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[ Abstract | Objective: To investigate the role long-chain non-coding RNA ITGB2-AS1 in regulating
mitogen-activated protein kinase ( MAPK) signaling pathway in pancreatic adenocarcinoma ( PAAD)
and its mechanism. Methods; The mRNA expression profile of PAAD was selected from the Cancer Ge-
nome Atlas (TCGA) database. Genes with a correlation coefficient ( Person coefficient > 0. 6) with
ITGB2-AS1were selected for GO function annotation and KEGG pathway analysis. qPCR and Western

blot were used to verifythe expression levels of candidate genes in human pancreatic cancer cell line
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PANC-1. Results; GO enrichment analysis showed that ITGB2-AS1 was closely associated with pancre-
atic cancer cell proliferation. KEGGanalysis revealed that ITGB2-AS1 was associated with signaling
pathways which regulate cellular proliferation. qRT-PCR and Western blot results showed that ITGB2-
ASlinterference downregulated the mRNA and protein levels of BCL2, MMP9, MYC and phosphoryla-
ted ERK1/2 when compared with control (P <0.05). Conclusion:ITGB2-AS1 may promote the pro-

liferation, invasion and migration of pancreatic cancer cellsby positively regulating the expression of

genes in the MAPK signaling pathway.

[ Key words ] long non-coding RNA; ITGB2; pancreatic cancer; mitogen-activated protein kinase;

cancer genome map; gene ontology
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Fig.3 Effect of ITGB2-ASI on the expression of target genes of MAPK signaling pathway
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