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Neodimensional exploration for cancer systems by supercomputing and innovative
information technology
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EGenomon

IBM Watson for Genomics

From the one-dimensional map of the genome, we can grasp the true nature of

the complexity of cancer system abnormalities that spread on the time axis and the spatial axis, and
based on this, investigate the cancer evolution process, diagnosis, prevention, and treatment
strategies of cancer. A platform and methodology for it were built on supercomputer systems. We have
developed a large-scale genomic data analysis pipeline (Genomon), network analysis methods for
cancer systems, cancer evolution models and simulations, and artificial intelligence technology
(natural language processing, knowledge processing, deep learning, etc.). This provided a solution
to the new challenges facing system cancer research. Through these developments, we have realized a
system that allows free shuttle to local areas based on comprehensive analysis information of
large-scale cancer system abnormalities.
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