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Supplemental Fig. S4. Tissue-specific enrichment analysis of 29 modules from weighted gene co-
expression network analysis (WGCNA). The color scheme reflects the -log;o transformed adjusted p
value. The cell type labeled with ‘1’, ‘2" and ‘3’ indicate those top 3 ranked cell types from the Fisher’s
exact test. Non-significant associations (p value > 0.05) were replaced by blank color.
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