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The role of non-coding RNA in cancer initiation and cancer progression
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_ Many cancer-related genes were identified by retroviral insertional mutagenesis.
We also found non-coding RNAs are targets of retroviral integration and are therefore involved in cancer.

Among them, we focused on two non-coding RNAs, NEAT1 and JPX. Previous studies showed that NEAT1 can be
involved in acute promyelocytic leukemia and JPX is involved in the regulation of X chromosome
inactivation. In this study, we found that NEAT1 and JPX were downregulated in high grade breast cancer
patients and were downregulated in hypoxia that can enhance tumor progression. These findings suggest
that downregulated-NEAT1 and downregulated-JPX may be involved in breast cancer progression.
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