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Our program has two missions: practical support for the smooth operation and development of the

project, and research on data science.

The practical support is as follows;

1)

2)

3)

4)

We built a close cooperative relationship with the BINDS Steering Committee/Secretariat, support
the following activities, and provide useful analytical information to the headquarter. we
contributed to the smooth operation and the development of the BINDS project by establishing
the PDCA cycle.

We carried out the work of one—stop consulting service using the Web accurately and quickly
without delay. Eventually, the total number of support approvals reached about 2,700. We also
endeavored to consistently improve the overall service, from prior consultation to follow—up
such as publication of papers.

In order to contribute to the academic society by returning the research results obtained from
the project and to promote participation in the project, we publish and distribute various
public relations materials, operate the website, plan and publicize the holding of research
events such as the BINDS symposium and seminars at major academic societies and universities
We cooperated with the BINDS Project Research Results Report Meeting held every year to foster
mutual understanding among BINDS participants, strengthen cooperation between each area, and
promote research exchanges. We actively provided support for the workshops and course held in

each unit of the project and many universities
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As the research on data science, we have developed a system to infer the relationship, by text
mining, between terms of biological phenomena/biomolecules (Relation Inferring System by Text
Mining; RISTM). The RISTM system is based on the co—occurrence of two terms, for each biological
phenomenon or biomolecule, within the same abstract. Each relationship between terms is summarized
for all PubMed abstracts and converted into relationship between KEGG (Kyoto Encyclopedia of Genes
and Genomes) codes to which each term is linked. By connecting these relationships, a new
relationship can be inferred

To build up this system, we devised a method to get search terms from all KEGG entries, created
a special stemmer for this system, devised a calculation formula to quantify the relationship as a
distance from co—occurrence statistics, and devised a method to connect relationships, and made

update programs of the distance data.



Then we identified candidates COVID-19 drugs by this system (MURAMATSU, T. and TANOKURA M., Bioinform.
Adv. 1, vbab013, doi:10.1093/bioadv/vbaab013).



