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Elucidating microbial functions involved in sewage treatment
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The purpose of this study was to elucidate microorganisms involved in sewage
treatment by amplicon and metagenome analyses and single cell detection techniques. The microbial
community structure and core microorganisms of activated sludge in Japanese sewage treatment plants
were uncovered. Metagenomic analysis of uncultured microorganisms Patescibacteria revealed their
functions. PMA-PCR allowed the analysis of microbial community based on cell viability. We also

developed a hemin-based microbial detection technique.
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