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Figure S1. Hierarchical clustering result of 919 breast samples (434 luminal A, 194 luminal B, 67 HER2+, 105 TNBC and 119 normal tissue) using 500 luminal A specific signature.
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Figure S2. Hierarchical clustering result of 434 luminal A breast samples and corresponding normal samples using 1000 most-variable genes as determined by variation.
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Figure S3. Hierarchical clustering result of luminal B breast samples and corresponding normal samples using 1000 most-variable genes as determined by variation.
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Figure S4. Hierarchical clustering result of HER2+ breast samples and corresponding normal samples using 1000 most-variable genes as determined by variation.
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Figure S5. Hierarchical clustering result of TNBC samples and corresponding normal samples using 1000 most-variable genes as determined by variation.
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Figure S6. Distribution of logFC (log2-fold change) values of 510 candidate genes in transcriptome of (A) Luminal A, (B) Luminal B, (C) HER2+, (D) TNBC breast tumor samples. Genes whose dysregulation in transcriptome (high gene expression) are associated with poor survival were highlighted in red. And those up-regulated genes (logFC > 0) with high absolute connectivity score (above 0.8) were further labelled with gene symbol. 
[image: Supplementary%20Figure%207.png]
Figure S7. Kaplan–Meier curve of selected genes (A) MCU1 with p value 0.018 and HR 2.06. (B) TIAM1 with p value 0.022 and HR 1.57.
[image: Supplementary%20Figure%208.png]
Figure S8. Bimodal distribution of the calculated beta values, with two peaks around 0.1 and 0.9 and a relatively flat valley around 0.2 - 0.8.
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Figure S9. Venn diagram of final candidate gene targets for four breast cancer subtypes.
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