
Marc Bailly-Bechet et al. have developed a new algorithm for the signaling network inference problem, and applied it to
transcriptomic and proteomic data in yeast. The predictions of the new algorithm are con�rmed experimentally. This new method
can be applied to many network inference problems, and the algorithm performance in terms of speed and complexity make it
able to treat large-scale networks such as the human signaling network.
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