[bookmark: _Hlk163740232]Supplementary File 12. Single-gene gene set enrichment analysis (GSEA) for SCD in TCGA cohort. (A) Dot plot of hallmark gene sets displaying activated (red labels) and suppressed (blue labels) pathways correlated with high SCD expression, sized by gene count and colored by -log10(FDR). (B) Ridge plot of KEGG pathways indicating of Spearman's r from SCD co-expression analysis, with color denoting the -log10(FDR).
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