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Association between DNA repair gene XRCC1 polymorphism and susceptibility to skull base

meningioma
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Abstract: Objective To investigate the association between the single nucleotide polymorphism ( SNP) in XRCC1 gene and the sus—

ceptibility to skull base meningioma. Methods A total of 124 patients with skull base meningioma and 218 healthy controls were col—

lected for this case-control study. The genotype distributions of XRCC1 SNP rs1799782 in the two groups were determined by Multiplex
SNaPshot. Results The carriers of CT genotype in XRCCI1 151799782 had a lower risk of skull base meningioma than others ( OR =
0.606 95% CI. 0.374 -0.982 P =0.041) . In the skull base meningioma group the individuals =50 years of age had a lower risk
of skull base meningioma than those <50 years of age (OR =0.416 95% CI: 0.201 -0.862 P =0.017) . XRCCI rs1799782 poly-

morphism was not associated with tumor location peritumoral edema bone destruction and dural invasion ( P>0.05).

Conclusions The carriers of CT genotype in XRCC1 rs1799782 have a lower risk of skull base meningioma. XRCCI 151799782 poly—

morphism may be associated with the risk of skull base meningioma. The younger patients have a higher susceptibility to skull base

meningioma. However these results need to be confirmed in epidemiological studies with larger samples.
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