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ABSTRACT Objective: To explore the correlation of gene polymorphism of msethylene tetrahydrofolate reductase (MTHFR) with
the incidence of meningiomain in a Han population of north China. Methods: A total of 317 cases of meningioma patients (experimental
group) and 320 cases of non-meningioma patients (control group) were enrolled in this case-control study. The patients who underwent
surgery were recruited from the First and Third Ward of Neurosurgery of the Second Affiliated Hospital of Harbin Medical University,
Heilongjiang Province, North of China from January 2012 to December 2013. The distribution of different genetypes (CC, CT, TT) and
allele frequencies of two SNPs (C677T and A1298C) of MTHFR were detected and compared between two groups using polymerase
chain reaction restriction fragment length polymorphism (PCR-RFLP). Results: There were statistically significant differences in the CC
and TT (CC: OR=2.012, 95% CI=1.460-2.772; TT: OR=0.399, 95% CI=0.254-0.628, P<0.05) frequencies of MTHFR C677T between
two groups (P<0.05). The T allele frequency of MTHFR C677T of experimental group (0.450) was significantly higher than that of the
control group (0.320) (OR=0.529, 95% CI=0.420-0.666, P<0.05). No statistically significant difference was observed in the allele
distribution of A1298C between two groups (P>0.05). Conclusion: TT genotype of MTHFR C677T indicated a potential risk of
meningioma, while the decrease of CC alleles of C677T reduced the risk of meningioma in a Han population in northern China.
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Table 1 Correlative analysis of the MTHFR polymorphisms with meningioma

Controls (320) Cases(317)
SNP Genotype P-Value OR (95%CTI)
Genotype Count frequency Genotype Count frequency

C677T CcC 159 0.497 101 0.319 <0.001 2.012(1.460-2.772)
rs1801133 CT 129 0.403 147 0.464 0.123 0.781(0.571-1.069)
TT 32 0.100 69 0.218 <0.001 0.399(0.254-0.628)

C allele 447 0.698 349 0.550
T allele 193 0.302 285 0.450 <0.001 0.529(0.420-0.666)
A1298C AA 201 0.628 205 0.647 0.626 0.923(0.668-1.276)
rs1801131 AC 98 0.306 96 0.303 0.925 1.016(0.725-1.424)
CcC 21 0.066 16 0.050 0.414 1.321(0.676-2.562)

A allele 500 0.781 506 0.798
Callele 140 0.219 128 0.202 0.460 1.107(0.845-1.449)
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