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The Differential Diagnostic Value of Metagenomic Second—generation Sequencing
Technology for Active Tuberculosis and Non Tuberculosis Mycobacterial Infections
Yang Guo

Shenyang Tenth People's Hospital

Abstract: Objective: To observe the value of metagenomic second—generation sequencing technology

in the differential diagnosis of active tuberculosis and non tuberculosis mycobacterial infections. Method:

50 cases of confirmed active Mycobacterium infection from January 2022 to December 2022 were

selected, including 30 cases of Mycobacterium tuberculosis infection. For patients with positive NTM

culture, the diagnostic criteria were used to determine whether they met the criteria for active NTM

infection. A total of 20 patients were diagnosed with non tuberculosis Mycobacterium infection. All

included patients underwent metagenomic second—generation sequencing technology testing to evaluate

the effectiveness of differential diagnosis.

Result:

The diagnostic accuracy of metagenomic

second—generation sequencing technology was compared with the final clinical diagnosis, P>0.05. The

diagnostic accuracy was 96.00% (48/50), the missed diagnosis rate was 3.33% (1/30), the specificity was

95.00% (19/20),

and the sensitivity was 96.67% (29/30).

Conclusion: The use of metagenomic

second—generation sequencing technology in the differential diagnosis of active tuberculosis and non

tuberculosis mycobacterial infection patients can improve the clinical diagnostic efficiency of this group

of patients and promote rapid diagnosis.

Keywords: Macrogene second—generation

sequencing

technology; Active tuberculosis; Non

tuberculous mycobacterial infection; differential diagnosis
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