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Detection of molecular candidates
responsible for phenotype changes
by computational analysis of omics data
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Recently, we proposed a new approach for analyzing omics data. Our
approach 1s distinctive from previous ones. In contrast to previous
approaches in which molecular data are unified by several mathematical
ways to describe phenotype data, from “bottom-up” view point, we adopt a
“top-down” approach, by focusing on the phenotype difference between
samples, rather than those between molecular data. The performance of our
approach was examined for the progression data from diabetes rats and the
proteomics data from lung cancer cell lines, and these analyses revealed a
set of molecular functions more clearly, in comparison with those by a

standard “bottom-up” approach.
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