DNA methylation and obesity traits: an epigenome-wide association study. The REGICOR study.
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Supplementary methods.
Quality Control.
We followed a standardized pipeline to assess the quality control of the whole process. We focused on the quality control of the samples and CpG site separately. 1 
Sample quality control: We selected all the samples with a detection rate >90% using GenomeStudio software (Illumina). We used RnBeads package and internal R functions to evaluate sample-independent tests (staining, extension, hybridization, and target removal) and sample-dependent tests (bisulfite conversion and II, specificity I and II, negative control, and non-polymorphic). 2 Moreover, we removed those individuals we could not grouped in their sex group according to their DNA methylation levels on the X-chromosome using the methylumi R package. 1
CpG quality control: We removed those CpGs located in a genetic polymorphism in European population with a frequency >0.01% and those CpGs that could hybridize in more than one region. 3 We removed those probes with a detection p-value >0.05% in at least 1% of the samples and those probes with a beadcount <3 in at least 5% of the samples using the wateRmelon Rpackage. 4 We also excluded at the individual participant level those CpGs with M-value 4 standard deviations from the mean in order to reduce the influence of extreme values.
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Supplementary Table 1: Descriptive table for REGICOR study according to stratified BMI groups.
	
	REGICOR

	
	Normal range
	Overweight
	Obese
	p-value

	
	N=210
	N=301
	N=128
	

	Age
	60.8 (11.3)
	64.3 (12.0)
	64.9 (11.1)
	0.001

	Sex, female, n (%)
	124 (59.0)
	125 (41.5)
	74 (57.8)
	<0.001

	Waist, cm*
	84.0 (7.8)
	96.0 (7.1)
	107 (8.9)
	<0.001

	Total cholesterol, mg/dL*
	210 (35.5)
	209 (36.8)
	205 (37.7)
	0.421

	LDL cholesterol, mg/dL*‡
	136 (31.9)
	136 (33.2)
	133 (31.0)
	0.63

	HDL cholesterol, mg/dL*‡
	57.2 (12.2)
	51.5 (11.6)
	49.1 (12.0)
	<0.001

	Triglycerides, mg/dL†
	84.1 (41.8)
	107 (48.9)
	114 (51.6)
	<0.001

	SBP, mmHg*‡
	125 (18.0)
	132 (17.5)
	138 (18.6)
	<0.001

	DBP, mmHg*‡
	73.7 (8.9)
	76.7 (9.8)
	78.4 (11.0)
	<0.001

	Hypertension, n (%)
	64 (30.%)
	150 (50.0)
	87 (68.0)
	<0.001

	Diabetes, n (%)
	12 (5.7)
	30 (10.0)
	21 (16.4)
	0.006

	Glucose, mg/dL*
	92.1 (18.3)
	98.5 (18.9)
	105 (24.4)
	<0.001

	Smoking status, n (%):
	
	
	
	0.615

	    Current smokers
	36 (17.1)
	45 (15.0)
	25 (19.5)
	

	    Former 1 to 5 years
	6 (2.86)
	19 (6.31)
	6 (4.69)
	

	    Former >5 years
	55 (26.2)
	78 (25.9)
	31 (24.2)
	

	    Never smokers
	113 (53.8)
	159 (52.8)
	66 (51.6)
	

	Cholesterol treatment, n (%)
	35 (16.7)
	79 (26.4)
	39 (30.5)
	0.006

	Diabetes treatment, n (%)
	10 (4.8)
	20 (6.7)
	14 (10.9)
	0.095

	Blood pressure treatment, n (%)
	42 (20.2)
	97 (32.3)
	60 (46.9)
	<0.001



*Mean (Standard deviation)
† Median (Interquartile range)
‡ BMI, Body mass index; LDL, Low density lipoprotein; HDL, High density lipoprotein; SBP, Systolic blood pressure; DBP, Diastolic blood pressure; Hypertension, defined as previous treatment or SBP≥140 mmHg or DBP≥90 mmHg; Diabetes, defined as previous treatment or glycaemia ≥126 mg/dL.


Supplementary Table 2: Descriptive table for Framingham Offspring Study according to stratified BMI groups.
	
	Framingham Offspring Study

	
	Normal range
	Overweight
	Obese
	p-value

	
	N=686
	N=1029
	N=792
	

	Age
	66.3 (9.5)
	66.9 (8.8)
	65.2 (8.4)
	<0.001

	Sex, female, n (%)
	483 (70.4)
	481 (46.7)
	388 (49.0)
	<0.001

	Waist, cm*
	86.9 (7.9)
	100 (7.0)
	117 (11.0)
	0

	Total cholesterol, mg/dL*
	193 (35.7)
	186 (38.1)
	179 (36.5)
	<0.001

	LDL cholesterol, mg/dL*‡
	106 (30.6)
	107 (32.6)
	101 (30.3)
	<0.001

	HDL cholesterol, mg/dL*‡
	67.3 (19.9)
	55.5 (16.0)
	50.3 (14.5)
	<0.001

	Triglycerides, mg/dL*†
	97.2 (51.9)
	119 (64.8)
	138 (79.6)
	<0.001

	SBP, mmHg*‡
	122 (17.6)
	127 (17.2)
	126 (16.0)
	<0.001

	DBP, mmHg*‡
	69.5 (9.42)
	72.3 (10.1)
	72.6 (10.5)
	<0.001

	Hypertension, n (%)‡
	530 (77.5)
	668 (65.0)
	416 (52.8)
	<0.001

	Diabetes, n (%)‡
	-
	-
	-
	-

	Glucose, mg/dL*
	100 (18.9)
	106 (22.8)
	114 (26.9)
	<0.001

	Smoking status, n (%):
	
	
	
	0.35

	    Current smokers
	76 (11.1)
	99 (9.7)
	70 (8.9)
	

	    Former 1 to 5 years
	13 (1.9)
	21 (2.1)
	20 (2.5)
	

	    Former >5 years
	0 (0.0)
	5 (0.5)
	5 (0.6)
	

	    Never smokers
	595 (87.0)
	898 (87.8)
	693 (87.9)
	

	Cholesterol treatment, n (%)
	215 (31.3)
	462 (45.0)
	410 (51.9)
	<0.001

	Diabetes treatment, n (%)
	-
	-
	-
	-

	Blood pressure treatment, n (%)
	218 (31.9)
	518 (50.5)
	485 (61.5)
	<0.001



*Mean (Standard deviation)
† Median (Interquartile range)
‡ BMI, Body mass index; LDL, Low density lipoprotein; HDL, High density lipoprotein; SBP, Systolic blood pressure; DBP, Diastolic blood pressure; Hypertension, defined as previous treatment or SBP≥140 mmHg or DBP≥90 mmHg; Diabetes, defined as previous treatment or glycaemia ≥126 mg/dL.

