




Table S3: Characteristics of the sequences whose Kinefold structures are presented in Figure 7.
	Low energy sequences (ΔGl) and their characteristics

	
	CpG marker
	G4
	Ps
	CG
	ΔG
(Kcal/mol)
	Gene location / Gene region
	Median methylation by young
	Median methylation change by aging

	A
	cg00091693
	no
	Amb
	2
	7.93
	Open sea / TSS200
	0.7
	0.01

	B
	cg14258236
	no
	no
	2
	11.01
	Open sea / 1st exon
	0.85
	-0.03

	C
	cg14409958
	no
	no
	3
	5.44
	Open sea / TSS1500
	0.12
	0.02

	D
	cg01459453
	no
	no
	1
	5.66
	Open sea / Body
	0.81
	0.09

	E
	cg20914508
	no
	no
	8
	14.54
	Open sea / 1st exon; 5’UTR
	0.12
	-0.02

	High energy sequences (ΔGh) and their characteristics

	F
	cg16168311
	yes
	no
	10
	18.14
	S_Shore / Body
	0.11
	0

	G
	cg10266490
	yes
	no
	5
	33.38
	Open sea / TSS200
	0.21
	0.05

	H
	cg25166896
	yes
	no
	11
	34.74
	Island / 5’UTR
	0.055
	0.01

	I
	cg16241714
	yes
	no
	26
	33.69
	Island / 1st exon
	0.013
	0

	J
	cg04999691
	yes
	no
	7
	37.24
	Open sea /1st exon; 5’UTR
	0.7
	0.03
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