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Figure S1. Density plots showing the distribution of beta values at each DNA methylation 
probe in CpG islands, shores, shelves and open sea regions in the menstrual, proliferative and 
secretory phases of the menstrual cycle in endometrium. 
 
 

 
 
Figure S2. Heatmap showing the methylation profile of the top 30 most significantly 
differentially methylated DNAm probe sites between the Proliferative (P) and Secretory (S) 
phase. The two menstrual cycle stages are outlined in black. The colour key on the right 
corresponds to the beta value. 
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Figure S3. Heatmap showing the methylation profile of 40 DNAm probe sites with the biggest 
fold change between the Proliferative (P) and Secretory (S) phase. The two menstrual cycle 
stages are outlined in black. The colour key on the right corresponds to the beta value. 
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Figure S4. Proportion of differentially methylated CpG sites between proliferative (P) and 
Secretory (S) phases of the menstrual cycle located in CpG islands, shores, shelves and in open 
sea regions of the genome. 

 
 

 
Figure S5. Venn diagram of overlap between genes differentially expressed (Expression, 
yellow) and methylated (Methylation, orange) between the proliferative and secretory phase of 
the menstrual cycle. 
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Figure S6. Effect size of the top 30 endometrial cis-mQTLs of largest effect (blue) compared 
with effect sizes published in blood (red). 
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Figure S7. Enrichment of DNAm probes in 14 functional categories. A) Proportion of DNAm 
probes in each functional category for both transcript-associated DNAm probes (from M2T 
analysis) (orange) and all DNAm probes (purple). B) Fold change of significant DNAm probes 
when compared to probes sampled at random 500 times with matching DNAm variance. Error 
bars show the standard error calculated from the 500 random samples. Functional categories 
include active transcription start site (TssA), upstream/downstream TSS promoter (Prom), 
actively transcribed state (Tx), weak transcription (TxWk), transcribed and regulatory 
Prom/Enh (TxEn), active enhancer (EnhA), weak enhancer (EnhW), primary DNase 
(DNase), state associated with zinc-finger (ZNF/Rpts) protein genes, constitutive 
heterochromatin (Het), Poised promoter (PromP), bivalent regulatory states (PromBiv), 
repressed Polycomb states (ReprPC) and a quiescent state (Quies) as defined in Wu et.al (6). 
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Figure S8. Hallmark pathways significantly enriched for genes that are both differentially 
methylated and expressed or not expressed in endometrium between phases of the menstrual 
cycle. 
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Figure S9. Proportion of endometrium and blood cis-mQTL CpG sites located in CpG 
islands, shores, shelves and in open sea regions of the genome. 
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Figure S10. A) Distribution of the distance between significant mQTL SNPs and the DNAm 
probe site for which they are associated in endometrium. B) Distribution of the distance 
between significant mQTL SNPs and the DNAm probe site for which they are associated in 
blood. 

 
 


