	
Supplementary Figure legends
Supplementary Figure 1. The KEGG signaling pathway of eQTL. The size of the dots represents the number of enriched genes; The color represents the P.value value.
Supplementary Figure 2. Scatter plot of the correlation between key genes and breast cancer. The horizontal axis represents the effect of SNP on exposure, the vertical axis represents the effect of SNP on outcome, and the colored lines represent the fitting of different MR algorithms result. A regular slope of the line indicates a risk factor, while a negative slope indicates a safety factor.
Supplementary Figure 3. Forest map of the risk effects of key genes on breast cancer. Each horizontal solid line in the figure reflects the result estimated by a single SNP using the Wald ratio method. The solid line is completely to the left of 0, indicating that the result estimated by this SNP is that an increase in exposure factors can reduce the risk of outcome variables; The solid line is completely to the right of 0, indicating that the result estimated by this SNP is that an increase in exposure factors can increase the risk of outcome variables; And those that cross 0 indicate that the results are not significant.
Supplementary Figure 4. Funnel plot of key genes. The horizontal axis represents the beta value of the instrumental variable, and the vertical axis represents the reciprocal of the standard error of the instrumental variable
Supplementary Figure 5. Mendelian randomization LOO test analysis. 
Supplementary Tables
Supplementary Table 1. Glutathione metabolic significant causal relationship of 348 eQTLs with 
breast cancer (BC).
Supplementary Table 2. Predicting GSTM1 Correlation in 112 Diseases. 
Supplementary Table 3. The 26 diseases associated with 16 predicted drugs. 
Supplementary Table 4. The 11 cancers and GSTM1 for PheW-MR analysis. 
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