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Abstract: Non-small cell lung cancer (NSCLC) is a highly lethal malignant tumor that poses a serious threat to human health.
Traditional methods for tumor diagnosis and treatment have many limitations. However, circulating tumor DNA (ctDNA)
detection, a kind of liquid biopsy technology, has gained widespread attention in the field of NSCLC personalized therapy and
monitoring due to its non-invasive, convenient, and comprehensive sensitivity. This article will review the latest research progress

of ctDNA detection in the clinical diagnosis and treatment of NSCLC in recent years, including its applications in early screening,

disease diagnosis, tumor mutation monitoring, treatment efficacy evaluation, and prognosis assessment.
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