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Genome-wide association study on glioma risk in Japan
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In this multicenter prospective case-control study, we studied 401 Japanese
patients with meningioma.This GWAS eventually revealed no genetic variants with genome-wide
significance (P < 5x 10 8) and observed no significant association in the two previously reported
risk variants (rs11012732 and rs2686876) due to low minor allele frequency in the Japanese
population. The strongest association was provided by SNP rs35127183 on 15¢25, where the A allele
was associated with the increased risk (Odds ratio, 1.63; 95% confidence interval, 1.34-1.99; P=7.0
x 10-7), although without genome-wide significance.
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Table 1 | rs35127183

Risk Non-risk CASE CTRL Odds

CHR POS ID allele allele FREQ FREQ ratio

P

15 85,215,739 rs35127183 A G 0.17 0.1 1.86 2.4x107
CASE FREQ: caseBflc &2 U XU 7 L IJLDSEE, CTRL FREQ: controlfflc &2 X 7 LILDEE
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