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Multimodal BIODB

Shinichi Morishita
Graduate School of Frontier Sciences, The University of Tokyo

A variety of multimodal omics data in biology, such as genome, nucleosome, methylome,
transcriptome, proteome, and phenome, have been available to date. In particular, collecting massive
genome/nucleosome/methylome/transcriptome data has been becoming increasingly feasible
because of the wide-spread availability of next-generation sequencing technology. Since the
volume of data has been growing exponentially for the last several years, the computational analysis
is likely to dominate the overall task, demanding an efficient way of handling a flood of data. The
“Multimodal BIODB” project aims at developing a uniform computational framework for
integrating massive multimodal biological data so as to facilitate the process of scientific research
and discovery efficiently. We will illustrate a couple of new findings using the multimodal BIODB to
demonstrate its usefulness.
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