Figure S1. Gene Ontology (GO) Enrichment and Kyoto Encyclopedia of Genes and Genomes (KEGG) Pathway Analysis of Differentially Expressed Immune-related Genes in Diabetic Nephropathy (DN) and Normal Controls. This figure presents the top 10 enriched GO terms and KEGG pathways associated with the differentially expressed genes between DN and normal controls. The abbreviations BP, CC, and MF stand for biological process, cellular component, and molecular function, respectively.
[bookmark: _GoBack]Figure S2. Hub Gene Correlation Analysis. (A) Interaction multifactor networks depicting the intricate relationships among hub genes (red), lncRNAs (green), miRNAs (yellow), and transcription factors (blue). (B) Heatmap displaying the correlation analysis of hub gene expression. Significance levels are indicated as follows: * (p < 0.05), ** (p < 0.01), and *** (p < 0.001). 
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