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Figure S2

Parameter sensitivity analysis to randomized expression data.  The cross-species subnetwork 
discovery algorithm depends on the setting of two parameters:  a network score cutoff and a clustering 
coefficient constraint.  Based on 5 random instances in which the differential expression data were shuffled 
for both species, this figure shows how the number of random conserved subnetworks discovered varies 
with changes in both the clustering coefficient and network score parameters.  This figure can be compared 
to the parameter sensitivity analysis of real discovered subnetworks (Fig. 2B).  All clustering coefficients 
noted are relative to the background, single-gene average clustering coefficient, which is 0.08 for mouse 
functional linkage network and 0.35 for human functional linkage network.


