Supplementary table S1: Regions with differential DNA modifications in immature epithelial human H4 cells after exposure to probiotic and pathogenic bacterial communities.
Supplementary table S2: Regions with differential DNA modifications in immature epithelial human H4 cells compared to mature human epithelial NCM460 cells.
Supplementary table S3: Regions with differential DNA modifications in adult epithelial human NCM460 cells after exposure to probiotic and pathogenic bacterial communities.
Supplementary table S4: Differentially expressed genes in the ileal tissue of the offspring of mothers at E18 and 2 weeks after birth upon antenatal treatment with dexamethasone or 5-azacytidine. 
Supplementary table S5: Canonical pathways associated with differentially expressed genes affected by antenatal dexamethasone or 5-azacytidine treatment.
Supplementary table S6: Variation in microbiome distribution in the offspring and mothers upon antenatal treatment with dexamethasone or 5-azacytidine.
Supplementary table S7: Primers sequences for single-locus qMSP analysis.
Supplementary figure S1: Differential DNA modification profiling between fetal H4 and adult NCM460 intestinal cells. Selected ROIs (P<0.001) and log2(FCE)>5 are shown in a color code, as in Figure 1.
Supplementary figure S2:  Differential DNA modification in mature human epithelial NCM460 cells treated with probiotic (L+Bad group) or pathogenic (KSSad group) bacteria. A) Heatmaps depicting DNA modification differences between the groups. B) GO analysis of the regions with differential DNA modifications identified in both comparisons. C) Venn diagram and GO- analysis depicting the overlap of ROIs between L+Bad /CTRad and KSSad /CTRad comparisons. Color coding of the plots are as in Figure 1.  
Supplementary figure S3: Differential DNA modification profiling between dexamethasone-treated (DEXH4 group) and untreated (CTRH4 group) fetal H4 intestinal cells. ROIs are illustrated in a heatmap. GO-term enrichment results are presented in bar charts. Color coding of the plots are as in Figure 1.  
[bookmark: _GoBack]Supplementary figure S4: Predicted inactivation of the inflammatory response through the IKK complex and the activation of an alternate pathway for NF-B activation. 
Supplementary figure S5: Microbiome variation at different taxonomical levels observed in the mothers upon antenatal dexamethasone treatment. Taxonomical distribution at different taxonomical levels is presented as in Figure 4.

