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Abstract

Our goals in the first year were:

1. Set up a computer network to control the quality of clinical studies with huge biological data.
2. Understand the movement of QC systems in Clinical Bioinformatics in the world

3. Complete basic system design

For no.1, we set the web and computing server in JCRAC data center, and set up a computer
network for some terminal users in the hospital and the research institute to have access to those

central servers. We have established a VPN connection for the terminal users in the hospital.

For no.2, PI (TanakaN) visited Center for Health Bioinformatics in Harvard University in Boston,
USA to meet Dr.Winston Hide on 21th October, 2013. Tanaka asked Dr.Hide about QC system for
biological and genetic data from clinical studies at Harvard, and knew that tight regulations for
clinical bioinformatics research in the US discourage researchers from conducting analysis of
human genetic data with clinical outputs. Then many bioinformaticians at Harvard currently did
not analyze genetic data with clinical information, which means, they were analyzing only
biological data. So Dr.Hide recommended visiting one of Canadian cancer institute to see how they

control clinical data with genetic information in the hospital.

For no.3, we choose Galaxy, which is an open, web-based platform for data intensive biomedical
research. We set up the test environment for testing NCGM Galaxy customized for our purpose,
QC for DNA methylation data. Testing NCGM Galaxy and related algorithms in the test
environment, we completed an advisory contract with Amerief.co.ltd on the setting up Galaxy on
the main computing server and Mr.Toyooka and Mr.Mochizuki, who were both student fellows at
Biostatistics Section, constructed NCGM Galaxy with help of Amerief.co.ltd. Mr.Toyooka and
Mr.Mochizuki also developed an algorithm to detect SNPs on the probes for Genome-Wide DNA
methylation studies, and tried to implement it in NCGM Galaxy.

Additionally, Dr.Kawasaki and Dr.Ohtsu assessed items which need to include in the

management system for experimental samples.
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