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Modules within which gene expression profiles are similar,
and correlated interactions are maximally enclosed and in between

which anti-correlated interactions are optimally distributed 

Calculate pairwise PCC on the transcriptional profiles 
of each pair of genes engaged in a PPI 

to extract the NP network

STEP1

Hierarchical cluster to the genes in the NP network

Manually dissect the largest anti-correlated clusters or 
automatically scan from the top of the hierarchical tree for clusters

that have <1% intra-cluster anti-correlated interactions
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