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Abstract ; Circular RNAs (circRNAs) are universal and diverse endogenous non-coding RNAs which wide-
ly found in eukaryotic cells. They form covalently closed,continuous and stable ring structure, which play the
role of microRNA (miRNA) molecular sponge and regulate gene transcription and selective splicing. These
molecules offer new potential opportunities for therapeutic intervention and serve as biomarkers for diagnosis.
This paper provides an overview of the formation,function and detection methods of circRNAs,and summari-
zes the biological role of circRNAs in the development and progression of diseases such as nervous system dis-

eases,cardiovascular diseases,cancer and infection,and provides evidence for the potential use of circRNAs in

diagnosis.
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Advances in research on microRNA in diagnosis and treatment of diabetic complications
LI Dandan ,L1U Jiajia ZWANG Jing®
(Clinical Medicine College ,Gansu University of Chinese Medicine , Lanzhou,Gansu 730000,China)
Abstract: Diabetes mellitus can cause a wide variety of complications. A large number of studies have
shown that microRNA plays an important role in diabetic complications,and its expression regulation is close-
ly related to the occurence,development and treatment of diabetic complications. In this article, several major

complications of diabetes mellitus and their related microRNAs were reviewed,and we hoped to provide some

theoretical basis for the diagnosis and treatment of these diseases.
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