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Development of Information Base Technology for Evaluation of Organ Functions of
Intestinal Microbiota by Disease Metagenomics

Imoto, Seiya
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We have performed metagenomic analysis of bacterial and phage flora in
several typical diseases associated with dysbiosis and developed technologies to extract functional
pathways associated with disease onset and progression. Furthermore, to correct this, we have
successfully developed a technology to search for phage-derived enzymes that can infect and lyse
symbiotic pathogenic bacteria from metagenomic data, and a new information analysis technology based

on contrastive learning to predict host bacteria of phages. Furthermore, tools for interpreting the
results of metagenome analysis based on comprehensive database information were developed and
released. Using these technologies, we have elucidated the healing mechanism of recurrent C.
difficile-associated enterocolitis and analyzed the bacteria responsible for the odor of axillary
dysbiosis at the genetic level.
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