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Value of Metagenomic Next — generation Sequencing in Detection of Pathogens in Adults with Community — acquired Pneumonia. = ZHANG
Juanjuan, YAN Xiaopei, LI Ning. Suzhou Municipal Hospital, The Affiliated Suzhou Hospital of Nanjing Medical University, Jiangsu
215002, China

Abstract Objective To explore the diagnostic value of metagenomic next — generation sequencing in detection of pathogens of
BALF in patients with community — acquired pneumonia. Methods We retrospectively analyzed the clinical data of 57 patients with com-
munity — acquired pneumonia after intial treatmen failure in Suzhou Municipal Hospital from November 2018 to July 2021, and the BALFs
obtained were tested by both traditional methods and mNGS to compare the diagnostic efficacy of the two methods. Results The detection
rate of pathogen in the BALFs of all 57 patients by mNGS was significantly higher than that by the traditional detection methods(80.70%
vs 33.33% ) (P <0.05). In community - acquired pneumonia, the acceptance rate, the sensitivity, specificity, positive predictive val-
ue, and negative predictive value of mNGS for pathogenic diagnosis were 84.78% , 90.70% , 50.00% , 84.78% and 63.64% respec-
tively. The detection rate of bacteria in the BALFs by mNGS was higher than that by the traditional detection methods (43. 86% vs
15.79% ), and the difference was statistically significant (P <0.05) , but there was no difference in the rate of fungal, tuberculosis and
viral positivity between the two methods( P >0.05). The combination of mNGS with traditional methods resulted in a definitive pathogenic
diagnosis in 75.44% of patients. 43.86% of patients with a definitive diagnosis by mNGS had their treatment regimen adjusted. Conclu-
sion In the pathogenic detection of BALFs of patients with community — acquired pneumonia after intial treatmen failure, the positive rate
of mNGS is higher than that of traditional methods, especially for bacterial infection, which can identify the pathogen early and effectively
guide the diagnosis and treatment.
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