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Function and dynamics of stress-induced IncRNA
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We analyzed the role and dynamics of glucose-starved stress responsive long
noncoding RNA (IncRNA) and antisense RNA (asRNA). We found the reciprocal expression control between
IncRNA and asRNA synthesized in pairs and the histone H3K4 methylation-dependent control of asRNA
expression. We observed transportation of asRNA to the cytoplasm and degradation of asRNA by

nonsense-mediated degradation system. We also demonstrated that gene regulation is locally
controlled by interaction between nascent IncRNA and Tup-type transcriptional repressor. In
addition, we identified some IncRNAs associated with the downstream gene activation in mouse
pancreatic (3 -cells.
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