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Hierarchical coexpression analysis across many microarray data set
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Now that a large volume of gene expression data are available for analyses. We propose a method for analyzing
gene expression data obtained with various experimental conditions. It extracts groups of genes whose expression
levels are synchronizingly changed through a specific context (i.e., a set of samples) by recurrently executing gene
clustering based on the correlation of gene expression levels and context extraction based on the distribution of the
expression level of a gene cluster. We applied this method to a set of gene expression data consisting of 22,215 genes
on 1,435 microarray data and compared the resulting gene clusters with a KEGG pathway (Regulation of actin
cytoskeleton). As a result, we found some tissue-specific gene clusters compose a sub-network in that pathway.
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(A)Expression matrix: X (B)Expression on gene set and samle set
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