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Platform Project for Supporting Drug Discovery and Life Science Research

(Platform for Drug discovery, Informatics, and Structural life science)
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RIKEN (the representative organization of Functional Genomics Field A: Sequence Facility) and National
Institute of Genetics (NIG) (the co-representative organization of Functional Genomics Field A: Data Analysis
Facility) have participated in the project of ‘Platform for Drug Discovery, Informatics, and Structural Life

Science’, and collaboratively performed the following projects.

Management of research projects in Functional Genomics Field

We have cooperated with the Project Officer (PO) to promote the smooth operation of research projects in
Functional Genomics Field. Through the entire period of the project, we have performed not only the prior
consultation on sequence support for the infrastructure developed in Field B, but the notification concerning
the results of project screening as information sharing among all the Field members. In addition, the meeting
with PO was held on regular basis to share information concerning the progress of projects and accordingly
discuss problems awaiting solution to ensure smooth operation. RIKEN has also functioned as a secretariat in
the Field, which conducted office work in the application process such as the preparation of application
guidance, the transaction of business in the screening process and the notification of the evaluation results to
the applicants. Functional Genomics Field has supported a wide range of life science researchers by
establishing a broadly used genomics research infrastructure, which supported 135 research subjects in total

during the three-year project period.



Support for the research projects by use of the next-generation sequence analysis

In support for the research projects, the research coordinator has made a prior consultation with the
applicants as necessary, and also tried to understand the contents of the application form for adapting requests.
Regarding the requests including library preparation in RIKEN, the research coordinator has consulted with the
applicants for each process such as the experimental plan, library preparation and sequence specification
determination, and then carried out the integrated support. RIKEN has supported 117 out of 153 requests in
total through all the period of the project. We have also supported 65 requests for their sequencing, which were
planned as an infrastructure developed in Field B. In 44 requests where RIKEN was responsible for library
preparation, transcriptome analysis to examine gene expression and/or transcription initiation sites accounted
for 80% or more. All support was terminated and the transfer of sequence data (HDD) was completed by
February 2017.

Improvements

The reduction of biological sources is important for life science field. To meet the needs to analyze using
precious and small quantity clinical samples, we have tried to improve the epigenetic and transcriptomic
technologies. One of the outcomes is that we enable to use practically one tenth amount (100 ng) of starting
material compared with the standard experimental protocol for methylation analysis. Also, we practically
enabled the reduction of source for transcriptomic analysis including ncRNA down to one tenth (10 ng) of
conventional protocols.
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