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TCGA CRC (n = 375)
NGS data

Detected and expressed
20530 genes

!

DEGs by comparing fibroblast
content with 3845 genes

GSE39582 (n = 566)
Affymetrix data
22881 genes

overlap in béth datasets
with 1720 genes

Prognostic DEGs by using
univariate cox analysis with 222
genes (p <0.05)

l

Fibrotic signature genes showed
best performance for prediction of
survival with 14 genes

Evaluation the model
in both datasets

Supplementary Figure 1. The flow chart of the signature building process.
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Supplementary Figure 2. The predictive performance of the prediction models. (A) Calibration curve for the prediction of 3-and
5-year overall survival. (B) DCA curve for the prediction of 3-and 5-year overall survival.
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Supplementary Figure 3. Correlation between TME and risk score. The cells in TME have a higher correlation with the risk score.
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