Supplementary Table 3: Association of the selected CpGs with BMI in all the phases of the study.
	BMI

	Features
	REGICOR
	Framingham Offspring Study
	Meta-analysis (REGICOR + Framingham Offspring Study)

	
	Model 1
	Model 2
	Model 1
	Model 2
	Model 1
	Model 2

	CpG
	Chr
	Gene
	Coef
	SE
	Pval
	Coef
	SE
	Pval
	Coef
	SE
	Pval
	Coef
	SE
	Pval
	Coef
	SE
	Pval
	Coef
	SE
	Pval

	cg08540100
	1
	NA
	0.8
	0.2
	4.60E-05
	1.18
	0.26
	4.70E-06
	0.5
	0.14
	2.80E-04
	0.57
	0.16
	2.80E-04
	0.6
	0.11
	1.10E-07
	0.74
	0.13
	3.90E-08

	cg17822325
	1
	SERINC2
	0.64
	0.14
	6.40E-06
	0.74
	0.15
	1.50E-06
	0.38
	0.1
	3.00E-04
	0.41
	0.12
	3.30E-04
	0.47
	0.08
	2.40E-08
	0.53
	0.09
	8.50E-09

	cg15997518
	1
	NA
	-0.67
	0.18
	1.60E-04
	-0.91
	0.2
	4.60E-06
	-0.44
	0.13
	9.50E-04
	-0.58
	0.15
	6.50E-05
	-0.53
	0.11
	8.80E-07
	-0.7
	0.12
	3.00E-09

	cg12593793
	1
	NA
	-0.55
	0.2
	4.90E-03
	-1.21
	0.27
	7.80E-06
	-0.74
	0.13
	1.60E-08
	-1.18
	0.16
	4.50E-13
	-0.68
	0.11
	3.70E-10
	-1.19
	0.14
	0.00E+00

	cg00234616
	2
	TLX2
	0.92
	0.19
	2.40E-06
	1.28
	0.24
	1.30E-07
	0.46
	0.13
	4.80E-04
	0.56
	0.17
	6.50E-04
	0.61
	0.11
	3.00E-08
	0.79
	0.14
	7.00E-09

	cg11714752
	2
	TMEM127
	0.87
	0.22
	7.00E-05
	1.32
	0.3
	9.00E-06
	0.67
	0.17
	9.20E-05
	0.81
	0.2
	6.10E-05
	0.75
	0.14
	3.20E-08
	0.97
	0.17
	6.10E-09

	cg23417875
	2
	MAP4K4
	0.89
	0.21
	2.80E-05
	1.5
	0.29
	2.90E-07
	0.49
	0.15
	8.70E-04
	0.58
	0.18
	1.00E-03
	0.62
	0.12
	3.10E-07
	0.83
	0.15
	4.50E-08

	cg00585790
	2
	LIMS1
	1.06
	0.22
	1.30E-06
	1.51
	0.28
	5.00E-08
	0.67
	0.18
	1.30E-04
	0.76
	0.2
	1.00E-04
	0.82
	0.14
	1.80E-09
	1.01
	0.16
	2.60E-10

	cg16721489
	2
	NA
	-0.58
	0.18
	9.20E-04
	-1.21
	0.22
	6.80E-08
	-0.23
	0.11
	3.80E-02
	-0.41
	0.14
	2.40E-03
	-0.34
	0.1
	4.10E-04
	-0.63
	0.12
	6.70E-08

	cg05918312
	2
	PDE1A
	-0.52
	0.2
	7.90E-03
	-1.18
	0.27
	9.60E-06
	-0.42
	0.13
	1.30E-03
	-0.66
	0.16
	2.20E-05
	-0.45
	0.11
	3.40E-05
	-0.8
	0.13
	3.60E-09

	cg20034202
	2
	B3GNT7
	0.79
	0.19
	3.30E-05
	1.13
	0.24
	3.50E-06
	0.65
	0.14
	6.00E-06
	0.84
	0.17
	9.00E-07
	0.7
	0.11
	9.70E-10
	0.94
	0.14
	2.30E-11

	cg04924511
	3
	GHRLOS;GHRL
	1.57
	0.3
	1.70E-07
	1.57
	0.31
	3.80E-07
	0.58
	0.21
	4.80E-03
	0.65
	0.21
	2.30E-03
	0.9
	0.17
	1.20E-07
	0.94
	0.18
	7.30E-08

	cg03370106
	3
	VGLL4
	0.79
	0.2
	5.40E-05
	1.1
	0.24
	7.20E-06
	0.58
	0.16
	2.30E-04
	0.66
	0.18
	2.20E-04
	0.66
	0.12
	6.50E-08
	0.81
	0.14
	1.80E-08

	cg05628049
	3
	NA
	0.81
	0.21
	9.50E-05
	1.26
	0.28
	8.40E-06
	0.69
	0.16
	2.40E-05
	0.89
	0.19
	5.00E-06
	0.74
	0.13
	1.00E-08
	1.01
	0.16
	3.20E-10

	cg00171092
	3
	ITGB5
	-0.66
	0.22
	2.10E-03
	-1.38
	0.28
	7.50E-07
	-0.51
	0.14
	2.10E-04
	-0.79
	0.16
	1.40E-06
	-0.55
	0.12
	1.80E-06
	-0.94
	0.14
	2.60E-11

	cg13180098
	3
	RHO
	-0.61
	0.22
	4.80E-03
	-1.33
	0.29
	3.30E-06
	-0.49
	0.14
	5.60E-04
	-0.81
	0.17
	2.50E-06
	-0.53
	0.12
	9.30E-06
	-0.94
	0.15
	1.30E-10

