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Comparison of microbial community on each surface of facility in commuter car

OSachiko Yoshie, Tamami Kawasaki, Takashi Kyotani, Tomoyoshi Ushiogi, Masateru Ikehata

(Railway Technical Research Institute)

There is no systematic evidence about environmental hygiene, especially relating microbiome in commuter
train in Japan. However, it is known that conventional cultivation method can not be applicable almost of
bacteria in the environment. In this study, we compared the difference in microbial community on surface

of each facility of commuter car in metropolitan area in Japan by using gene analysis (16S rRNA gene

targeted metagenome analysis). The result indicated that microbial community was similar among the

surface that passengers frequently touch such as bar, grip and door window, but not floor nor seat.
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