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in silico prediction of gene function associated with agronomically useful
traits in crops using differential network analysis
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This study aims to develop computational prediction methods of gene function
associated with agronomically useful traits in crops using differential network analysis. To this
end we analyzed comparative transcriptome dataset from leaf development samples using three Solanum
species exhibiting different leaf development characteristics. Our differential network approach has
detected coexpression alterations for genes making up the most significantly divergent cluster, and
has identified thousands of potential key gene pairs under interspecific differential regulation.

We are now developing and integrating a set of R pakcages for the analysis.
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