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Gut microbiota and biological age

Yuji Naito
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Abstract

Microbiome disturbance and chronic inflammation have been proposed as new features
of aging pathology. Controlling a low-level but persistent inflammatory immune response
1s considered a strategic prerequisite for lifespan extension and aging control in organisms.
Furthermore, the importance of the gut microbiome as a trigger for chronic inflammation
is becoming apparent. The latest information on the association between microbiome
and aging, and characteristics of the gut microbiota and metabolites of the elderly and
centenarians were introduced.
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