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Supplementary Figure S1. ClusterProfiles generated functional enrichment of all
PPRE containing genes detectable in adipocytes (1776) or podocytes (2122) and
plotted as 10 terms per cell type for (A) biological processes, BP, (B) cellular
components, CC, (C) molecular functions, MF, and (D) kyoto encycopedia of genes
and genomes, KEGG. The color of the dot indicates the intensity of adj p value (smaller
adj p value is more red) and size of the dot indicates the proportion of genes from the
term that are present in the cell-specific PPRE containing genes.
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Supplementary Figure S2. PPARY-Response Element (PPRE) Containing Genes (A)
in Podocytes vs Adipocytes. Normalized average log counts of untreated control
human differentiated podocyte and adipocyte GEO datasets (GSE124622 and
GSE129153, respectively) were cross-referenced against the human PPRE predicted
genes described in Lemay and Hwang manuscript. 478 PPRE-containing genes were
detectable in both podocyte and adipocyte datasets, 139 were unique to podocytes
and 22 unique to adipocytes. (B) PPRE-containing genes from the PPARgene database
and Lemay and Hwang. (C) Majority of the overlapping PPRE genes (168) between
the PPARgene dataset and Lemay and Hwang manuscript were detected in podocytes
and/or adipocytes.



