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Abstract

During last three years, I and my colleagues developed a new system to support for managing

quality in clinical bioinformatics research, which can deal only with DNA methylation data.

During three years from last year, we planned to continue developing our system to add functions

for Genome Wide Association Studies (GWAS) and open it to NCGM faculties.

In the last year, we considered the following each part of the system:

1. Reconsider computing environment
At the project planning phase, the network environment in our institute had been changing
and we needed to plan to discuss which place (or network) was the best for the server to be
placed for open it to our communities. Finally, we decided to place the server in the physical
subnetwork (DMZ) of our organization’s network.

2. Revise the tool for DNA methylation data
Because the researchers inside the hospital could not access the server system due to the proxy
settings managed by the hospital, we needed to test the system only with the opened or
published DNA methylation data, and could not complete the test with unpublished newly
corrected data. We will try to test the system with unpublished data after the server is moved
to DMZ on NCGM network.

3. Develop new tools for SNP array data
According to the project plan, we examined which arrays were frequently used in Japanese
genetic research communities and which quality control tools were needed for such common
microarray platforms.

4. Extend the function in our online application for experimental management
During last three years, a web-based experiment notes to control the quality of experiments for
epigenomic studies using Ruby on Rails scripts. In the last year, we tested the developed
application and finalized it for open. We created the documents of operation procedures for the
person in charge of development, and made arrangement to add another function for

measurements from SNP microarray platforms.

Researchers [Z[X, MR EZRHT 5.
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