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Role of Smurf2-YY1 axis in regulating colorectal cancer metastasis
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The aim of this study was to investigate the possibility that the ubiquitin
proteasome system (UPS) E3 ligase Smurf2 acts as a tumor suppressor in colorectal cancer by
degrading the transcription factor YY1 through the UPS and suppressing the epithelial-mesenchymal
transition (EMT).

Contrary to the hypothesis, the relationship between Smurf2, YY1, and EMT was considered to be low
in the examination using clinical specimens and cell lines. However, further analysis of YY1
function revealed that it has a tumor-suppressive role by suppressing colon cancer cell migration
and invasion. Furthermore, microarray analysis confirmed that YY1l down-regulated ITGAV and I1TGB1
genes, which are integrin family members related to cell adhesion and cancer metastasis.
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