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Simultaneous detection of pathogenic bacterial
species in small-scale water supply systems by
high-accuracy long-read DNA metabarcoding
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In small-scale water supply systems in Japan, providing microbiologically safe drinking water is increasingly
difficult. This study aims to gather data on pathogenic bacteria in raw water from these facilities and propose
necessary levels of purification and disinfection. Using high-throughput sequencing technology, we comprehensively
identified pathogenic bacteria present in the raw water. Based on these findings, we estimated the required log

reduction in bacteria through water treatment to ensure safety.
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