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Challenge to life environmental metagenomics; a case study of children®s paddling
pool waters
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Insufficient chloric sterilization of children®s paddling pool waters increases
the risk of diarrheal illness. Therefore, we investigated how the microbiota changes after pool use by
children. Although indicator bacteria were evaluated in each sample, there was no correlation in the
number of bacteria and the number of users observed. Next we applied 16S rRNA gene-based metagenome
analysis to understand the dynamics of microbiota in the pool waters, especially regarding the
bio-contamination by potential pathogens. The paddling pool water microbiota is likely to be a consortium
of microbiota from human intestines and skin. Interestingly, the ratio of the microbiota was different
depending on the age of the child, which means the pool water was also bio-contaminated by soil
microbiota as a result of the children’ s behavior. We suggest the importance of sanitary measures in
paddling pool waters after bio-contamination from both humans and the environment.
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