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Figure S1. The transcriptional regulatory map inferred by CLR with an estimated 80% precision.

The precision of the network is obtained by measuring the percentage of correctly inferred edges (blue lines) out
of all the predicted edges for genes with known connectivity (blue lines and green lines). The green edges repre-
sent a mixture of false and novel predictions, making 80% an underestimate. The red edges are to genes without
a previously identified regulator or from regulators without a previously known target. Transcription factor
nodes are colored light gray.



