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Bayesian co-clustering of multiple gene expression time profiles within and across treatments

We discuss methodology for the co-clustering of (short) time series relating to gene expression profiles of many genes observed under a variety of experimental conditions. We explore Bayesian methods to cluster together groups of genes which exhibit common dynamics both within a treatment as well as those that behave similarly across treatments. The methods are illustrated using cDNA microarray data relating to the immune response of Anopheles (mosquitoes) under infection from different biological challenges.

