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Abstract ; Since the 1890s,isothermal nucleic acid amplification technology and its derivatives have developed rap-

idly. The process of isothermal nucleic acid amplification technology is simple,the cost and application requirements are

lower,and the application prospect is broad. Among them, nucleic acid sequence-based amplification (NASBA) has

been widely used in pathogen detection, single nucleotide mutation detection and environmental monitoring. This paper

mainly reviews the research status of NASBA technology and its application in molecular diagnosis in the past five

years,and discusses the prospects and bottlenecks of NASBA technology.
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