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(1) Representative organization of the Information Core, with the help of subordinate
organizations, kept, managed and further developed the databases and tools developed in the
previous national project such as P3K and TPRP. In total 25 databases and tools are available
at http://p4d-info.nig.ac.jp/useful.html. More than eight million public access were recorded
during the project term. The following is the main databases and tools. FUJI: A tool for
predicting secondary and tertiary structures and disordered regions from amino acid sequence;
SNPs: A tool for mapping SNPs in genomes to 1D/3D of proteins; HOMCOS: A tool for
searching for and modelling a protein interactions in 3D; S-VAR: A tool for predicting the effect
of de novo missense mutation on protein; GTOP: A database for whole proteome; hGTOP: A
database for whole human proteome; TP Atlas: A bird's-eye-view database for proteins studied
in the 35 teams at Targeted Proteins Research Program; CASA: A database for complete
annotation of worldwide sequence databasess; PCI: A database for protein-ligand interactions;
Autophagy DB: A database for a comprehensive set of proteins related to autophagy;
Trypanosomes DB: A database for Trypanosome enzymes related to pyrimidine pathway:
eSOL: A database for the solubility and the amount of the whole proteins in Escherichia colr;
AT Atlas: A database for the results of Production Group, Analysis Group and Regulation
Group in Targeted Proteins Research Program; ThermusTB: A database for Thermus
thermophilus genome derived from Whole-Organism Project: Refold Database: A database for
protein refold methodology extracted from literature.

(2) Representative organization of the Information Core, with the help of subordinate
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organizations, successfully developed VaProS, structural life science data cloud and made the
application available at http://p4d-info.nig.ac.jp/vapros/. VaProS realized simultaneous search
of 17 different databases and enabled visualization of the whole search results with the
relationship amongst each search result. Each subordinate organization developed a part of
the application including a database and the representative organization combined them under
a single interface that enabled the complete search with a single input from the user. For
promotion of VaProS, VaProS Meeting was held twice and VaProS Practice was held eight
times. 139 people attended VaProS Practice. VaProS was used more than 12.8 million times
during the project and there appeared scientific manuscript acknowledging VaProS during the
project.

(3) Representative organization of the Information Core, with the help of subordinate
organizations, uncovered needs for structural life science and supported the researchers in
need. The core supported 32 research teams, which were approved by the project selection
committee and consulted 75 research teams to solve the scientific issues. The core developed
and managed the website for promoting the project and its achievement, and developed a
web-interface for research support application and edited a booklet for cataloging the available

technology for support in the project behind the scenes.
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