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Abstract Infectious diseases are common clinical conditions, and precise detection of pathogens is crucial in
the treatment process. Although progress has been made in the diagnosis of infectious diseases, a large
number of patients still fail to receive effective treatment due to the lack of timely and accurate detection of
pathogens, posing a serious threat to their lives. Traditional pathogen detection methods are time-consuming
and have low detection rates, making it difficult to meet clinical needs. Metagenomic next-generation
sequencing (mNGS) is a novel pathogen detection method that can detect bacteria, viruses, fungi, parasites,
rare pathogens, and unknown pathogens. Although mNGS has a wide detection range, its sensitivity and
specificity are not high, and the detection cost is relatively high, thus there are certain limitations to the

application of mNGS technology in the detection of pathogens in infectious diseases. This article aims to
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elaborate on the current application status and challenges of mNGS in the detection of pathogens in infectious

diseases.

Keywords metagenomic next-generation sequencing (mNGS) ;
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