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Analysis of the data from next generation sequencers

Next-generation sequencers (massive parallel sequencers, Giga-sequencers) generate huge data sets that are very hard to handle for
most of the biologists and medical researchers. We help such researchers, through construction and management of data base,

temporary personnel service, high-level analysis of data on request, education, and consultation, using the knowledge and technologies
in bioinformatics, molecular evolution and statistical genetics.

We have sufficient experience in the analyses of the data from next-generation sequencers including lllumina GA and HiSeq2000 and Life
Technologies Solid. We do not perform primary analyses (conversion of the image data to sequences), but perform secondary
(construction of database, quality control, data management, and sequence analysis), and tertiary analyses (analyses based on statistical
genetics and molecular evolution), and overall consultation. Especially, the analyses of the sequence data for the purpose of the
development of IND, NDA and the schemes for the optimal use of the drugs are the focus of the consultation we provide.

Examples of our service

1. Construction and maintenance of the data base for the whole-genome or whole-exome sequences for individuals as well as the high-
grade analyses of the data based on the knowledge of statistical genetics and molecular evolution.

2. Construction and maintenance of the database for the comparison of whole-genome or whole-exome comparison between different
sequences (for example, the comparison between germline and cancer genome sequences)

3. Search for the responsible mutations for monogenic traits (for example Mendelian disorders) using next-generation sequencers.
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