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Reconstruction of ?ut microbiota to understand host-microbe interactios

influencing physiology and behavior of honey bees

Miyazaki, Ryo

5,000,000

2-5

We artificially reconstructed the gut microbiota of honey bees with all
possible combinations of microbes and analyzed their effects on the longevity and gustatory
responsiveness of the host. We found that the presence of gut bacteria is in itself a cost for
individual honey bees. This result is similar to those of studies using sterile mice and may be a
common feature of living organisms. On the other hand, we also found that certain combinations of
gut bacteria had a positive effect on the lifespan of honey bees, suggesting that interactions among

gut bacteria are important to the host. In addition, the gustatory response of honey bees after
2-5h of starvation was unrelated to the presence of gut microbiota.
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