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Medical informatics infrastructure for personalized genomic medicine

Satoru, Miyano

10,600,000

IBM Watson Genomic Analytics Clarity LIMS

By utilizing the supercomputer at Human Genome Center (The University of Tokyo),
we implemented a whole-genome based personalized cancer genomic medicine at the Research Hospital of the
Institute of Medical Science. We employed NGS whole-genome analysis, whole-exome analysis, cancer panel,
Sanger sequencing, and omics analysis including pathological data. In this process of implementation and
clinical interpretation, we organized a tumor board for genomic medicine. We designed and constructed a
system comprising an information infrastructure and sequencing facility of medical informatics including
an application of cognitive computing technology EIBM Watson Genomic Analytics) based on biomedical big
data and Clarity LIMS. In the practice of personalized cancer genomic medicine, we evaluated the
usefulness of this system, and simultaneously identified challenging issues arising from whole-genome
based personalized genomic medicine in addition to new discoveries In cancer research.
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