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LNncRNA-ATB promotes invasion and metastasis of
colon cancer cells

Wei Li%, Feng Sun? Xue-song Wu? Hao-ran Tang? Shui-wang He®
(1. Clinical Laboratory; 2. Department of Gastrointestinal Surgery, the Second Affiliated
Hospital of Kunming Medical University, Kunming, Yunnan 650101, China; 3. Molecular and
Pathological Laboratory, Kunming Institute of Zoology, Chinese Academy of Sciences,
Kunming, Yunnan 650223, China)

Abstract: Objective To investigate the effect of long non-coding RNA activated by TGF-B (LncRNA-
ATB) on the migration and invasion of human colorectal cancer cells and the underlying mechanism. Methods
The efficiency of LncRNA-ATB shRNA and pcDNA3.1-LncRNA-ATB, and the expressions of LncRNA-ATB
and IL-11 mRNA were detected by quantitative real time PCR (qRT-PCR). The effect of LncRNA-ATB on
migration and invasion abilities of colorectal cells were analyzed by cell migration and cell invasion assays.
The binding ability of LncRNA-ATB and IL-11 mRNA was analyzed by RNA immunoprecipitation (RIP). The
expression of IL-11 protein was analyzed by ELISA. Results The expression of LncRNA-ATB in the colorectal
cells was higher than that in the normal human colon epithelial cells. LncRNA-ATB expression in the HT29
cells could be effectively silenced by LncRNA-ATB shRNA and LncRNA-ATB expression in the SW620 cells
could be efficiently upregulated by pcDNA3.1-LncRNA-ATB. LncRNA-ATB could significantly promote the
migration and invasion of colorectal cells. Binding to IL-11 mRNA, LncRNA-ATB could upregulate 1L-11
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mRNA expression, enhance the mRNA stability of IL-11 and promote its secretion in colorectal cancer cells.
Conclusions LncRNA-ATB may play an important role in the migration and invasion of colorectal cells by

enhancing the secretion of IL-11.
Keywords:
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