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Application of Stool miRNA Markers in Screening and Diag-

nosis of Colorectal Cancer
LIAN Dai-zheng, LIU Ya-jie
(Shenzhen Hospital of Peking University ,Shenzhen 518020, China)

Abstract: Colorectal cancer is a pathological process that is affected by many factors,and there is
lack of ideal noninvasive methods for early detection and diagnosis of colorectal cancer. MicroR-
NAs are a class of small non-coding RNAs which play important roles in the tumorogenesis, pro-
gression and metastasis of cancers. Over the past decade,stool microRNAs as non-invasive
molecular biomarkers have been extensively studied and used for the screening and diagnosis of
colorectal cancer. This article reviews the recent progress in the application of stool miRNAs for
detection and diagnosis of colorectal cancer,focusing on miRNAs which can be used for screening
of colorectal cancer.
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