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The goal of this project was to establish a platform for supporting fast drug discovery. To that aim, the
following projects had been carried out.

Research and Development: Construction of the structural life science data cloud. This database tried to unify
a wide range of biological data resources by mapping structural data into an abstract data space spanned by
genome data of various model organisms and molecular interaction data. This “data cloud” tries to integrate
not all the available data resources, but several select data resources that are essential to drug development.
Supporting other researchers: Based on the results of the above “data cloud”, we tried to identify some
proteins and molecules of interest, and characterize them in terms of molecular interactions as well as

structural context thereby helping establish strategic plans for further structural determination experiments.
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