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Research progress of high-throughput sequencing in the diagnosis of tuberculosis
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Abstract: Tuberculosis is a kind of common infectious disease,which has the characteristics of infectivity,
concealment and chronicity. Early diagnosis is very important to block the transmission of tuberculosis and re-
duce drug-resistant tuberculosis. However,the current detection methods are not ideal for the early diagnosis
of tuberculosis. High-throughput sequencing,also known as second-generation sequencing or next-generation
sequencing(NGS) ,as a new method of gene sequencing,is expected to improve the rate of early diagnosis of
tuberculosis. It can not only quickly detect Mycobacterium tuberculosis complex, but also carry out molecular
typing of drug-resistant Mycobacterium tuberculosis, which is helpful to develop an effective anti-tuberculosis
treatment plan. Due to the lack of large-scale clinical studies and unified standards, high-throughput sequen-
cing as a detection method for tuberculosis needs to be further evaluated and standardized.
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