	cg19266387
	3
	PARL
	1.12
	0.26
	1.60E-05
	1.51
	0.32
	2.10E-06
	0.76
	0.2
	1.70E-04
	0.84
	0.23
	2.50E-04
	0.9
	0.16
	1.90E-08
	1.07
	0.19
	9.10E-09

	cg15548101
	3
	DGKG
	0.76
	0.18
	2.40E-05
	1.02
	0.22
	2.20E-06
	0.43
	0.12
	2.30E-04
	0.5
	0.14
	2.80E-04
	0.53
	0.1
	6.90E-08
	0.65
	0.12
	2.10E-08

	cg10094443
	4
	UGDH
	1.01
	0.23
	1.40E-05
	1.4
	0.28
	7.60E-07
	0.6
	0.15
	8.40E-05
	0.75
	0.18
	4.70E-05
	0.72
	0.13
	1.50E-08
	0.94
	0.15
	1.00E-09

	cg23884217
	4
	APBB2
	-0.61
	0.21
	3.90E-03
	-1.33
	0.28
	1.60E-06
	-0.32
	0.15
	3.00E-02
	-0.62
	0.19
	9.50E-04
	-0.42
	0.12
	5.90E-04
	-0.85
	0.16
	5.70E-08

	cg18500988
	4
	NA
	0.82
	0.2
	5.40E-05
	1.29
	0.27
	1.90E-06
	0.58
	0.14
	5.70E-05
	0.73
	0.18
	4.20E-05
	0.66
	0.12
	1.90E-08
	0.9
	0.15
	1.50E-09

	cg27577928
	4
	NA
	0.81
	0.2
	7.70E-05
	1.31
	0.27
	1.60E-06
	0.47
	0.13
	1.70E-04
	0.61
	0.16
	1.00E-04
	0.57
	0.11
	1.40E-07
	0.79
	0.14
	8.20E-09

	cg04264638
	4
	CLOCK
	0.97
	0.24
	6.30E-05
	1.51
	0.32
	3.20E-06
	0.72
	0.18
	7.70E-05
	0.85
	0.21
	7.40E-05
	0.81
	0.15
	2.60E-08
	1.05
	0.18
	4.20E-09

	cg13084458
	4
	INTU
	1.15
	0.22
	9.50E-08
	1.48
	0.26
	7.50E-09
	0.44
	0.15
	2.90E-03
	0.48
	0.17
	5.40E-03
	0.67
	0.12
	4.30E-08
	0.79
	0.14
	3.30E-08

	cg06690548
	4
	SLC7A11
	-0.68
	0.17
	7.70E-05
	-0.8
	0.19
	1.60E-05
	-0.61
	0.1
	1.90E-09
	-0.68
	0.11
	2.20E-10
	-0.63
	0.09
	6.90E-13
	-0.71
	0.09
	2.00E-14

	cg01300684
	4
	SCOC
	-0.57
	0.21
	7.60E-03
	-1.47
	0.3
	1.00E-06
	-0.36
	0.14
	1.20E-02
	-0.72
	0.18
	7.90E-05
	-0.42
	0.12
	3.60E-04
	-0.93
	0.16
	3.30E-09

	cg24968721
	4
	SFRP2
	1.03
	0.21
	5.60E-07
	1.02
	0.21
	9.20E-07
	0.59
	0.14
	1.90E-05
	0.64
	0.14
	6.90E-06
	0.72
	0.11
	2.40E-10
	0.76
	0.12
	9.00E-11

	cg15442888
	4
	NA
	-0.42
	0.16
	9.70E-03
	-1.18
	0.24
	9.70E-07
	-0.27
	0.11
	1.10E-02
	-0.5
	0.13
	1.60E-04
	-0.31
	0.09
	4.10E-04
	-0.66
	0.12
	1.40E-08

	cg02846963
	4
	NA
	-0.55
	0.19
	3.60E-03
	-1.34
	0.26
	2.80E-07
	-0.42
	0.12
	6.30E-04
	-0.73
	0.16
	2.60E-06
	-0.46
	0.1
	8.50E-06
	-0.89
	0.13
	2.60E-11

	cg08215255
	5
	NA
	-0.47
	0.19
	1.10E-02
	-1.43
	0.28
	3.30E-07
	-0.32
	0.11
	4.60E-03
	-0.65
	0.15
	1.10E-05
	-0.36
	0.1
	1.90E-04
	-0.82
	0.13
	3.60E-10

	cg09047573
	5
	NME5
	0.95
	0.22
	2.30E-05
	1.31
	0.27
	9.80E-07
	0.66
	0.16
	2.30E-05
	0.78
	0.19
	2.30E-05
	0.75
	0.13
	3.80E-09
	0.95
	0.15
	3.80E-10

	cg12153755
	5
	ARAP3
	0.91
	0.2
	5.90E-06
	0.93
	0.21
	6.10E-06
	0.67
	0.17
	7.20E-05
	0.78
	0.18
	1.60E-05
	0.77
	0.13
	2.60E-09
	0.85
	0.14
	4.80E-10

	cg15674825
	5
	MYOZ3
	1.09
	0.24
	3.40E-06
	1.63
	0.29
	2.10E-08
	0.61
	0.17
	2.60E-04
	0.75
	0.2
	1.70E-04
	0.77
	0.14
	1.50E-08
	1.04
	0.17
	3.70E-10

	cg03717755
	6
	MYLIP
	0.81
	0.19
	1.50E-05
	1.02
	0.22
	2.50E-06
	0.7
	0.14
	8.30E-07
	0.83
	0.16
	4.30E-07
	0.74
	0.11
	5.90E-11
	0.9
	0.13
	6.40E-12

	cg13597051
	6
	DDAH2
	1.6
	0.3
	7.50E-08
	1.6
	0.3
	1.00E-07
	0.63
	0.2
	2.20E-03
	0.7
	0.21
	1.00E-03
	0.94
	0.17
	2.60E-08
	1
	0.17
	8.80E-09

	cg16599983
	6
	NOTCH4
	-0.66
	0.19
	5.00E-04
	-1.35
	0.25
	5.70E-08
	-0.36
	0.15
	1.30E-02
	-0.65
	0.18
	4.60E-04
	-0.47
	0.12
	4.50E-05
	-0.9
	0.15
	1.40E-09

