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Understanding metabolic systems for human gut microbiome
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Human gut harbors millions of microbiome, and their functional ability have wide
diversity. Most of related works are based on KEGG database for their functional annotation, however,
most of functional modules are not well known.

Here we developed the database for gut microbiome, called as “ enteropathway” , allows researchers
uncover functionality of gut microbiome more clearly. For example, we su?gested few modules have high
diversity across 1000 individuals, showing the diverse metabolic potential. In addition, these novel
defined modules are under represented in Obesity patients comparing with healthy individuals.
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