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RNA methylation of T-UCRs regulates colon cancer progression

KUWANO, Yuki

3,200,000
ultraconserved region: UCR
481
UCR RNA  (Transcribed-UCRs: T-UCRs)
T-UCR m6A RNA
mBA RNA
RNA
T-UCR
RNA T-UCR
T-UCR m6A RNA

RNA

RNA methylation at adenosine N6 (m6A) is one of the most common RNA
modifications which affects RNA processing, transport, and translation. Ultraconserved regions
(UCRs) are 481 genomic sequences with 100% identity across humans, rats, and mice. Increasing
evidence suggests that non-coding RNAs transcribed from UCRs are involved in various diseases,
especially cancers.

Overexpression of T-UCR in colon cancer cells promoted cell proliferation by changing the
expression of G2/M-related cell cycle regulators. m6A methylation of T-UCR was upregulated in cancer
cells, compared with that of normal colon epithelial cells. We found m6A methylated RNA
preferentially bound to several cancer-related RNA-binding proteins. Inhibition of m6A methylation
decreased T-UCR levels and cell growth of colon cancer cells. These results suggest that m6A
modification plaKs a pathogenic role in cell proliferation of cancer cells and may become a
potential biomarker and therapeutic target for colon cancer.
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