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Abstract Objective: Detect infectious pathogens in patients with community-acquired pneumonia (CAP) by
metagenomic sequencing (mNGS), and to analyze their distribution characteristics, so as to provide evidence for
the development of initial empirical anti-infection strategies for these patients. Methods: mNGS results of sputum
and bronchoalveolar lavage fluid from patients with CAP admitted to the Department of Respiratory Medicine and
ICU of Daxing Hospital, Capital Medical University from July 2020 to February 2022 were analyzed, and the
pathogen characteristics of these patients were summarized. Results: A total of 45 patients were included in the
study, of which 44 were positive for mNGS, with the highest bacterial detection rate(33/45, 73.33%). The sec-
ond was virus(22/45, 48.89%) , atypical pathogen(12/45, 26.67 %), fungus(6/45, 13.33%) and mycobacteri-
um(2/45, 4.44%). There were 20 cases of CAP and 25 cases of severe community-acquired pneumonia(SCAP).
The etiological distribution characteristics of the two groups were similar to the general situation. Conclusion: The
proportion of atypical pathogens in patients with CAP was increased by mNGS technique, especially in patients
with SCAP. The coverage of G™, G* bacteria and atypical pathogens should be considered in the initial empiric
antibiotic selection.
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