	cg23893346
	6
	NOTCH4
	-0.4
	0.19
	3.10E-02
	-1.44
	0.3
	1.10E-06
	-0.24
	0.12
	3.50E-02
	-0.61
	0.16
	1.80E-04
	-0.29
	0.1
	3.40E-03
	-0.81
	0.14
	1.70E-08

	cg04797846
	6
	BTNL2
	-0.53
	0.18
	4.20E-03
	-1.18
	0.25
	2.30E-06
	-0.32
	0.12
	7.50E-03
	-0.6
	0.16
	1.10E-04
	-0.38
	0.1
	1.40E-04
	-0.76
	0.13
	7.50E-09

	cg09132634
	6
	HLA-DOA
	-0.44
	0.16
	7.40E-03
	-0.94
	0.21
	8.10E-06
	-0.23
	0.12
	4.40E-02
	-0.5
	0.15
	9.30E-04
	-0.3
	0.09
	1.40E-03
	-0.65
	0.12
	1.20E-07

	cg09572125
	6
	SYNGAP1
	1.39
	0.29
	1.30E-06
	1.39
	0.29
	2.30E-06
	0.96
	0.19
	8.10E-07
	0.99
	0.2
	4.80E-07
	1.1
	0.16
	1.00E-11
	1.11
	0.16
	9.70E-12

	cg20118717
	6
	SYNGAP1
	1.09
	0.26
	3.90E-05
	1.88
	0.37
	4.90E-07
	0.66
	0.18
	2.00E-04
	0.92
	0.23
	4.70E-05
	0.79
	0.15
	7.50E-08
	1.17
	0.19
	1.20E-09

	cg08666707
	6
	NA
	-0.5
	0.18
	5.10E-03
	-1.07
	0.22
	1.20E-06
	-0.25
	0.12
	3.00E-02
	-0.5
	0.15
	6.20E-04
	-0.32
	0.1
	8.30E-04
	-0.67
	0.12
	3.20E-08

	cg18862566
	6
	RUNX2
	0.93
	0.21
	1.00E-05
	1.21
	0.25
	1.50E-06
	0.52
	0.14
	2.30E-04
	0.59
	0.16
	2.20E-04
	0.64
	0.12
	3.70E-08
	0.77
	0.13
	1.30E-08

	cg15835542
	6
	NA
	1.08
	0.24
	7.30E-06
	1.38
	0.28
	8.40E-07
	0.62
	0.15
	3.70E-05
	0.71
	0.17
	2.70E-05
	0.75
	0.13
	4.20E-09
	0.89
	0.15
	8.10E-10

	cg07800670
	6
	DST
	-0.59
	0.2
	3.20E-03
	-1.41
	0.3
	2.40E-06
	-0.34
	0.14
	1.80E-02
	-0.65
	0.18
	3.30E-04
	-0.43
	0.12
	2.70E-04
	-0.86
	0.16
	3.50E-08

	cg13010621
	6
	NA
	-0.34
	0.18
	5.30E-02
	-1.29
	0.29
	6.90E-06
	-0.36
	0.12
	1.60E-03
	-0.71
	0.15
	1.50E-06
	-0.36
	0.1
	2.20E-04
	-0.83
	0.13
	2.40E-10

	cg17478979
	6
	ZC3H12D
	1.11
	0.24
	4.00E-06
	1.1
	0.24
	6.30E-06
	0.66
	0.18
	2.60E-04
	0.66
	0.18
	2.50E-04
	0.82
	0.14
	1.30E-08
	0.82
	0.15
	1.80E-08

	cg23647610
	7
	NA
	-0.74
	0.14
	2.80E-07
	-0.83
	0.15
	2.40E-08
	-0.27
	0.11
	1.50E-02
	-0.33
	0.12
	5.10E-03
	-0.44
	0.09
	4.50E-07
	-0.52
	0.09
	1.50E-08

	cg09956615
	7
	TTYH3
	0.96
	0.22
	1.10E-05
	1.18
	0.25
	2.70E-06
	0.64
	0.16
	6.20E-05
	0.7
	0.17
	6.30E-05
	0.75
	0.13
	5.80E-09
	0.85
	0.14
	2.60E-09

	cg13290371
	7
	FBXL18
	0.97
	0.23
	2.40E-05
	1.4
	0.29
	2.00E-06
	0.63
	0.17
	2.10E-04
	0.75
	0.2
	2.00E-04
	0.75
	0.14
	4.10E-08
	0.95
	0.17
	8.80E-09

	cg03310939
	7
	CUX1
	1.01
	0.24
	1.60E-05
	1.38
	0.28
	7.80E-07
	0.66
	0.16
	3.10E-05
	0.76
	0.18
	1.90E-05
	0.77
	0.13
	4.60E-09
	0.94
	0.15
	4.00E-10

	cg15857470
	7
	SRPK2
	-0.83
	0.23
	3.50E-04
	-1.27
	0.27
	2.80E-06
	-0.59
	0.15
	6.40E-05
	-0.79
	0.17
	1.70E-06
	-0.66
	0.12
	1.20E-07
	-0.92
	0.14
	7.00E-11

	cg12976145
	7
	CTTNBP2
	-0.48
	0.2
	1.70E-02
	-1.16
	0.26
	7.00E-06
	-0.3
	0.12
	1.40E-02
	-0.62
	0.16
	8.20E-05
	-0.35
	0.1
	8.50E-04
	-0.76
	0.13
	1.20E-08

	cg14286682
	9
	TPD52L3
	-0.58
	0.21
	5.60E-03
	-1.29
	0.29
	7.40E-06
	-0.35
	0.13
	5.90E-03
	-0.65
	0.16
	6.50E-05
	-0.41
	0.11
	1.50E-04
	-0.8
	0.14
	1.40E-08

	cg13840239
	9
	NA
	-0.57
	0.19
	2.40E-03
	-1.24
	0.26
	3.00E-06
	-0.48
	0.13
	1.40E-04
	-0.73
	0.15
	1.10E-06
	-0.5
	0.1
	1.20E-06
	-0.85
	0.13
	6.00E-11

	cg00134210
	10
	FAM107B
	-0.51
	0.17
	3.80E-03
	-0.95
	0.22
	9.90E-06
	-0.51
	0.11
	9.80E-06
	-0.76
	0.13
	1.40E-08
	-0.51
	0.1
	1.30E-07
	-0.81
	0.11
	8.60E-13

