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Supplementary Figure 1: Cytoscape visualization of GTEx-
specific network with co-expression and regulatory edges.
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Supplementary Figure 2: Heatmap of UCEC Regulatory Edges. First two rows represent if the transcription factor and target
gene are differentially expressed genes; red denoting it is, and white represents it is not. If the transcription factor or target
gene is differentially expressed, it’s expression in UCEC is represented in the following two rows. Red represents increased
expression in cancer, blue represents decreased expression in cancer, and white means the gene is not differentially expressed.
The bottom row details regulatory edges that have a significantly different transcription factor to target gene ratio between
UCEC and normal tissue. Red represents a significant difference and white represents no significant difference.
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