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Progress on extrachromosomal circular DNA

Le Li

Department of genetics, College of life sciences, Wuhan University, Wuhan 430072

Abstract: Different from the concept of circulome, the circulome belonging to genomics has become a new
research target, which profoundly reflects the dynamic characteristics of the genome. Research on this unusual
DNA suggests its key role in health and disease. While the production, distribution, and activities of eccDNAs
remain understudied, eccDNA formation from specific regions of the linear genome has profound consequences on
the regulatory and coding capabilities for these regions. It is speculated that they might give tumors a genetic boost
by carrying extra copies of cancer-related genes and the results of a wide-ranging and high-throughput study
illustrate that genetic information carried by eccDNA is different in different cell types, Specificity helps
distinguish between cell types and can even serve as a basis for cancer blood tests. This review summarizes some
recent advances in eccDNA, focusing on the application of new research techniques.
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Fig.2 Integrated next-generation DNA sequencing and cytogenetic analysis of eccDNA. B!
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