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Supplementary Figure 1. Hierarchical clustering analysis and KEGG pathway analysis
according to metformin or tacrolimus monotherapy and combination therapy. (A) Hierarchical
clustering analysis of the patterns in the expression of 4,750 genes in control, metformin, tacrolimus
and combination group. The horizontal axis refers to each treatment; the vertical axis refers to the
difference between clusters. (B) KEGG pathway analysis of metabolic, Treg and Th17 signaling
pathway in each treatments compared to control.
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Supplementary Figure 2. Hierarchical clustering analysis, KEGG pathway analysis and RNA
sequencing analysis comparing combination therapy to metformin monotherapy. (A)
Hierarchical clustering analysis of the patterns in the expression of 3,184 genes in metformin and
combination group. The horizontal axis corresponds to the treatment the vertical axis corresponds to
the difference between clusters. (B) KEGG pathway analysis for metabolic, Treg and Th17 signaling
pathway comparing metformin to combination therapy. (C) Gene expression analysis by RNA
sequencing comparing metformin to combination therapy. Heatmaps of genes encoding for
molecules involved in glycolysis, Th17 cells and Treg cell function that are differentially expressed

in combination of metformin and FK506 compared to metformin.



