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Analyzing of microbiome of a poor understanding group "Ktedonobacteria® with
Actinomycetes-Like Morphology and exploration of new bioactive compounds from
the group.
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We have research on Ktedonobacteria based on a point of view that they have
the potential to become a new sustainable source from which new and improved drugs can be produced,
as has historically been the case with actinomycetes. As results of this study, it was revealed that

Ktedonobacteria lives diversely at low abundances in common environments. And we were succeeded in
isolating several diverse ktedonobacterial strains from various environments using selective medium
that we developed, and we are proposing them as two new genera and six novel species in the family
Ktedonobacteria. Furthermore, unique anthraquinone compounds having anti-MRSA activity was found
from culture liquid extracts of the ktedonobacterial strains.

The exploitation of this group can create new developments in the field of natural products
exploration by the traditional methods and may contribute to the prevention of spread of infectious
diseases.
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Dictyobacter aurantiacus gen. nov., sp. nov., a
member of the family Ktedonobacteraceae,
isolated from soil, and emended description of
the genus Thermosporothrix.
Yabe, S., Sakai, Y., Abe, K., Yokota, A., Také, A.,
Matsumoto, A. and Sudiana, I. M. Int. J. Syst.
Evol. Microbiol., 67: 2615-2621, 2017

doi:10.1099/ijsem.0.001985

Diversity of  Ktedonobacteria  with
Actinomycetes-Like Morphology in Terrestrial
Environments.

Yabe, S., Sakai, Y., Abe, K. and Yokota, A.
Microbes and environments, 32, 61-70, 2017
https://doi.org/10.1264/jsme2.ME16144

4

2018
2018 3 17

2017

2017
10 23

Ktedonobacterales
2017
2017 8 29 30

Thermogemmatisporaceae
2017
2017 8 29 30



