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HEEEL (EX) Development of a novel integrated data mining that facilitates
functional analysis in the post-genomic era — Exploring novel gene coexpression —
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We have investigated an integrated data mining that facilitates functional analysis to
improve limits in gene coexpression approach for function prediction. We have developed
the DiffCorr package, a simple method for identifying pattern changes between 2
experimental conditions in correlation networks, which builds on a commonly used
association measure. Our method is suitable for the first step towards inferring causal
relationships and detecting biomarker candidates.
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