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BResearch Projects

In 2000, the draft sequence of the human genome was
published, and in 2022, the complete human genome
reference sequence from telomere to telomere was
finally published. Instruments for measuring human
genome sequence information have made remarkable
progress, and just one instrument can measure
whole-genome information from more than thousands
of individuals per year. It allows large-scale cohort
studies to obtain the whole-genome data of millions of
participants in Japan and overseas combined.

In parallel, recent advances in measuring instruments
at the single-cell level have led to remarkable progress
in developing high-precision, large-scale information.

Our laboratory mainly focuses on the following three
research topics;

(i) large-scale life science data analysis by processing
or developing the machine learning, deep learning, or
quantum computing methods on the hybrid
high-performance computing system.

(i) the application of biomedical informatics analysis
related to clinical, e.g., cancer and rare diseases, and
population scale cohort samples, e.g., common diseases.
(iii) data analysis with systems biology to human data.

On-the-job training in real-world datasets from (i) to
(iii), students educate as next-generation human
resources with data analysis skills to the large-scale
human genome, omics, and clinical data from the latest
technologies from the biomedical domain.
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Genet. 29(8): 1282-91, 2021.
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High-speed parameter search of dynamic biological
pathways from time-course transcriptomic profiles
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A multi-ethnic meta-analysis identifies novel genes,
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