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Abstract: Fusion genes are new sequences formed by the recombination of two or more gene fragments in the genome that play
an important biological role and have clinical significance in the proces of tumorigenesis and development. The detection of
fusion genes can provide important guidance for early diagnosis, risk stratification and targeted therapy of tumors. Traditional
fusion gene detection methods dominate clinical applications, but have limitations such as low sensitivity, high cost or technical
complexity, making them difficult to apply on a large scale. Fortunately the rapid advancements of new biotechnology, a series
of new fusion gene detection methods are gradually emerging, providing new alternatives for fusion gene detection. This article
reviews traditional fusion gene detection methods and the sequencing technologies developed in recent years, aiming to provide
ideas for the detection of fusion genes and guidance for the diagnosis and precise treatment of related diseases.
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