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Abstract

Abnormalities in the diversity and species composition of the intesternal microbiota are
known to be involved in aging-related diseases in the host; therefore, control of intestinal
aging is also important for health maintenance. However, the interstinal microbiota varies
widely among individuals depending on their living environment anf health condition,
making it difficult to obtain a complete picture of the intestinal microbiota. Drosophila
melanogaster and Caenorhabditis elegans, which have simple intestinal tract structures and
relatively low amounts of interstinal microbiota are highly thoughput and the efficacy of a
single bacterium can be easily evaluated.

In this review, we briefly describe the intricate relationship between the gut structure,
gut microbiome and host aging obtained using D.melanogaster and C.elegans.

Keywords : Gut microbiome, D.melanogaster and C.elegans
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