Table S6

	Regulatory features
	Fold-enrichment in

methylation deserts
	p-value

	Transcription factor coding sequence 1[]

	3.75
	< 1e-3

	Two fast-evolving transcription factor clusters 1[]

	15
	< 1e-3

	Genomic regulatory blocks (GRB) 
 ADDIN EN.CITE 
[2]

	2.8
	< 1e-10

	GRB target genes 
 ADDIN EN.CITE 
[2]
 vs. random segments
	12
	< 1e-10

	GRB target genes vs. 'bystander' genes 
 ADDIN EN.CITE 
[2]

	9.2
	1.42E-43

	GRB target genes vs. other CpG island-overlapping genes outside GRBs 
 ADDIN EN.CITE 
[2]

	33
	1.41E-146

	Hyperconserved CpG domains with low COCAD scores  3[]

	37.6
	<1e-4

	Promoters with high CpG content
	1.1
	<1e-3

	Promoters with low CpG content
	0.65
	<1e-4

	Promoters with intermediate CpG content
	3.1
	<1e-4

	Bivalent promoters (H3K27me3 and H3K4me2) 
 ADDIN EN.CITE 
[4]

	2.6
	<1e-3

	Bivalent promoters with intermediate CpG content 
 ADDIN EN.CITE 
[4]

	4
	<1e-3
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