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How can we learn more from quantitative omics data ?

Takashi Ito
Department of Computational Biology,
Graduate School of Frontier Sciences,

The University of Tokyo

Genome analysis and functional genomics have thus far contributed to the first and second steps
of systems-level understanding of the biological systems, or the identification of systems components
and the deciphering of networks among them, respectively. However, the current knowledge remains
largely qualitative and limited in terms of spatiotemporal resolution. We thus expect quantitative
omics to expand and deepen our understanding of the biological systems. Here we report our wet
and dry efforts for the absolute quantification of transcriptome and subsequent knowledge discovery

by exploiting the quantitative nature of the data.
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