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Fig. S2 Enrichment plots of GSEA for well-proven pathways regarding 5-Fu 

resistance discovered in current analysis. a Enrichment plot for pyrimidine 

metabolic pathway. b-o Enrichment plots for mismatch repair, apoptosis, DNA 

repair, cell cycle, oxidative phosphorylation, reactive oxygen species pathway, 

hypoxia, epithelial mesenchymal transition, interferon gamma response, 

glycolysis, P53 signaling, KRAS signaling, WNT beta catenin signaling and 

PI3K-AKT-MTOR signaling pathways. 

 


