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Supplementary Figures
[image: Supplementary Figure 1]Supplementary Figure 1. MR leave−one−out sensitivity analysis for 'eosinophil cell count || id:ieu−b−33' on 'Diabetic nephropathy || id:finn−b−DM_NEPHROPATHY'.
[image: Supplementary Figure 2]Supplementary Figure 2. Feature RNA quantities and UMI counts before ((31,069 genes and 32,896 cells) QC in GSE131882. The nFeature_RNA represents the number of genes detected in each cell, nCount_RNA represents the total number of gene counts per cell, and percent.mt represents the proportion of mitochondrial genes in each cell. The x-axis denotes sample IDs.
[image: Supplementary Figure 2]Supplementary Figure 3. Feature RNA quantities and UMI counts after (31,069 genes and 22,448 cells) QC in GSE131882.
[bookmark: _GoBack][image: Supplementary Figure 4]Supplementary Figure 4. Network diagrams of intercellular communication number and communication strength. (A) Intercellular communication number network in the DN group. The size of the dots represents the number of cells, the connecting lines indicate the presence of communication, and the thickness of the lines corresponds to the number of communication events. (B) Intercellular communication strength network in the DN group. The size of the dots represents the number of cells, the connecting lines indicate the presence of communication, and the thickness of the lines reflects the magnitude of communication strength. (C) Intercellular communication number network in the control group. (D) Intercellular communication strength network in the control group.
Supplementary Tables
Supplementary Table 1. SNPs of eosinophil cell count were obtained as IVs.
Supplementary Table 2. Differential expression analysis of 800 exposure factor-related genes.
Supplementary Table 3. DEGs screened out by DEA.
Supplementary Table 4. GSEA enrichment results of key genes.
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