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Development status and clinical applications of precision detection technology in
the times of precision oncology

BAI Rilan, GUO Hanfei, CUI Jiuwei (Cancer Center, the First Hospital of Jilin University, Changchun 130021, Jilin, China)

[Abstract] Precision detection techniques have promoted the development of individualized diagnosis and treatment of tumors in
the era of precision medicine. At the same time, clinical demands of precision treatments have further driven the development
and application of precision detection techniques. In recent years, precision medical detection techniques realized rapid transfor-
mations from low-throughput to high-throughput genomic sequencing, from tissue biopsies to liquid biopsies, and from multi-
cell promiscuous detection to single cell precision sequencing. All these changes have promoted the emergence and develop-
ment of new technologies, new targets, and new drugs in the era of precision oncology medicine. In the future, multi-dimen-
sional combined detection could help to improve the accuracy of precision medicine; ctDNA methylation detection analysis
could broaden the research field of precision medicine; and the transformation of clinical trial design could also contribute to
promote the in-depth development of precision medicine.
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