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Functional analysis of long noncoding RNAs that regulate epithelial-mesenchymal
transition
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We have focused on epithelial-mesenchymal transition (EMT) as a mechanism
of cancer progression and reported that polycomb repressive complex 2 (PRC2), which is one of
epigenetic regulators, induces EMT by repressing the expression of epithelial genes. In this study,
we proposed that MEG3 long noncoding RNA guides PRC2 to its target gene loci. These results
contribute to understanding of long noncoding RNA involved in cancer progression.
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