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We have been applying so-called “high-throughput DNA sequencers” to the analysis of

infectious diseases, especially enteric bacterial infections. The approach is in principle a method
that does not depend on the type of target pathogens, so that it is possible to analyze various
microorganisms with a single common protocol. The approach enables us to conduct an unbiased
analysis of dynamics of the pathogen and associated microbiota in human specimens during the

course of infectious diseases.
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