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Study Progress on Circular RNA
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Abstract: Circular RNA (circRNA ) is a novel class of endogenous non-coding RNAs ( ncRNA ) with closed loop structure and is
formed by alternative splicing from a precursor RNA ( pre-mRNA ) . Prior studies have discovered that circRNA widely and very stably exists in
all eukaryotes. At present, the research of circRNA has become a new hotspot in the field of RNA research. It is found that circRNA accounts
for a large proportion in transcripts, and some of the expressions are even higher than other transcripts. CircRNA plays a regulating role in gene
expression, and an essential role in the process of biological development, such as miRNA sponges, endogenous RNAs and biomarkers, as
well as critical role in the diagnosis and treatment of diseases. Some studies have revealed that circRNAs play key roles in the development
of some diseases, including atherosclerosis, nerve system disorders, diabetes and cancers. In this paper, we review the research progress
of circular RNA, including the characteristics of circRNA, the formation process, the expression, the relationship between circRNA and
disease, as well as the function of circRNA. Moreover, we discuss the significance and existing problems in studying circRNA.
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N i RNase R 11k 15996 2016 [35]
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fig S 38]0 T, B & cirePVT1 B #4244
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Z5W)IT K B 1 B 5 cire RNA A8 2 214 Sk
Fa e PEA T REMH circRNA B —FF R AT A Prbr &
¥ 5 cireRNA BB 5T R A A i B AL SR 0058 A 5 0
] O ATRATL, FEAR AR RERS 75 45 R
RTRRT . LWT . WBIT R R AR RV
6 ZiE

circRNA FYWF T8 WIS, (B 8 25
Tgﬁbiﬁmﬁﬁiﬁ,#Lﬁ%ﬁmmmAm
20, cireRNA 1) 32V, DRSFVE S 20 U0 S P 55
Fet, ERWURE B RERC— MU B 1 A sk
dMWA%ET%%%Ekkﬁ\E%\ﬁﬁ#§
FiAEATIE B B, e e /KO A PR SRR ik
HEZTIBE. X circRNA S 7098 A 2 E X -
cireRNA I HLAGSEA-PE NI (ceRNA) FFAERT 254
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