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Diagnostic value of metagenomics next-generation sequencing of sputum in pulmonary infection”
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Abstract : Objective To investigate the diagnostic value of sputum metagenomics next-generation sequen-
cing (mNGS) in pulmonary infection. Methods Patients with severe pulmonary infection were selected from
July 2020 to July 2021, sputum samples were collected,and simultaneous microbial culture and mNGS detec-
tion were conducted to analyze the diagnostic efficacy of the two detection methods for pathogenic detection of
severe pulmonary infection. Results The sputum samples of 22 patients were tested by both microbial culture
and mNGS,and the positive and negative coincidence rates of the two methods were 93. 8% and 33. 3%, re-
spectively. The total coincidence rate was 77. 3%. The bacterial detection rate of mNGS was higher than that
of microbial culture (77.3% wvs. 63.6%). There were statistically significant differences in the detection rates
of 1 and >2 pathogens between the two detection methods (P <C0. 05). Conclusion In pulmonary infection
cases,sputum mNGS has a higher detection rate of pathogenic bacteria than microbial culture method does,es-
pecially for the diagnosis of complex infection, which could provide diagnostic basis for early pulmonary infec-
tion.
pulmonary infection
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