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Supplementary figure 1. Clustering of analyses samples after methylumi-implemented Illumina scaling normalization. ES – early-secretory (pre-receptive LH+2) samples; MS – mid-secretory (receptive LH+8) samples.
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Supplementary figure 2. A Venn diagram depicting the overlap between the three methods used to detect differentially methylated CpG sites between pre-receptive and receptive phases of endometrium from the same individuals (n=17).
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[bookmark: _GoBack]Supplementary figure 3. Clustering of samples according to the 22,272 differentially methylated CpGs. ES – early-secretory (pre-receptive LH+2) samples; MS – mid-secretory (receptive LH+8) samples.
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