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[ Abstract] Objective: To analyze the abnormal expression of long non-coding RNA (IncRNA) in aneurysms, and ex-
plore its important function in the development of aneurysms. Methods: LncRNA and mRNA expression profiles in tissue
samples of 5 intracranial aneurysms and a control artery were detected. The mRNA targeted by abnormally expressed IncRNA
was found via target analysis. Results: There were 1,533 abnormally expressed IncRNAs in intracranial aneurysm tissue, a-
mong which 520 were up-regulated and 1,013 were down regulated. We also found that 188 abnormally expressed mRNA was
targeted by 274 abnormally expressed IncRNAs, forming 434 relationships. The analysis of targeted mRNA-related pathways
shows that focal adhesion might play an important role in the development of intracranial aneurysm. Protein-protein interac-

tion network analysis showed that Incrna n345160, xr.1, nr_.

[UFSHEE] 2020-04-29 [{&E HEE] 2020-06-24 2 and ensg000000261903. 1 might also play an important role

[EE€WBE] “EmHEW PAM@BEZRGE U H (4 2.2017 in the development of intracranial aneurysm. Conclusion: Ln-
MSXM186) c¢RNA may play an important role in the development of in-

[EBiRfEE] 2287, E-mail ; moukejie@ 163. com tracranial aneurysm. At the same time, there may be a com-



MRE B 59677 2020 4E 7 H 55 33 %55 7 # J Cancer Control Treat, July 2020, Vol. 33, No. 7 . 555 .

plex interaction between IncRNA and protein-encoding mRNAs, which provides a new theoretical basis for clinical explora-

tion of the prevention and treatment of intracranial aneurysm.
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Figure 1. Analysis of LncRNA and mRNA Expression Profiles Tested by Gene Chips
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