Figure legends
Fig.S1. Relationships between mRNAsi and clinicopathological features
(A) Distribution of mRNAsi among samples with different T-stage (B) Distribution of mRNAsi among samples with different tumor stage (C) Distribution of mRNAsi among samples with different tumor grade (D) Distribution of mRNAsi among samples with different N-stage (E) Distribution of mRNAsi among samples with different age
Fig.S2. Relationships between mRNAsi and gene mutation
(A) Top 10 most frequent mutations (B) Distribution of mRNAsi among samples with and without KMT2C mutation (C) Distribution of mRNAsi among samples with and without MUC16 mutation (D) Distribution of mRNAsi among samples with and without MUC4 mutation (E) Distribution of mRNAsi among samples with and without DME mutation (E) Distribution of mRNAsi among samples with and without EP300 mutation
Fig.S3. Relationships between mRNAsi and molecular classification
(A) Distribution of mRNAsi among different mRNA subtypes (B) Distribution of mRNAsi among different CIMP subtypes (C) Distribution of mRNAsi among different iCluster subtypes
Fig.S4. Relationships between mRNAsi and immune status
(A) Correlation between mRNAsi and StromalScore (B) Correlation between mRNAsi and ImmuneScore (C) Correlation between mRNAsi and ESTIMATEScore
Fig.S5. The ROC curves of risk model and KM curve on the basis of OS in the test set
(A) Survival distributions in Risk-L and Risk-H groups, and the 8 stemness gene expression in samples. (B) The ROC curves and corresponding AUC in predicting the OS at 1-5 years of the risk model. (C) The KM curve on the basis of OS for samples in Risk-L and Risk-H groups.
Fig.S6. The ROC curves of risk model and KM curve on the basis of OS in the GSE44001 dataset
(A) Survival distributions in Risk-L and Risk-H groups, and the 8 stemness gene expression in samples. (B) The ROC curves and corresponding AUC in predicting the OS at 1-5 years of the risk model. (C) The KM curve on the basis of OS for samples in Risk-L and Risk-H groups.





Table legends
Table S1 893 genes obtained in the pink, green and cyan modules
The pink module contained 286 genes, the green module covered 493 modules, and the cyan module had 114 gene, yielding a total of 893 genes
Table S2 Signaling pathways enriched in the pink module
Table S3 Signaling pathways enriched in green and cyan modules
Table S4 Detailed information of samples in training and test set

