
Table T1. List of public datasets used in evaluation of correlations between gene methylation and expression. Correlation analysis was performed for main results i.e. 8 genes 
visualized and commented in main body of the manuscript: IKZF1, SMAD3, FGF1, ZBTB20, TNIP3, ITPR2, SARDH and BTG3. Correlations were evaluated with linear regression 
model. All significant correlations (p-value < 0.05) are summarized on the plots below. 
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GEO NCBI 
Accession 
Number 

Number 
of control 
samples 

Biological 
material 

Female 
% 

Average age 
± 

Standard 
deviation 

Methylation 
assay 

Expression 
assay Methylation data Expression data Reference 

GSE71245 4 B cells 100 % 43.5 ± 9.7 
Illumina 
HM450 

BeadChip 

Illumina 
HumanHT-

12 V4.0 

Methylation values were 
retrieved from 
GSE71244_series_matrix.txt 
file, providing, as reported 
by authors, normalized 
values calculated using an 
R-script pipeline developed 
by Touleimat and Tost 
(Epigenomics 4:325-341). 

Expression values were retrieved 
from GSE71115_series_matrix.txt 
file, providing, as reported by 
authors, log2 transformed, filtered 
and normalized values. (1) 

GSE165083 14 Whole 
blood 53 % 68.0 ± 5.2 

Illumina 
HM450 

BeadChip 

Illumina 
HiSeq 
2000 

Methylation values were 
calculated from raw idat 
files using our standard 
preprocessing script 
including QC cleaning, 
filtering and normalization 
steps. 

Expression values were retrieved 
from GSE165082_PD-
CC.counts.txt file, providing, as 
reported by authors, not-
normalized values. These counts 
were depth-normalized to CPM 
with edgeR package before 
assessment of correlation. 

(2) 

GSE181647 9 PBMC 55 % 39.57 ± 7.33 
Illumina 
HMEpic 

BeadChip 

MGISEQ-
2000RS 

Methylation values were 
retrieved from GSE181647-
GPL21145_series_matrix.txt 
file, presumably processed 
by authors with ChAMP R 
package. 

Expression values were retrieved 
from 
GSE181646_Expression_matrix.txt 
file, providing, as reported by 
authors, not-normalized values. 
These counts were depth-
normalized to CPM with edgeR 
package before assessment of 
correlation. 

(3) 
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Figure T1. Correlation between DNA methylation and RNA expression in public dataset.
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Figure T3. Correlation between DNA methylation and RNA expression in public dataset.
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Figure T18. Correlation between DNA methylation and RNA expression in public dataset.
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Figure T26. Correlation between DNA methylation and RNA expression in public dataset.
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Figure T27. Correlation between DNA methylation and RNA expression in public dataset.
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Figure T28. Correlation between DNA methylation and RNA expression in public dataset.
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Figure T29. Correlation between DNA methylation and RNA expression in public dataset.
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Figure T30. Correlation between DNA methylation and RNA expression in public dataset.
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Figure T31. Correlation between DNA methylation and RNA expression in public dataset.
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Figure T32. Correlation between DNA methylation and RNA expression in public dataset.
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Figure T33. Correlation between DNA methylation and RNA expression in public dataset.
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Figure T34. Correlation between DNA methylation and RNA expression in public dataset.
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Figure T35. Correlation between DNA methylation and RNA expression in public dataset.
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Figure T36. Correlation between DNA methylation and RNA expression in public dataset.
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Figure T37. Correlation between DNA methylation and RNA expression in public dataset.
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Figure T38. Correlation between DNA methylation and RNA expression in public dataset.
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Figure T39. Correlation between DNA methylation and RNA expression in public dataset.
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Figure T40. Correlation between DNA methylation and RNA expression in public dataset.
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Figure T41. Correlation between DNA methylation and RNA expression in public dataset.
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Figure T55. Correlation between DNA methylation and RNA expression in public dataset.
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Figure T59. Correlation between DNA methylation and RNA expression in public dataset.
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Figure T77. Correlation between DNA methylation and RNA expression in public dataset.
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Figure T81. Correlation between DNA methylation and RNA expression in public dataset.
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