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Figure S4   Overlap between significantly regulated target genes in all samples. Excess gene overlap over that expected by 
random was calculated for each pair of expression analyses in the same and in the opposite directions. The overlap scores for 
up- and down-regulated genes was calculated and the higher of the two was used in hierarchical clusterering and plotted as a 
heatmap. Subclusters that contain multiple members of the same protein complex or signaling pathway are named according 
to the known function of the genes, and indicated by coloring the corresponding branch of the dendrogram similar to the colors 
used in Figure 2. 
  


