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Progress of researches on detection of pathogens for pulmonary infections with metagenomic next-genera-
tion sequencing
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Pulmonary infection is one of the most common and most important infectious diseases due to its high mor-
bidity and mortality. Pulmonary infection may be caused by one or multiple pathogens,including bacterium, virus,{fungus
and parasite. Early,precise identification of pathogens that cause pulmonary infections is of great importance to formulate
the treatment regimen and improve the prognosis among patients suffering from pulmonary infections. Currently,the di-
agnosis of pulmonary infections mainly includes microbial culture, serological approaches, antigen/antibody assays and
PCR-based nucleic acid assays;however,these diagnostic techniques suffer from problems. Metagenomic next-generation
sequencing (mNGS) is effective for detection of any type of clinical samples,including cerebrospinal fluid,plasma,respira-
tory secretions, urine,stool and tissues, which has been widely used for identification of infectious pathogens,notably for i-
dentification of rare or emerging pathogens. This article mainly reviews the progress of researches on the use of mNGS

for detection of pulmonary pathogens.
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