A comprehensive look at Xenopus gut microbiota: effects of

feed, developmental stages and parental transmission

It is well established that the gut microbiota play an important role in the overall
health of their hosts [1]. To date, there are still a limited number of studies on the
complex microbial communites inhabiting vertebrate digestive systems, especially the
ones that also explored the functional diversity of the microbial community [2]. This
manuscript reports a comprehensive study on the phylogenetic and metabolic profiles
of the Xenopus gut microbiota. The author describes significant changes in the gut
microbiome communities at different developmental stages and demonstrates
different microbial community composition across organs. In addition, the study also
investigates the impact of diet on the Xenopus tadpole gut microbiome communities
as well as how the bacterial communities are transmitted from parents to the next
generation. This is one of the first studies that addresses the interactions between gut
bacteria and tadpoles during the development. The authors observe the dynamics of
gut microbiome communities during tadpole growth and metamorphosis. They also
explore host-gut microbial community metabolic interactions and demostrate the
capacity of the microbiome to complement the metabolic pathways of the Xenopus
genome. Although this study is limited by the use of Xenopus tadpoles in a laboratory,
which are probably different from those in nature, I believe it still provides important
and valuable information for the research community working on vertebrate’s

microbiota and their interaction with the host.
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