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Figure S1. Comparison of P-values and FDRs between NAT-DEGs and tumor-DEGs
The same way of analysis that was done for Figure 2, but using only protein-coding genes. Refer to the legends of Figure 2. 








[image: ]
Figure S2. The accuracy of NAT- and tumor-based model after correcting the batch effect 
The beta coefficients and 95% CIs are estimated, respectively, (A) when SMC NAT-based model was tested on the NAT-derived transcriptome of TCGA-COAD, (B) when SMC NAT-based model was tested on the tumor-derived transcriptome of TCGA-COAD, and (C) SMC tumor-based model was tested on the tumor-derived transcriptome of TCGA-COAD.
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Figure S3. Comparison of proportions of genes associated with the survival of patients between NATs and tumors in TCGA-COAD with tumor purity adjusted
The same way of analysis that was done for Figure 6, but with tumor purity adjusted. Refer to the legends of Figure 6.
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