	cg25104397
	10
	C10orf26
	1.05
	0.24
	1.50E-05
	1.54
	0.3
	3.50E-07
	0.85
	0.17
	1.10E-06
	1.06
	0.21
	4.00E-07
	0.92
	0.14
	8.70E-11
	1.21
	0.17
	1.60E-12

	cg04726013
	10
	LHPP
	0.87
	0.21
	3.00E-05
	1.14
	0.25
	4.90E-06
	0.55
	0.15
	2.60E-04
	0.62
	0.17
	3.00E-04
	0.66
	0.12
	6.40E-08
	0.79
	0.14
	2.50E-08

	cg02743674
	11
	TRPM5
	-0.37
	0.21
	7.50E-02
	-1.58
	0.35
	6.10E-06
	-0.35
	0.14
	1.00E-02
	-1.03
	0.21
	5.30E-07
	-0.36
	0.11
	1.80E-03
	-1.18
	0.18
	3.70E-11

	cg19936757
	11
	NA
	-0.46
	0.21
	2.70E-02
	-1.33
	0.29
	4.80E-06
	-0.29
	0.12
	1.60E-02
	-0.63
	0.16
	1.20E-04
	-0.33
	0.1
	1.40E-03
	-0.8
	0.14
	2.30E-08

	cg11986385
	11
	NAV2
	-0.52
	0.2
	8.40E-03
	-1.37
	0.29
	3.30E-06
	-0.34
	0.12
	6.20E-03
	-0.66
	0.16
	3.10E-05
	-0.39
	0.11
	2.00E-04
	-0.82
	0.14
	4.40E-09

	cg17526229
	11
	NA
	0.78
	0.19
	3.40E-05
	1.08
	0.24
	5.30E-06
	0.6
	0.14
	1.40E-05
	0.71
	0.16
	9.30E-06
	0.66
	0.11
	2.70E-09
	0.83
	0.13
	4.90E-10

	cg06734985
	11
	NA
	-0.55
	0.17
	1.60E-03
	-0.99
	0.22
	7.70E-06
	-0.49
	0.11
	1.40E-05
	-0.68
	0.13
	1.20E-07
	-0.51
	0.09
	8.10E-08
	-0.75
	0.11
	8.60E-12

	cg26980692
	11
	SLC15A3
	0.82
	0.2
	4.50E-05
	1.11
	0.25
	7.00E-06
	0.59
	0.15
	8.70E-05
	0.67
	0.17
	1.20E-04
	0.67
	0.12
	2.30E-08
	0.81
	0.14
	1.00E-08

	cg26661640
	11
	NRXN2
	-0.53
	0.22
	1.70E-02
	-1.46
	0.31
	2.00E-06
	-0.33
	0.15
	3.10E-02
	-0.78
	0.21
	1.70E-04
	-0.39
	0.13
	1.80E-03
	-1
	0.17
	7.40E-09

	cg00574958
	11
	CPT1A
	-0.51
	0.18
	4.90E-03
	-0.98
	0.22
	8.90E-06
	-0.98
	0.1
	1.90E-21
	-1.4
	0.12
	4.80E-30
	-0.87
	0.09
	0.00E+00
	-1.3
	0.11
	0.00E+00

	cg19574327
	11
	NA
	-0.43
	0.19
	1.90E-02
	-1.27
	0.27
	3.50E-06
	-0.31
	0.13
	1.30E-02
	-0.58
	0.16
	3.00E-04
	-0.35
	0.1
	7.60E-04
	-0.75
	0.14
	4.60E-08

	cg02008402
	11
	FLJ32810
	-0.56
	0.18
	2.30E-03
	-1.35
	0.26
	3.50E-07
	-0.43
	0.12
	2.70E-04
	-0.75
	0.15
	3.90E-07
	-0.47
	0.1
	2.50E-06
	-0.89
	0.13
	4.80E-12

	cg12978214
	11
	NCAM1
	-0.51
	0.18
	5.00E-03
	-1.08
	0.23
	4.30E-06
	-0.25
	0.11
	2.70E-02
	-0.51
	0.15
	4.90E-04
	-0.32
	0.1
	7.70E-04
	-0.67
	0.12
	6.80E-08

	cg07217499
	12
	CACNA1C
	-0.44
	0.17
	8.40E-03
	-1.1
	0.22
	4.60E-07
	-0.4
	0.11
	3.00E-04
	-0.66
	0.13
	7.50E-07
	-0.41
	0.09
	7.90E-06
	-0.78
	0.11
	7.10E-12

	cg09689944
	12
	SUOX
	0.95
	0.2
	3.20E-06
	1.3
	0.26
	3.80E-07
	0.5
	0.14
	6.00E-04
	0.59
	0.17
	5.10E-04
	0.65
	0.12
	3.90E-08
	0.8
	0.14
	1.20E-08

	cg08693490
	12
	NA
	0.94
	0.23
	5.80E-05
	1.31
	0.29
	6.40E-06
	0.74
	0.18
	2.80E-05
	0.86
	0.2
	1.90E-05
	0.81
	0.14
	8.20E-09
	1
	0.16
	1.20E-09

	cg08120831
	12
	LRRC43
	1.04
	0.25
	3.50E-05
	1.66
	0.34
	9.50E-07
	0.6
	0.18
	8.10E-04
	0.73
	0.22
	7.20E-04
	0.74
	0.14
	2.90E-07
	1
	0.18
	4.10E-08

	cg21390682
	13
	MCF2L
	-0.52
	0.17
	2.30E-03
	-1.03
	0.21
	1.20E-06
	-0.28
	0.11
	1.20E-02
	-0.51
	0.14
	1.90E-04
	-0.35
	0.09
	1.60E-04
	-0.66
	0.11
	8.10E-09

	cg03508235
	14
	JUB
	-0.45
	0.19
	1.50E-02
	-1.27
	0.26
	1.00E-06
	-0.29
	0.11
	7.50E-03
	-0.55
	0.13
	3.90E-05
	-0.33
	0.09
	4.20E-04
	-0.7
	0.12
	3.70E-09

