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Abstract: OBJECTIVE To explore the value of targeted next-generation sequencing (t-NGS) in diagnosis of respir-
atory tract pathogens through meta-analysis so as to provide reference for clinical application. METHODS PubMed
database, Web of Science database, Wanfang database, CNKI database and Sinomed database were retrieved, and
the time period of retrieval ranged from Jan. 2010 to May 2024. The literatures were screened out based on the es-

tablished standards. The quality was assessed by QUADAS-2, the risk of bias graph was drawn by Revman 5.4,
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and the statistical analysis was performed by Stata 16. 0. RESULTS A total of 9 literatures were included in the

study. The result of meta-analysis showed that the heterogeneity test Q for sensitivity was 268. 21, P<C0.01,1° =
97.02% ,with the heterogeneity test Q for specificity 210. 04, P <C0. 01, I° = 96.19%, the combined sensitivity
0.88(95%CI:0.62 to 0.97) ,combined specificity 0. 68(95%CI 0. 41 to 0. 86) ,combined positive likelihood ratio
2.72(95%CI ;1. 44 to 5.15), combined negative likelihood ratio 0. 18(95%CI ;0. 06 to 0. 53), combined diagno-
sis score 2. 74(95%CI :1. 68 to 3.80), and combined diagnostic odds ratio 15.44(95% CI ;5. 34 to 44.66). The

area under synthesize receiver operating characteristic (SROC) curve (AUC) was 0.85 (95% CI: 0.82 to

0. 88). The result of Deeks funnel plot showed that P was 0. 99, indicating that there was no obvious publication

bias., CONCLUSIONS The sensitivity of tNGS is high in detection of the pathogens causing acute respiratory

tract infection, the specificity needs to be improved, but its comprehensive ability is satisfactory. It has certain val-

ue in early clinical diagnosis.
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Figure 2 The risk of bias plot for assessment of quality
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Figure 4 Deeks funnel plot
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