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As part of the development of research infrastructure that can be utilized for drug discovery process
or medical science life science research, we have established a genomics technology infrastructure for
next generation sequence data for a wide range of life sciences. By using this, we supported
researchers on their research. As support contents of the sharing organization, 1) We provided total
cutting-edge data analysis technology from primary analysis to advanced data analysis. 2) Analytical
method and integrated epigenomics database which enables integrated analysis of sequence data. For
development of statistical methods for processing data with unique characteristics, automation of
data analysis, integration analysis of multiple epigenome data, development of an integrated data
analysis tool that enables new discoveries therefrom, we advanced the analysis system MASER. We
also constructed these databases required for epigenome and transcriptome data analysis. In the drug
discovery platform, we gathered elemental information necessary for utilizing genome information
and developed a visualization technology for comprehensive comparison with existing information
such as comparative epigenomics etc., expansion of search space (cooperation with information base

cloud), and utilized it for support. Specifically, it was carried out based on the following two points.

(Support) Provide complex high-order information analysis of decrypted data

Advanced statistical analysis of decrypted data was provided by one stop service.

Integrated data analysis technology: We have promoted the provision and improvement of analysis
pipeline developed in the cell innovation project, and supported multi-genomics analysis that
integrated analyzes multiple genomics data. For example, integrated analysis of enhancer, promoter

and gene expression was performed from data of ChIP-seq and RNA-seq.



(Advanced) Building a drug discovery database useful for epigenomics research

We developed and visualized the data necessary for integrated analysis such as epigenomics base
database, reference sequence and genomic polymorphism information, gene annotation, expression
profile information etc. and expanded search space to promote development of comprehensive

comparable pipeline with existing information such as comparative epigenomics.
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