Topological properties of the transcriptional regulatory network of E. coli (Figure S1)
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(a) Cumulative connectivity distribution, P (k). Probability that a node has k links. There are only a few hubs connecting a lot of nodes.
(b) Clustering coefficient distribution, C (k). Nodes with only a few links belong to modules, while hubs bridge modules.
(c) Nearest neighbors distribution, T (n). Probability that a node be vertex of n triangles (feedforward, three-nodes feedback, or any flavor of them).



