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Supplementary Figure. 1 (A) ROC plots of the TMMSscore. (B) ROC plots of the TMMSscore for the testing cohorts. (C) TMMSscore distribution chart for training cohort. (D) TMMSscore distribution chart for testing cohort. (E) TMMSscore scatter plot for training cohort. (F) TMMSscore scatter plot for testing cohort. (G) Gene expression of TMMS genes in the sample. (H) Gene expression of TMMS genes in the sample of the testing cohort.

Supplementary Figure. 2 (A) Circle plot of GO enrichment analysis for DEGs among the two TMMSscore groups. The left half circles are DEGs, the right half circles are different GOs, DEGs corresponding to GOs are represented by connecting lines, and different colors have corresponding annotations below the graphs. (B, C) GO enrichment analysis of DEGs among the two TMMSscore groups, and the graph colors represent different P values. (D) Circle plot of KEGG enrichment analysis for DEGs between the two TMMSscore groups. (E, F) The KEGG enrichment analysis of DEGs among the two TMMSscore groups, and the graph colors represent different P values. 

Supplementary Figure. 3 (A) Protein interaction network diagram of TMMSscore-based DEGs. (B) Gene interaction network diagram for DEGs of TMMSscore. (C-H) Differences in traditional clinical characteristics between high low COL1A2 groups.

Supplementary Table. 1 86 KEGG metabolic pathways.

Supplementary Table. 2 GSVA results of the training cohort samples.

[bookmark: OLE_LINK40]Supplementary Table. 3 GO and KEGG enrichment analysis results of DEGs among three clusters.
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Supplementary Table. 4 Prognostic results between 218 TMGs calculated by the univariate Cox regression method.

Supplementary Table. 5 GSVA results between high and low TMMSscore groups.

Supplementary Table. 6 Immunotyping of TCGA pan-cancer samples.
