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Feces as a valuable analytical sample for bio-science

Ryo Inoue

Summary Feces were once regarded as merely bodily waste with nearly nil value as bio-science
samples. This perception evolved through the years, however, because rich information about the
gut microbiota was discovered in feces. For example, through feces, we now know the gut
microbiota plays several crucial roles deeply connected to human health and diseases, and is
influenced by ones lifestyle, including diet, exercise, and stress. Moreover, at least partially, ones
lifestyle and risks of developing diseases or exacerbating them can be assessed through feces.
Therefore, currently, feces are considered non-invasive samples with high value in bio-science

research
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