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[bookmark: _GoBack]Supplementary figure 1. Results of flow cytometry in a representative experiment. (A) Naive CD4+ T cell purity determined by flow cytometry. PBMCs and isolated cells were stained with CD4-FITC and CD45RA-PE. (B) IL2RA expression of naive CD4+ T cells (upper panel) and 24h-stimulated CD4+ T cells in vitro (lower panel). 
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Supplementary figure 2. Correlation matrix of the CpG methylation values (%) at the IL2RA locus in naive CD4+ T cells (R in upper line, p-value below). 
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Supplementary figure 3 (1/2). Relationship between studied CpGs and the 7 studied SNPs at the IL2RA locus.
The T1D-associated SNPs show no direct association with methylation of all studied CpGs.

[image: ]
Supplementary figure 3 (2/2). Relationship between studied CpGs and the 7 studied SNPs at the IL2RA locus.
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Supplementary figure 4. Linkage disequilibrium matrix for 7 SNPs in the IL2RA locus shown to be associated with T1D. 
Heatmap matrix was performed using LDlink 3.0 database. Each point in the linkage disequilibrium matrix represents a comparison between a pair of polymorphic sites, in the European population (https://analysistools.nci.nih.gov/LDlink/?tab=home).
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Supplementary figure 5. Time course of demethylation in PRRVI CpGs in response to in vitro stimulation of CD4+ T cells.
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Supplementary figure 6. Individual methylation values of the studied CpGs that show no demethylation in response to in vitro stimulation of CD4+ T cells.
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Supplementary figure 7. Effect of age on CpG methylation at IL2RA locus in naive CD4+ T cells. The shadowed figures indicate the CpGs whose methylation is negatively correlated with age (0.33 ≤ R ≤ 0.56 and 3.10-3 ≤ p ≤ 5.10-7).
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