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Figure S8: Multiclass analysis of clustered protein interaction network

(A) Protein-protein interaction data from BioGRID was clustered using the MCL graph-clustering algorithm and cluster 
indices were used as input to FIRE-pro. Ten motifs are found in the protein interaction clusters compared to zero motifs 
found in a control analysis of genetic-interaction cluster data. A log p-value matrix shows a number of known and un-
known motifs involved in various modules of the network. (B) Enrichment analysis of all proteins containing each motif. 


