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Figure S5   (A) Network representation of the overlap between target genes that were significantly regulated in the different 
RNAi treatments. Overlap exceeding that expected by random selection of genes was determined for each RNAi treatment pair. 
Gene sets regulated in the same and opposite directions were considered separately, and the direction displaying higher 
overlap was selected. Nodes representing samples are connected to each other by an edge if they have excess overlap, see 
Methods for details). Thickness of the edge represents the level of overlap, and color indicates whether the overlapping genes 
were regulated in the same, blue or opposite, red direction. Network is laid out using Cytoscape, Shannon et al., 2003 yFiles 
organic layout algorithm. Nodes are colored according to the color scheme from Figure 2. Note that a different bioinformatic 
method used here results in a very similar classification of the samples. Overlap analysis also classifies samples that have very 
few regulated genes, e.g. E2f2; dark green and identifies connections between proteins that are found in different complexes, 
such as the dREAM complex, dark green that consists of mip120, mip130 and either Myb or E2f2/DP. A heatmap of the same 
data classified by hierarchical clustering is shown in Figure S4. (B) LTQ mass-spec. Lolal protein was purified using tandem 
affinity purification from stable S2 cell line expressing relatively low levels of lolal protein tagged with streptavidin binding 
protein and hexahistidine tags, Turunen et al. 2012, in preparation). Proteins are ranked by enrichment ratio, number of 
peptides in sample divided by number of peptides in S2 cell lysate;, Brunner et al., 2007)). The Ken protein was among the ten 
most enriched proteins shown. 
 


