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1. Digging out the needs for structural life sciences

We visited 47 life science researchers and performed consultations 110 times in total. We also performed
interviews to life science researchers at PDIS booth. We digged out the needs for structural life sciences at
symposia and workshops at annual meetings of Japan Society for Bioscience, Biotechnology, and Agrochemistry
(JSBBA), The Japanese Biochemical Society, and The Molecular Biology Society Japan and at VaProS seminars.
The number of participants doubled from 100 persons at the JSBBA symposium in March 2014 to 200 persons
at the JSBBA symposium in March 2016, indicating increasing interests in structural biology and bioinformatics
among life science researchers.

2. Coordinating collaborations
As a result of consultations, we started collaborations with 20 life science researchers. We also introduced PDIS
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researchers and their activities to ca. 500 researchers at PDIS booths at at annual meetings of The Japanese
Biochemical Society, and The Molecular Biology Society Japan and at PDIS symposiums.

3. Activating public relations to the outside of PDIS (FY 2015 and 2016)

We activated public relations to the outside of PDIS; we edited "The PDIS support menu 100+", renewed and
frequently updated the PDIS homepage, issued PDIS e-mail magazine, delivered periodic structural life science
news watch, and discloed the publication list from PDIS researchers, which activated the flow with two-way
information. With the cooperation of Analysis and Regulation Cores, we held seminars for external researchers
at annual meetings of Japan Society for Bioscience, Biotechnology, and Agrochemistry (JSBBA), The Japanese
Biochemical Society, and The Molecular Biology Society Japan to digging out the needs of researchers for
structural life sciences.

4. Refining structural life science data cloud

We released beta version of Structural Life Science Data Cloud in March 2014. From the standpoint of a
structural biologist, | pointed out the problems of this beta version and proposed an improvement proposal, and
contributed to the development of the improved version (VaProS). After that, | continued to contribute to
improvement by giving opinions of improvement. At the same time, for the convenience of the users, | requested
developers to create VaProS manuals, and we prepared the VaProS tutorial from the users' points of view. In
addition, we have constructed and released the recombinant protein refolding technology database REFOLDdb,
which is known to have worldwide needs, and also published a paper.

5. Activating information shaing in PDIS (FY 2015 and 2016)

In order to activate information sharing inside the PDIS, we edited "PDIS support menu 100+" and published it
on the PDIS homepage to activate information sharing within PDIS. In addition, the PDIS e-mail magazine
posted interview articles of researchers, and the information on papers on research results of PDIS was posted
on the structural life science news watch. In the camp for PDIS internal researchers on the structural life science
data cloud VaProS, we exchanged opinions with the researchers at Analysis Core to analyze the lysosomal
pathogenic proteins using VaProS and diseases related to orphan GPCRs. We published the results of the data
analyses as two papers.
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