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The hierarchical decomposition trees of a yeast transcriptional sub-network containing 225 proteins with 1792 interactions constructed by the GN algorithm (A), the BCD algorithm (B), the ECC algorithm with commonality (C)
and the ECC algorithm with edge clustering coefficient (D). Predicted protein modules are highlighted with colored bars. The module names are inferred from their members’ annotation information. Singletons are colored red.

Note that the tree for the ECC algorithm with edge clustering coefficient (D) is not colored because the resulting cluters are too different from those trees by the other three algorithms.



