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Figure S6: Overrepresented networks in the top bin of Fig. 1(d) for cDNA and Affymetrix
datasets in S.cerevisiae (common edges). The histograms represent the percentage of correct inter-
actions in the top bin (see Fig. 1(d) of the paper) common to both datasets (cDNA and Affymetrix) in
S.cerevisiae. Most of the information contained in the Affymetrix dataset is retained in the cDNA dataset.
This result confirms the observation reported in Fig. S7 where the cDNA collection seems to have a higher
content of perturbations. In addition it provides key evidence that certain gene-gene interactions are signif-
icant regardless of the specific perturbation applied.


