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Total Environ., 2020; Xie et al., Front. Environ. Sci. Eng., 2021) .
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Size resolved characteristics

of urban and suburban bacterial
bioaerosols in Japan as assessed
by 16S rRNA amplicon sequencing

Daisuke Tanaka™, So Fujiyoshi®%3, Fumito Maruyama?3, Motoshi Goto?,
Shinichi Koyama*, Jun-ichi Kanatani®, Junko Isobe®, Masanori Watahiki®, Akihiro Sakatoku?,
Shigehiro Kagaya! & Shogo Nakamura!

To study the size-resolved characteristics of airborne bacterial community composition, diversity, and
abundance, outdoor aerosol samples were analysed by 165 rRNA gene-targeted quantitative PCR and
amplicon sequencing with lllumina MiSeq. The samples were collected using size-resolved samplers
between August and October 2016, at a suburban site in Toyama City and an urban site in Yokohama
City, Japan. The bacterial communities were found to be dominated by Actinobacteria, Firmicutes,
and Proteobacteria. At the genus level, we found a high abundance of human skin-associated bacteria,
such as Propionibacterium, Staphylococcus, and Corynebacterium, in the urban site. Whereas, a high
abundance of bacteria associated with soil and plants, such as Methylobacterivm and Sphingomonas,
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