SUPPLEMENTARY MATERIAL
Supplementary Figure 1 | The performance of dividing our total sample into 2-10 classes.
Supplementary Figure 2 | Heatmap of the distribution of differentially expressed genes in CI and C2 types.
[bookmark: _Hlk111147903][bookmark: _Hlk111147921]Supplementary Table 1 | 743 lipid metabolism genes are downloaded from the Molecular Signature Database (MSigDB).
[bookmark: _Hlk111148190]Supplementary Table 2 | Univariate Cox analysis in the training cohort identified 173 genes associated with lipid metabolism and prognosis.
[bookmark: _Hlk111148457]Supplementary Table 3 | Using "lima" differential analysis, 1494 differentially expressed genes were obtained in C1 and C2 types.
[bookmark: _Hlk111148677]Supplementary Table 4 | GO enrichment analysis of 1494 differentially expressed genes.
Supplementary Table 5 | 1494 unique genes were subjected to a KEGG enrichment analysis.
Supplementary Table 6 | Enrichment analysis of 1494 differential genes using GSEA.

