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Regulatory Role of ncRNAs in Cholangiocarcinoma
ZHENG Wang-yang, Ll Zheng-long, LI Jing-lin,et al.
(Second Affiliated Hospital of Harbin Medical University , Heilongjiang 150086, China)

Abstract ; Originating from bile ducts,cholangiocarcinoma is an epithelial malignant cancer with
high mortality and rising incidence. Less understanding of its etiology and pathogenesis makes the
diagnosis and treatment difficult. With the development of bioinformatics, more and more studies
have found that ncRNA were closely related to its tumorigenesis. And the potential of ncRNA to
be biomarkers and therapy targets is great attractive. In this article,we summarize the latest ad-

vances of ncRNAs in cholangiocarcinoma.
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