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[bookmark: OLE_LINK1]Supplementary Fig. 1.
(A) Morphological change of HK-2 cells after treatment. Scale bars: 100 μm. (B) Copper chloride showed no cytotoxicity in the concentration range 0-1000 nM (n=4). (C) WSP-5 assay detected that TM releases hydrogen sulfide in a concentration-dependent manner (n=3). (D) Strategy to explore the direct protective effect of H2S: After 24h incubation, H2S exhibited no direct protective effect on cisplatin induced injury in HK-2 cells. Scale bars: 50 μm.
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Supplementary Fig. 2.
(A) Number of differential express genes by transcriptome sequencing between TM group and control group. (B)KEGG enrichment of up-regulated genes in TM treatment group in HK-2 cells. (C) PPI network of up-regulated genes through STRING 
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Supplementary Fig. 3.
(A-B) The effect of TM in mouse kidney. Mice were intraperitoneally injected with the indicated dose and sacrificed 24 hours later to extract kidney cortex protein (n=3). (C) The effect of TM in different organs of mice (n=3). (D) Immunohistochemical stain of F4/80 and Ly6G in kidney section. Scale bars: 50 μm. Data are presented as means ± SD, statistical analysis was performed by one-way ANOVA followed by Tukey’s test, ** p < 0.01, *** p < 0.01 vs. 0mg/kg group.
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Supplementary Fig. 4.
[bookmark: OLE_LINK2](A) Stacked barplots illustrating the composition of clusters of different cell type in different samples. (B) Violin plots showing gene counts(left), UMI counts(middle) and percent mitochondrial genes(right) of different samples. (C) Markers used to identify common cell types. (D)Volcano plot of DEGs between control group and cisplatin group. (E) GO&KEGG enrichment analysis of DEGs between control group and cisplatin group.
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