Figure Legends

Figure S1. Line graph of plasma urea, blood urea nitrogen (BUN), and creatinine (CREA) levels in a rat model of ischemia-reperfusion acute kidney injury (IRI-AKI) at different time points (0, 8, 24, 48, 72 hours). *P < 0.05, ***P < 0.001 (compared to the NC group).

Figure S2. Changes in the expression levels of some key differentially expressed metabolites (DEMs) among the normal control (NC), ischemia–reperfusion injury (IRI)-induced acute kidney injury (AKI) at 24 h (IRI-AKI 24 h), and IRI-AKI at 72 h (IRI-AKI 72 h) groups. Data are expressed as the mean±standard error of the mean (SEM) (n = 6/group). *P < 0.05,**P < 0.01, ***P < 0.001. 
Figure S3. Dot plot of the bar graph of Gene Ontology (GO) terms. The top 30 enriched upregulated GO cellular component (CC) (red), molecular function (MF) (green), and biological process (BP) (blue) pathways (ranked based on the false discovery rate [FDR]) observed from comparisons of the normal control (NC) and ischemia–reperfusion injury (IRI)-induced acute kidney injury (AKI) at 24 h (IRI-AKI 24 h), NC and IRI-AKI at 72 h (IRI-AKI 72 h), and IRI-AKI 24h and IRI-AKI 72h groups.

Figure S4. Dot plot of the bar graph of Gene Ontology (GO) terms. The top 30 enriched downregulated GO cellular component (CC) (red), molecular function (MF) (green), and biological process (BP) (blue) pathways (ranked based on the false discovery rate [FDR]) observed from comparisons of the normal control (NC) and ischemia–reperfusion injury (IRI)-induced acute kidney injury (AKI) at 24 h (IRI-AKI 24 h), NC and IRI-AKI at 72 h (IRI-AKI 72 h), and IRI-AKI 24 h and IRI-AKI 72 h groups.

