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Evaluating and designing microbial ecosystems using metabolic networks: theory
and its applications

Takemoto, Kazuhiro
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Understanding microbial communit% structure is important in medical and
environmental sciences. Remarkable development of high-throughput sequencing techniques have
provided snapshots of taxonomic compositions in microbial communities across diverse ecosystems;
however, uniderstanding of the structure is fall behind due to a lack of reliable methods. Thus, we
developed a novel method for estimating microbial community structure using metabolic network
analysis: Estimator of COmmunity Structure based on MetabOlic networkS (ECOSMOS). we applied ECOSMOS
to human gut microbiome and Erath microbiome data and revealed how micribial community strcture
altered with respect to disease and environemntal changes. Our method and findings open new
possibilities for medical diagnosis and enviromnetal assessment based on microbiome data.
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Dobashi et al. 2018
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