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A collection of highly valuable statistical and computational approaches
designed for developing powerful methods to analyze large-scale high-
throughput data derived from studies of complex diseases. Such
diseases include cancer and cardiovascular disease, and constitute the
major health challenges in industrialized countries. They are
characterized by the systems properties of gene networks and their
interrelations, instead of individual genes, whose malfunctioning
manifests in pathological phenotypes, thus making the analysis of the
resulting large data sets particularly challenging. This is


