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This study utilized Acanthamoeba, which is commonly used as a host in
symbiotic microorganism and giant virus research, as a model host to explore new amoeba-parasitic
and symbiotic microorganisms from the environment. Unfortunately, we were unable to isolate novel
phylum "dark matter™ microorganisms such as CPR bacteria. However, we were able to isolate and
analyze several Actinobacteria and giant viruses that have novelty at the level of new
species/genera or higher.
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