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Research progress of microRNA in peritoneal dialysis*

Xue Li, Xun-liang Zou
[Department of Nephrology, The Fifth Affiliated (Zhuhai) Hospital of Zunyi Medical University,
Zhuhai, Guangdong 519000, China]

Abstract: Peritoneal dialysis (PD) is one of the main treatment methods for patients with end-stage renal
disease. It has a wide application prospect due to its advantages of better protection of residual renal function.
However, long-term PD is prone to multiple complications, of which peritoneal dialysis-related peritonitis is one of
the most common complications. Repeated inflammatory stimuli will accelerate the development of peritoneal
fibrosis and eventually lead to ultrafiltration failure and peritoneal dialysis disfunction. MicroRNA (miRNA) are one
of the non-coding RNA, and their role in inflammation and fibrosis has attracted much attention. Studies have shown
that numerous miRNA are involved in peritoneal inflammation and fibrosis. Recent studies have shown that the
expression profile of a variety of miRNA changes during peritoneal dialysis. This article reviews the research
progress of miRNAs in peritoneal dialysis.
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microRNA-214-3p 7] GBI {2 I8 2T 4E 1k miRNAs .

5 ING

miRNA 75 48 #5718 I D) g M g M ke S vh K55
HEMMEH . BE & 152 W RSB DI 97 I R Y 2
A E FRE I T RS BT I L YR v A T ) R A 0 ) AR
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