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Development of human longevity gut microbiology using the unique gut microbiota
of centenarians in the Amami Islands as an indicator
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Fecal samples from 43 islanders aged 95 years or older on Nase, Tokunoshima,

and Kikai islands in the Amami archipelago were analyzed for gut microbiota to clarify the
characteristics of the gut microbiota of long-lived people in the Amami archipelago and to provide
insight into the correlation between healthy life expectancy and gut microbiota.

Long-lived individuals in Amami had higher occupancy rates of Bifidobacterium, Akkermansia, and
Methanobrevibacter (archaea) than long-lived individuals (90 years and older) in other parts of
Japan. Furthermore, the long-lived people in Amami had a higher diversity of gut microbiota than the
elderly and long-lived people in other regions. The study also revealed unique bacteria whose
diversity decreased with worsening health status and whose occupancy decreased with worsening health
status.
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