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Abstract. Over the last decade, bicluster methods have become more and more
popular in different fields of two way data analysis and a wide variety of algorithms
and analysis methods have been published. After Cheng and Church (2000) followed
the initial bicluster idea of Hartigan (1972) and started to calculate bicluster on
microarray data, a wide range of different articles were published dealing with
different kinds of algorithms and methods to preprocess and analyze the results of
such methods. Comparisons of several bicluster algorithms can be found, e.g., in
Madeira and Oliveira (2004) or Prelic et al. (2006).

The focus of this talk is to give a short overview on the general theory of
biclustering, to give some theoretical background of the most popular methods
and their algorithms, and to introduce the R package biclust, which contains a
collection of bicluster algorithms, preprocessing methods for two way data, and
validation and visualization techniques for bicluster results.
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