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Figure S13. Effect of model-size cutoff on high-degree TFs. A TF was included in the “high-
degree” TF set, if it was within the top-three highest-degree TFs in one or more of the TRNs. Color
scale indicates the percentage of (the 3758) target genes regulated by the TF.

0.3

0.2

0.15

0.1

0.05



