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[Abstract] Circular RNAs (circRNAs) are a species of RNAs with covalently closed loop structure and are widely

expressed in eukaryocyte. Consisting of exons and/or introns, circRNAs are generated during the process of RNA splicing and

are found to be relatively stable, evolutionally conserved and tissue/cell-specific. A few studies have indicated that circRNAs

may participate in the RNA-RNA regulation network or RNA-protein complex formation and thus are involved in a diversity of

diseases, including cancer. Here we reviewed the currently available outcomes and progress of researches concerning circRNAs

and the potential relationship between diseases and circRNAs.
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Fig 1 Models of circRNA biogenesis

A Exon-skipping of premRNA produces linear mRNAs and forms circles of the rest; B: Introns with complementary ALU repeats form circles

through base-pairing; C: RNA binding proteins binding to the target sites in the {lanking introns induce circularization. circRNA: Circular RNA;

ciRNA: Circular intron RNA; EIciRNA: Exon-intron circRNA; ecircRNA: Circular exon RNA
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