	cg12917475
	14
	BCL2L2
	0.89
	0.21
	2.70E-05
	1.17
	0.25
	4.40E-06
	0.54
	0.16
	7.80E-04
	0.62
	0.19
	8.50E-04
	0.67
	0.13
	1.90E-07
	0.81
	0.15
	6.50E-08

	cg00808648
	14
	PACS2
	1.05
	0.27
	7.60E-05
	1.62
	0.34
	2.50E-06
	0.78
	0.18
	2.60E-05
	0.93
	0.21
	1.20E-05
	0.86
	0.15
	1.10E-08
	1.12
	0.18
	5.80E-10

	cg15159104
	15
	MAP1A
	0.96
	0.21
	7.50E-06
	1.64
	0.3
	5.00E-08
	0.73
	0.15
	1.90E-06
	0.99
	0.19
	2.70E-07
	0.81
	0.12
	9.00E-11
	1.18
	0.16
	3.50E-13

	cg24340572
	15
	NA
	1
	0.21
	2.90E-06
	1.45
	0.28
	2.70E-07
	0.59
	0.16
	3.40E-04
	0.73
	0.2
	3.00E-04
	0.74
	0.13
	1.30E-08
	0.97
	0.16
	2.90E-09

	cg16003913
	16
	MPG
	0.84
	0.22
	9.50E-05
	1.65
	0.32
	1.80E-07
	0.52
	0.17
	1.60E-03
	0.8
	0.24
	1.00E-03
	0.64
	0.13
	1.10E-06
	1.11
	0.19
	7.60E-09

	cg01352090
	16
	ADCY9
	1
	0.24
	4.10E-05
	1.53
	0.32
	1.60E-06
	0.57
	0.18
	1.20E-03
	0.68
	0.22
	1.70E-03
	0.72
	0.14
	5.10E-07
	0.94
	0.18
	1.20E-07

	cg08877257
	16
	MAZ
	-0.52
	0.22
	1.50E-02
	-1.32
	0.29
	4.40E-06
	-0.38
	0.14
	4.80E-03
	-0.74
	0.17
	1.90E-05
	-0.42
	0.11
	2.40E-04
	-0.89
	0.15
	1.60E-09

	cg01172150
	16
	NA
	0.87
	0.21
	3.80E-05
	1.17
	0.26
	4.70E-06
	0.74
	0.16
	4.70E-06
	0.88
	0.19
	2.40E-06
	0.79
	0.13
	8.30E-10
	0.98
	0.15
	7.80E-11

	cg02426464
	17
	SLC43A2
	-0.46
	0.19
	1.70E-02
	-1.27
	0.26
	1.20E-06
	-0.29
	0.13
	2.70E-02
	-0.64
	0.17
	1.60E-04
	-0.34
	0.11
	1.50E-03
	-0.82
	0.14
	6.30E-09

	cg16611352
	17
	P2RX1
	0.85
	0.21
	3.40E-05
	1.19
	0.26
	3.70E-06
	0.54
	0.15
	3.00E-04
	0.64
	0.18
	3.70E-04
	0.65
	0.12
	8.20E-08
	0.82
	0.15
	2.50E-08

	cg11024682
	17
	SREBF1
	0.72
	0.17
	1.60E-05
	1.19
	0.25
	2.00E-06
	0.84
	0.11
	3.30E-15
	1.15
	0.13
	5.00E-19
	0.8
	0.09
	0.00E+00
	1.16
	0.11
	0.00E+00

	cg24457403
	17
	KRT16
	-0.62
	0.23
	5.60E-03
	-1.73
	0.34
	4.10E-07
	-0.34
	0.15
	2.40E-02
	-0.76
	0.2
	1.90E-04
	-0.43
	0.13
	6.40E-04
	-1.01
	0.17
	6.50E-09

	cg26766064
	17
	MIR657;AATK;MIR338
	-0.48
	0.2
	1.80E-02
	-1.3
	0.29
	7.40E-06
	-0.41
	0.14
	3.20E-03
	-0.85
	0.2
	1.50E-05
	-0.43
	0.12
	1.60E-04
	-0.99
	0.16
	1.00E-09

	cg24824917
	19
	NA
	0.79
	0.19
	2.80E-05
	1.01
	0.23
	9.10E-06
	0.43
	0.13
	8.40E-04
	0.52
	0.15
	4.90E-04
	0.54
	0.11
	3.10E-07
	0.67
	0.12
	9.00E-08

	cg01581222
	19
	C19orf38
	0.96
	0.25
	1.00E-04
	1.43
	0.31
	6.00E-06
	0.77
	0.17
	5.70E-06
	0.93
	0.2
	2.70E-06
	0.83
	0.14
	2.80E-09
	1.07
	0.17
	1.80E-10

	cg24679890
	19
	MYO9B
	1.15
	0.22
	2.10E-07
	1.16
	0.23
	2.90E-07
	0.65
	0.16
	3.20E-05
	0.72
	0.16
	9.90E-06
	0.82
	0.13
	1.60E-10
	0.87
	0.13
	4.80E-11

	cg20981127
	19
	NR2F6
	0.92
	0.2
	3.30E-06
	1.16
	0.23
	6.50E-07
	0.53
	0.16
	7.10E-04
	0.61
	0.18
	9.30E-04
	0.68
	0.12
	3.20E-08
	0.82
	0.14
	1.30E-08

	cg22304262
	19
	SLC1A5
	-0.64
	0.17
	1.50E-04
	-0.95
	0.19
	5.30E-07
	-0.48
	0.11
	2.30E-05
	-0.64
	0.12
	2.70E-07
	-0.53
	0.09
	1.80E-08
	-0.74
	0.1
	1.80E-12

	cg00916899
	20
	MANBAL
	1.06
	0.22
	1.50E-06
	1.35
	0.26
	2.60E-07
	0.74
	0.16
	4.30E-06
	0.92
	0.19
	1.60E-06
	0.86
	0.13
	5.70E-11
	1.07
	0.15
	4.80E-12

	cg07950000
	21
	GRIK1
	0.81
	0.2
	4.10E-05
	1.17
	0.24
	1.90E-06
	0.54
	0.15
	2.20E-04
	0.67
	0.18
	1.90E-04
	0.63
	0.12
	6.40E-08
	0.84
	0.14
	5.70E-09

	cg06500161
	21
	ABCG1
	0.68
	0.16
	3.10E-05
	1.07
	0.22
	1.30E-06
	1.08
	0.11
	3.90E-24
	1.48
	0.13
	3.20E-31
	0.97
	0.09
	0.00E+00
	1.38
	0.11
	0.00E+00


