of MIF, may play integral roles in diverse processes, including 
the immune response. Thus, the MIF -173G/C polymorphism may 
influence the immune response to HBV during natural infection. We 
investigated whether the MIF -173G/C polymorphism was associated 
with susceptibility to HBV infection in a Chinese Han population. A 
total of 596 HBV infection cases and 612 age-matched controls were 
recruited for the study. Genotyping of the MIF -173G/C polymorphism 
was performed using the allele-specific polymerase chain reaction 
method. The frequencies of the alleles and genotypes in patients and 
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controls were compared using the c2 test. Carriers of the variant C allele 
in MIF -173 G/C were at significantly higher risk of HBV infection 
than carriers of the wild-type allele (P = 0.032, odds ratio = 0.799, 95% 
confidence interval = 0.651-0.981). However, there was no significant 
difference in the distribution of MIF -173G/C genotypes between case 
and control groups in either population (P = 0.096, degrees of freedom 
= 2). Our findings indicate that the G to C base change in MIF -173 G/C 
confers an increased risk of development of HBV infection by altering 
the expression of MIF in our Chinese Han population.
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