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In this study, we aimed to cultivate complete ammonia oxidation (comammox)
Nitrospira, which oxidize ammonia to nitrate in a single cell and characterize their physiological
and genomic features. The genus Nitrospira, which occupied 1% in an acidic soil, was enriched up to
92% during incubation. The enriched Nitrospira was able to survive an acidic condition of pH 4 and
its genome encoded all the genes for comammox. Furthermore, the genome content was distinct from the
previously reported four comammox species. Thus, we successfully cultivated a novel comammox
Nitrospira in a viewpoint of physiology and genomics.
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