Model 1was adjusted for sex, age, smoking exposure and estimated cell count; model 2 was additionally adjusted for surrogate variables.
Supplementary Table 4: Association of selected CpGs with waist in all the phases of the study.
	Waist

	Features
	REGICOR
	Framingham Offspring Study
	Meta-analysis (REGICOR + Framingham Offspring Study)

	
	Model 1
	Model 2
	Model 1
	Model 2
	Model 1
	Model 2

	CpG
	Coef
	SE
	Pval
	Coef
	SE
	Pval
	Coef
	SE
	Pval
	Coef
	SE
	Pval
	Coef
	SE
	Pval
	Coef
	SE
	Pval

	cg17822325
	1.7
	0.4
	9.00E-06
	1.9
	0.4
	5.50E-06
	1
	0.3
	1.10E-03
	1.1
	0.3
	2.20E-03
	1.3
	0.2
	1.10E-07
	1.4
	0.3
	1.30E-07

	cg15997518
	-1.5
	0.5
	3.30E-03
	-2
	0.5
	1.90E-04
	-1.2
	0.4
	1.00E-03
	-1.6
	0.4
	7.20E-05
	-1.3
	0.3
	1.10E-05
	-1.7
	0.3
	6.50E-08

	cg12593793
	-1.5
	0.5
	6.90E-03
	-3.3
	0.7
	1.60E-06
	-1.9
	0.4
	1.00E-07
	-3.2
	0.4
	3.20E-13
	-1.8
	0.3
	3.10E-09
	-3.2
	0.4
	0.00E+00

	cg00585790
	2.4
	0.7
	3.00E-04
	2.9
	0.8
	3.00E-04
	2.2
	0.5
	3.10E-06
	2.5
	0.5
	4.70E-06
	2.3
	0.4
	3.60E-09
	2.6
	0.5
	6.10E-09

	cg05918312
	-1.1
	0.6
	5.30E-02
	-2.7
	0.8
	3.40E-04
	-1.2
	0.4
	1.40E-03
	-1.9
	0.4
	1.20E-05
	-1.2
	0.3
	1.90E-04
	-2.1
	0.4
	2.30E-08

	cg20034202
	1.7
	0.6
	2.80E-03
	2
	0.7
	2.40E-03
	1.8
	0.4
	7.50E-06
	2.2
	0.5
	4.50E-06
	1.7
	0.3
	7.40E-08
	2.1
	0.4
	3.90E-08

	cg00171092
	-1.2
	0.6
	4.90E-02
	-2.7
	0.7
	2.20E-04
	-1.5
	0.4
	1.10E-04
	-2.3
	0.5
	5.10E-07
	-1.4
	0.3
	1.70E-05
	-2.4
	0.4
	5.00E-10

	cg13180098
	-1.4
	0.6
	1.70E-02
	-3.5
	0.8
	4.10E-05
	-1.3
	0.4
	1.20E-03
	-2.1
	0.5
	8.40E-06
	-1.3
	0.3
	5.80E-05
	-2.4
	0.4
	3.80E-09

	cg10094443
	2.2
	0.6
	5.40E-04
	2.7
	0.8
	4.60E-04
	1.8
	0.4
	3.20E-05
	2.2
	0.5
	5.50E-05
	1.9
	0.4
	7.10E-08
	2.3
	0.4
	1.00E-07

	cg06690548
	-1.8
	0.5
	1.10E-04
	-2.1
	0.5
	7.70E-06
	-2
	0.3
	1.30E-13
	-2.2
	0.3
	2.20E-15
	-1.9
	0.2
	0.00E+00
	-2.2
	0.2
	0.00E+00

	cg01300684
	-1.3
	0.6
	2.60E-02
	-3.8
	0.9
	1.70E-05
	-1.1
	0.4
	5.50E-03
	-2.2
	0.5
	2.20E-05
	-1.2
	0.3
	3.80E-04
	-2.6
	0.5
	5.70E-09

	cg24968721
	2.5
	0.6
	1.00E-05
	2.3
	0.6
	5.00E-05
	1.5
	0.4
	3.90E-05
	1.6
	0.4
	2.40E-05
	1.8
	0.3
	4.20E-09
	1.8
	0.3
	7.60E-09

	cg02846963
	-1.1
	0.5
	4.00E-02
	-2.8
	0.7
	2.80E-05
	-1.1
	0.4
	1.50E-03
	-2
	0.4
	6.60E-06
	-1.1
	0.3
	1.60E-04
	-2.2
	0.4
	1.40E-09

	cg08215255
	-0.8
	0.5
	1.40E-01
	-3
	0.8
	7.90E-05
	-0.8
	0.3
	1.40E-02
	-1.7
	0.4
	7.90E-05
	-0.8
	0.3
	4.20E-03
	-2
	0.4
	8.10E-08

	cg15674825
	2.7
	0.7
	6.00E-05
	3.6
	0.8
	8.80E-06
	1.8
	0.5
	1.60E-04
	2.1
	0.6
	3.00E-04
	2.1
	0.4
	7.20E-08
	2.6
	0.5
	3.10E-08

	cg03717755
	2.2
	0.5
	1.40E-05
	2.7
	0.6
	2.20E-06
	2
	0.4
	3.10E-07
	2.4
	0.5
	2.70E-07
	2.1
	0.3
	2.10E-11
	2.5
	0.4
	2.90E-12

	cg04797846
	-0.9
	0.5
	8.50E-02
	-2.4
	0.7
	6.30E-04
	-1
	0.3
	3.10E-03
	-1.9
	0.4
	1.20E-05
	-1
	0.3
	6.40E-04
	-2
	0.4
	3.30E-08

	cg09572125
	2.4
	0.8
	3.00E-03
	2.3
	0.8
	5.50E-03
	2.9
	0.5
	9.60E-08
	2.9
	0.5
	1.00E-07
	2.7
	0.4
	1.20E-09
	2.7
	0.5
	2.30E-09

