
Example conserved active subnetworks.  Subnetworks (a-b) are interesting subnetworks discovered 
by the cross-species network search algorithm on differentially expressed genes between stem cells 
and differentiated cells. Each subnetwork represents a subgraph of the mouse (left column) and human 
(right column) functional linkage networks. Nodes are genes, and they are colored green if they are up-
regulated in stem cells relative to differentiated cells. The intensity of the green or red color of the genes 
represents the normalized fold change in expression. The edge thicknesses in the subnetworks 
represent the edge confidence based on the functional linkage networks. The subnetwork (a) shows that 
TEP1 is not differentially regulated in the subnetwork enriched for transcription factor genes. The 
subnetwork (b) is an interesting case where both up-regulated and down-regulated genes are found in 
the subnetwork. 
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Figure S2


