
Figure 4. Transcription Factor Subnetworks Have Dynamically Expressed Modules
(A) Transcription factor-specific networks for 242 transcription factors were generated and modules identified as described above. Yellow and purple represent

positive and negative correlations, respectively.

(B) The module eigengene was calculated as in Figure 2B and was used to hierarchically cluster modules. The expression of these module eigengenes was

plotted; blue indicates low relative expression and red indicates high relative expression.

(C) Transcription factors assigned to the InterPro (http://www.ebi.ac.uk/interpro/) family ‘‘IPR015880: C2H2-like Zinc finger’’ were identified and visualized as

a heatmap. Blue and red represent low and high relative expression, respectively.
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