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The proposal on the indoor environmental improvement measure based on the
microbiome analysis of air-conditioning systems
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We conducted a series of measurements of air conditioning systems, and
clarified the actual state of pollution. In addition to ascomycetes, many basidiomycetes, which have
been considered difficult to detect by culture methods, were detected in the air supply system. In
particular, Malassezia restricta, the causative agent of dermatitis such as atopy, and Schizophyllum
commune and Bjerkandera adusta, the causative agents of allergic bronchopulmonary fungal disease,
were detected In the cool pit, suggesting the necessity for countermeasures. As a result of in-situ
examining measures to reduce airborne bacteria and fungi in the air outlet of the cool tube, it was
confirmed that the installation of a medium-performance filter and/or cleaning with chemicals are

extremely effective. It was clarified that it is possible to achieve both energy saving and air
quality assurance if proper hygiene management is performed.
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