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Supplementary Fig.1. The enrichment and analysis of related differential genes between KEAP1 wt and KEAP1 mt. A. Enrichment of MF (molecular

function), BP (biological process) and CC (cell component) were conducted according to GO (gene ontology). B. Enrichment of Gene pathways were conducted
according to KEGG (Kyoto Encyclopedia of Genes and Genomes). C. GSEA (Gene set enrichment analysis) was conducted between KEAP1 wt and KEAP1 wt.
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Supplementary Fig.2. Boxplots of the comparison of IC50 of drugs between high- and low-KEAP1 expression
groups in LUADs from TCGA cohort. (analysed by https://smuonco.shinyapps.io/CADSP/)
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