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Supplementary Figure 1. Manhattan plot of single-tissue transcriptome association analysis results for breast cancer. 
371 genes show specific associations with breast cancer risk. The vertical axis displays p on a -log(10) scale. Significance thresholds were adjusted using FDR correction.
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Supplementary Figure 2. Conditional Association and Joint Analysis of Breast Cancer.
(A) Chromosome 2 PTRHD1 gene region association map. (B) Chromosome 2 RALB gene region association map. (C) Chromosome 2 CASP8, ALS2CR12, TMEM237 gene region association map. (D) Chromosome 4 DGKQ gene region association map. (E) Chromosome 4 TLR10 gene region association map. (F) Chromosome 22 TTC28 gene region association map. (G) Chromosome 22 MAFF and CACNA1I gene region association map. Genes independently associated with FI are marked in green. SNPs associated with breast cancer prior to conditional analysis are marked in gray, while SNPs with secondary associations after conditional analysis are marked in blue.
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Supplementary Figure 3. FOCUS map of genes within each region. 
For the blood tissue samples, 2:201576284-202818637 (A), 2:2486918-26894985 (B), 2:118367466-121303783 (C), 4:38907022-40202609 (D), 22:27834752-29651799 (E), 22:37570269-39307894 (F), the predicted expression correlation of each gene within the gene loci, the aggregated statistics of TWAS and the PIP values.
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Supplementary Figure 4. MAGMA tissue expression analysis results.
The bar plot shows the significance of gene expression enrichment in various human tissues, measured by –log10-transformed false discovery rate (FDR) values. Higher values indicate stronger association between tissue-specific gene expression and the studied trait. Breast mammary tissue showed the most significant enrichment (FDR < 0.01), followed by arterial tissues, fibroblasts, and reproductive organs. Only tissues with FDR ≤ 0.25 are displayed.
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MAGMA Tissue Expression Analysis
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