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Abstract  Collecting water samples from the tap, branch pipelines network and water filter of residential kitchen water supply pipelines
network, extracting genomic DNA by proteinase K cleavage method, and analyzing the microbial community structure, metabolic
function, antibiotic resistance genes ( ARGs) and virulence factors based on petagenomics, the safety risk of drinking water at the end
of water supply branch pipelines were explored. The results indicated that there would be multiple microorganisms presented in different
parts of the residential kitchen water supply network and had different specific functions, carbohydrate metabolism was the pathway with
the highest number of KEGG annotations in the residential kitchen water supply network endings samples, the adeF gene was the
optimal antibiotic resistance ontology ( ARO) resistance gene, and the aggressive virulence factor was the main type of bacterial
virulence, the end attachment of water supply branch pipelines was more convenient for microbial enrichment and had a higher risk of
antibiotic resistance genetic pollution. This study can provide guidance for the study of microbial diversity at the ends of residential
kitchen water supply networks, and provide new ideas for ensuring the biological safety of drinking water.
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Fig.2 Horizontal Relative Abundance at Phylum Level
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Fig.3 Horizontal Relative Abundance at Genus Level
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