Figure S1. Protein-protein interaction network of co-upregulated differentially expressed genes in acute kidney injury induced
by cisplatin and ischemia-reperfusion. The size and color of the node corresponding to each gene were determined based on the
degree of interaction. Orange represents genes with high mutual correlation values and blue represents low correlation genes.
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Figure S2. Protein-protein interaction network of co-downregulated differentially expressed genes in acute kidney injury induced
by cisplatin and ischemia-reperfusion. The size and color of the node corresponding to each gene were determined based on the
degree of interaction. Orange represents genes with high mutual correlation values and blue represents low correlation genes.
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