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Value of tNGS in the Etiological Diagnosis of BALF Samples from
Suspected Pneumonia Patients
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Abstract: Objective To explore the value of targeted next-generation sequencing (tNGS) in etiological diagnosis of bronchoalveolar
lavage fluid (BALF) samples from patients with suspected pneumonia. Methods 102 samples of BALF samples from 102 suspected
pneumonia patients admitted to Wuhan Asia General Hospital from July 2022 to March 2023 were selected. tNGS and traditional
microbiology tests were performed on them at the same time, and general clinical data of the patients were collected. tNGS test results,
microbial culture results and other laboratory results of 102 patients were retrospectively analyzed. Results The overall positive
detection rate of tNGS method (93.14%) was higher than that of traditional method (58.82%), and the difference was statistically
significant (y’=32.903, P< 0.001). The detection rates of bacterial, viral and mixed infections by tNGS method (65.69%, 55.89%,
69.61%) were higher than those by traditional methods (21.57%, 6.86%, 11.76%), and the differences were statistically significant
((=32.903, 56.920, 70.708, all P<0.001). Conclusion tNGS technique has a high pathogen detection rate in BALF samples of
suspected pneumonia patients, and can be effectively used in the etiological diagnosis of respiratory infectious diseases.
Keywords: targeted next-generation sequencing; bronchoalveolar lavage fluid; pathogen detection
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