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Abstract: Objective

hepatitis B virus. Methods

To explore the relationship between the polymorphism of rs1135791 and rs2114592 of Spl10 gene and
Selected 100 hepatitis B patients which HBV DNA was positive in Wuhan area and 100 healthy subjects
as control. Detected rs1135791C/T and rs2114592 C/T in Spl110 gene using PCR amplication and DNA sequencing, compared the
frequency differences of genotype by chi-square test. Results The genotypes of rs1135791 mutation in Sp110 in group of hepatitis B
were C/C,C/T,T/T. The frequency of these genotypes was respectively 79% ,8% and 13% ,the group of control was respectively
83%,5% and 13%. Two groups had no statistical significance(P>>0. 05). The genotypes of rs2114592 mutation in Sp110 in group
of hepatitis B were also C/C,C/T,T/T. The frequency of these genotypes was respectively 86 % ,7% and 7% ,the group of control
was respectively 87%, 5% and 8%. Two groups had no statistical significance ( P >> 0. 05). Conclusion  Polymorphism of
rs1135791C/T and rs2114592 C/T in Spl110 gene have independent association with susceptibility of hepatitis B in Wuhan area.
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