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Advances in high-throughput technologies have led to a considerable increase in the amount
of available data resulting from biological experiments. Microarrays, in particular, enable
the simultaneous measure of the expression level of a large number of genes. Although extracting biologically relevant information from gene expression data has proved to be a very
challenging task, analyzing such large quantities of results is resource and time consuming,
increasing the demand for efficient computational algorithms and tools. Clustering techniques have been extensively applied to both dimensions of the gene expression matrices
separately. However, it is known that many activation patterns are common to a subset of
genes only under a specific subset of experimental conditions. The identification of these local patterns can only be addressed using biclustering algorithms. Although the biclustering
problem is NP-hard, it becomes tractable when the gene expression level is measured over
time and interesting biclusters are restricted to those with contiguous time points.
We present BiGGEsTS, a free open source graphical software tool for analyzing time series expression data and revealing local co-regulations of genes in specific intervals of time
using state-of-the-art biclustering algorithms. Annotations from the Gene Ontology can
be integrated and used to assess which of the identified patterns are biologically relevant.
The analysis of time series gene expression data is additionally supported by a number of
preprocessing and post-processing methods, together with a visualization module capable
of displaying informative representations of the data including heatmaps, dendrograms, expression charts and graphs of significant biological terms.

