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Application of 16S rRNA Sequencing Technology in Research of Whole Process of Microbial

Diversity in Drinking Water
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Abstract Microorganisms in drinking water is closely related to human health. For its conservatism and the universality of existence

more applications of 16S rRNA gene sequences were gradually done in research of microbial diversity and community structure in full-

scale drinking water distribution system. The development of 16S rRNA gene sequencing technology was briefly introduced. Based on

the research results of 16S rRNA gene sequencing technology in drinking water the relationship between water environmental conditions

and microbial diversity in the whole process was discussed. The results showed that source water quality water treatment processes and

water supply network characteristics could result in differences in biological diversity of tap water of which source water quality

determines the structure of microorganism in tap water while water treatment processes and water supply network characteristics

determine the abundance of microorganism in tap water. Results provide a new sight on the security of high quality drinking water.
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