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About principles of OMICs —for the future of drug design—
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Omics data determines the basic behaviors of 1iving organisms. The diversity of various
behaviors of organisms ranging frommicroscopic to macroscopic properties is exceptionally
larger than omics data. Therefore, it is natural as a research policy to understand the
complex behavior of living organisms by analyzing omics data and lead to applied research.
However, the omics data itself is very diverse and massive, and the approach of research
so far centered on the construction and retrieval of big data. The purpose of this focused
session is to consider this unresolved problem, which is extremely difficult, from the
theoretical point deeply and make it a clue to overcome the current state of omics analysis.
Considering the future of medicine, discussion on such a fundamental problem is necessary,
and we believe that if we can share the problem consciousness in this focus session, it
will be successful.
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