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Advances of long non-coding RNA in ischemic and hypoxic diseases
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Abstract: Long non-coding RNA (IncRNA) is a group of non-protein coding RNA molecule, and their
transcripts are more than 200 nucleotide in length. IncRNAs play a key regulatory role in a large range of
biological processes, such as cell proliferation and differentiation, individual development, stem cell activity and
metabolism, and IncRNA dysfunction can lead to diverse human diseases. Recent studies have shown that
IncRNAs are associated with the occurrence and recovery of multiple organ ischemia and hypoxia. This paper
reviews regulation mechanism of IncRNAs in ischemic and hypoxic diseases and focuses on ischemic stroke and
ischemic heart disease, providing a new strategy for early prevention, diagnosis and treatment of hypoxic
ischemic cardio-cerebrovascular disease.
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