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Global analysis of long non-coding RNA during gliomagenesis
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Control of gene expression by long non-coding RNAs (long non-coding RNAs,

IncRNAs) is related to various biological processes. In recent research, IncRNA has been shown to be
involved in the development and progression of cancer. In this study, we analyzed the IncRNA

expression during tumorigenesis using genetically modified mice that naturally generate
glioblastoma. As a result, Lnc-1 and Lnc-2, whose expression was increased during tumorigenesis,
were significantly enhanced in glioblastoma in comparison with normal brain tissue. Furthermore, in
human glioblastoma cells, suppression of Lnc-1 and Lnc-2 expression has a growth inhibitory effect,
suggesting that Lnc-1 and Lnc-2 are IncRNAs involved in glioblastoma formation and progression.
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