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Abstract Objective: The aim of this study is to detect differentially methylated genes to allergic rhinitis (AR)
based on methylation chip, and to analyze the relationship between DNA methylation and AR. Method: Illumina
methylation chip were made by normal inferior turbinate mucous tissue obtained from patients(n=19) and healthy
individuals(n=11). Detection of differential the sites of methylated genes, Gene Ontology enrichment, KEGG
pathway enrichment database and literature search were used to analysis. Result: There were 94 aberrant methyla-
tion sites in patients with AR, including 51 hypermethylation sites (e. g. ST7, LCE2D, ATRIP genes) and 43 hy-
pomethylation sites (e. g. PIK3CG., TLR6, IL.-4 genes). The results of Gene Ontology enrichment and KEGG
pathway enrichment indicates the DNA methylation has relative trend with AR, and DNA methylation of ST7,
LCE2D, PIK3CG genes may be associated with AR, but the results of GO analysis and KEGG analysis were sta-
tistically significant. Moreover, literature search prompts that DNA methylation of TLR6 gene and IL.-4 gene may
be associated with AR. Conclusion: Varying degrees of methylated genes from inferior turbinate mucous tissue
based on high-flux methylation chip hint gene methylation is an important cause of AR. The relationship between

them needs further verification.
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