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File Name: Supplementary Data 1 

Description: 233 cancer-realted MNV identified from GWAS (FDR < 0.05, hg19 version). 

Statistical significance for the GWAS associations p-value (GWAS) was determined using a two-

sided association test based on a generalized linear mixed model (GLMM), implemented via 

the fastGWA-GLMM tool, which accounts for population stratification and cryptic relatedness. 

The 'beta' column represents the estimated effect size from the GLMM. To account for multiple 

comparisons across the genome, p-values were adjusted, and genome-wide significance was 

defined at a FDR < 0.05. For the subsequent survival analyses, exact p-value (KM) values under 

additive, dominant, and recessive models were calculated using a two-sided log-rank test 

without further adjustments for multiple comparisons. 


