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How can we learn more from the interactome?

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

The University of Tokyo

The interactomics should expand its scope to include not only protein-protein interactions but
protein-nucleic acid and protein-lipid interactions. It should also aim at quantitative description with
spatio-temporal resolution. Toward this goal, novel measurement methods have to be co-developed with
bioinformatics techniques that support the experimentation and fully exploit quantitative nature of the data
for the interpretation and subsequent knowledge discovery. Here we introduce such efforts in our BIRD
project, including those for absolute quantitation of the budding yeast transcriptome to find novel

knowledge on gene-gene interactions or gene networks.
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