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Application of circulating tumor DNA in the diagnosis and

treatment of non-small cell lung cancer
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Abstract: Lung cancer is one of the most common malignancies worldwide. Non-small cell lung cancer
(NSCLC) is the most common pathological type of lung cancer. With the development of individualized
diagnosis and treatment of lung cancer, the detection of circulating tumor DNA (ctDNA) has become the focus
of attention. As a part of cell-free DNA in blood, ctDNA has become a promising non-invasive biomarker for
clinical tumor diagnosis and treatment, opening up a new way for individualized diagnosis and treatment of
NSCLC. In this paper, we reviewed the progress of ctDNA detection in not only auxiliary diagnosis of
NSCLC, but also minimal residual disease tracking after surgery, individualized treatment and prognosis
prediction, and further discussed the clinical application prospects of ctDNA detection.
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ARMS: RAFY 1 R 4 (amplification refractory mutation system); ddPCR: #{Ffili#iPCR(droplet digital PCR); BEAMing:
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Ay, BitEH AR (bead, emulsion, amplification and magnetics); TAm-Seq: Fric¥ H4IR M7 (tagged ampli-
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CAPP-Seq: JEJEMAELL IR E ¥ (cancer personalized profiling by deep sequencing)
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