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Abstract: Objective To explore the long non—coding RNA  (LncRNA) associated with m6A in Crohn’s disease (CD) and its correlation with clinical
characteristics of patients.Methods The CD chip data was obtained through the GEO database to obtain the expression of m6A —related methylase,
and the LncRNA was screened by differential analysis. The LncRNA co—expressed with m6A methylase was analyzed to explore the correlation
between LncRNA and the disease activity of CD patients and draw the ROC curve. GO enrichment analysis and KEGG signaling pathway analysis
were performed on the mRNA co—expressed with LncRNA.Results A total of 7 LncRNAs related to m6A in CD were screened, and 3 LncRNAs were
correlated with 8 m6A methylases. Among them, LncRNAGSEC was positively correlated with disease activity index CDEIS. The prediction of m6A
methylation site suggested that there were multiple hypermethylation sites in GSEC. The area under the ROC curve was 0.805. GO
enrichment analysis showed that it was enriched in protein serine/threonine/tyrosine kinase activity, Toll —like receptor binding and other
functions. KEGG signaling pathway analysis showed that it was enriched in NF-kB signaling pathway, inflammatory bowel disease and other

pathways.Conclusion GSEC may be a potential diagnostic and therapeutic target for CD.
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