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Methods and Algorithms:
The analyzed target genes are divided into 3 subgroups:
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Results:

Significant differences in the level of DNA methylation of target genes, taking into account
the FDR correction, were obtained only when comparing methylation between asthma
patients and healthy individuals - in both nasal and bronchial epithelial cells.
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Results:

 When analyzing the GSE59339 dataset after the FDR correction, no statistically significant
differences were found for any of the CpG-sites of the target genes. However, without an FDR
test, differences in methylation are detected in all types of comparisons:

MRE11 s
LTA TLR4
[ eosinophilic asthma ](—)[ healthy individuals ](—)[ neutrophilic asthma ]
1 LTA
J ANG
[ paucigranulocytic asthma J MLH1
SOCS5
[ eosinophilic asthma neutrophilic asthma ]
4 Only MRE11 out of the target ) e

MRE11 SOCS5
genes, was included in the list of Top / paucigranulocytic asthma
50 differentially methylated genes

(DMG) when comparing EA and PGA
=0.00028
P : V)




Conclusion:

v' The data obtained as a result of reanalysis on differences in the level of DNA
methylation of a number of genes associated with bronchial asthma indicate the

potential significance of epigenetic modifications in predisposition to this
pathology.
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