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Supplementary Figure 1. (A) Heatmap of the differential metabolites of low-RIOK3 expression-PDAC tissues compared with the paired
adjacent normal tissues based on nontargeted metabolomic analysis (| Log2FC |>1, p<0.05). Blue represents the decreasing trend, and red
represents the increasing trend. Paired Samples Wilcoxon test. (B) KEGG pathway enrichment analysis of the differential metabolites in A.
(C) Heatmap of the differential metabolites related to RIOK3 knockdown PDAC cells based on nontargeted metabolomic analysis (| Log2FC
|>0.3, p<0.05). Paired Samples Wilcoxon test. (D) KEGG pathway enrichment analysis of the differential metabolites in C.
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