	cg20118717
	2.6
	0.8
	7.50E-04
	3.9
	1
	4.90E-05
	2
	0.5
	7.50E-05
	2.7
	0.6
	2.90E-05
	2.1
	0.4
	2.60E-07
	3.1
	0.5
	9.60E-09

	cg15835542
	2.1
	0.6
	9.10E-04
	2.5
	0.8
	1.20E-03
	1.8
	0.4
	3.00E-05
	1.9
	0.5
	6.90E-05
	1.9
	0.4
	1.10E-07
	2.1
	0.4
	3.50E-07

	cg13010621
	-0.7
	0.5
	1.80E-01
	-3
	0.8
	1.40E-04
	-1.1
	0.3
	4.50E-04
	-2.2
	0.4
	8.70E-08
	-1
	0.3
	2.30E-04
	-2.4
	0.4
	7.60E-11

	cg09956615
	2.2
	0.7
	7.00E-04
	2.5
	0.8
	1.00E-03
	1.9
	0.4
	1.70E-05
	2
	0.5
	3.20E-05
	2
	0.4
	4.70E-08
	2.1
	0.4
	1.30E-07

	cg15857470
	-1.7
	0.6
	7.00E-03
	-2.6
	0.8
	1.20E-03
	-1.6
	0.4
	1.60E-04
	-2.2
	0.5
	5.10E-06
	-1.6
	0.4
	3.60E-06
	-2.3
	0.4
	2.60E-08

	cg13840239
	-1
	0.5
	5.60E-02
	-2.5
	0.7
	7.40E-04
	-1.4
	0.4
	8.20E-05
	-2.2
	0.4
	3.40E-07
	-1.3
	0.3
	1.50E-05
	-2.3
	0.4
	1.00E-09

	cg00134210
	-0.8
	0.5
	1.20E-01
	-1.8
	0.6
	4.50E-03
	-1.4
	0.3
	2.20E-05
	-2.2
	0.4
	1.50E-08
	-1.2
	0.3
	1.10E-05
	-2.1
	0.3
	2.80E-10

	cg25104397
	2.4
	0.7
	6.30E-04
	3.2
	0.8
	1.10E-04
	2.4
	0.5
	3.70E-07
	3
	0.6
	4.70E-07
	2.4
	0.4
	8.90E-10
	3.1
	0.5
	2.20E-10

	cg02743674
	-0.9
	0.6
	1.40E-01
	-4.2
	0.9
	3.10E-06
	-0.9
	0.4
	1.70E-02
	-2.8
	0.6
	1.60E-06
	-0.9
	0.3
	5.20E-03
	-3.2
	0.5
	5.20E-11

	cg19936757
	-0.9
	0.6
	9.10E-02
	-3.2
	0.8
	4.60E-05
	-0.9
	0.3
	7.10E-03
	-2
	0.5
	2.40E-05
	-0.9
	0.3
	1.50E-03
	-2.3
	0.4
	1.10E-08

	cg17526229
	2.1
	0.5
	7.70E-05
	2.6
	0.7
	6.80E-05
	1.8
	0.4
	5.30E-06
	2.1
	0.5
	1.00E-05
	1.9
	0.3
	1.90E-09
	2.3
	0.4
	3.40E-09

	cg06734985
	-0.8
	0.5
	8.10E-02
	-1.8
	0.6
	2.00E-03
	-1.5
	0.3
	1.50E-06
	-2
	0.3
	3.40E-09
	-1.3
	0.3
	6.40E-07
	-2
	0.3
	2.80E-11

	cg26661640
	-1
	0.6
	1.20E-01
	-3.2
	0.9
	5.00E-04
	-1
	0.4
	1.80E-02
	-2.4
	0.6
	4.00E-05
	-1
	0.4
	4.60E-03
	-2.6
	0.5
	1.00E-07

	cg00574958
	-1.5
	0.5
	7.80E-04
	-3
	0.6
	6.60E-08
	-2.9
	0.3
	5.70E-23
	-4.2
	0.3
	1.10E-34
	-2.5
	0.2
	0.00E+00
	-3.9
	0.3
	0.00E+00

	cg02008402
	-1.1
	0.5
	2.90E-02
	-2.9
	0.7
	3.50E-05
	-1
	0.3
	2.10E-03
	-1.8
	0.4
	9.50E-06
	-1.1
	0.3
	1.60E-04
	-2.1
	0.4
	3.40E-09

	cg07217499
	-0.9
	0.5
	6.80E-02
	-2.5
	0.6
	2.30E-05
	-1.1
	0.3
	2.70E-04
	-1.9
	0.4
	5.80E-07
	-1.1
	0.3
	5.10E-05
	-2.1
	0.3
	8.20E-11

	cg03508235
	-1
	0.5
	6.10E-02
	-2.9
	0.7
	5.50E-05
	-0.8
	0.3
	9.80E-03
	-1.5
	0.4
	5.60E-05
	-0.8
	0.3
	1.50E-03
	-1.8
	0.3
	4.90E-08

	cg00808648
	2.1
	0.8
	9.30E-03
	2.3
	1
	1.90E-02
	2.4
	0.5
	2.60E-06
	2.8
	0.6
	3.20E-06
	2.3
	0.4
	8.20E-08
	2.7
	0.5
	2.00E-07

	cg15159104
	2.2
	0.6
	4.00E-04
	3.3
	0.8
	6.00E-05
	2.2
	0.4
	4.80E-07
	2.9
	0.6
	3.10E-07
	2.2
	0.4
	7.50E-10
	3
	0.5
	8.80E-11

	cg24340572
	2
	0.6
	1.10E-03
	2.5
	0.7
	6.90E-04
	1.9
	0.5
	2.60E-05
	2.3
	0.6
	4.60E-05
	1.9
	0.4
	1.00E-07
	2.4
	0.5
	1.20E-07

	cg16003913
	2
	0.6
	1.90E-03
	3.3
	0.9
	2.30E-04
	1.8
	0.4
	5.30E-05
	2.7
	0.6
	1.30E-05
	1.9
	0.4
	3.50E-07
	2.9
	0.5
	1.30E-08

	cg01172150
	1.8
	0.6
	3.70E-03
	2.1
	0.7
	4.60E-03
	2.1
	0.5
	4.10E-06
	2.4
	0.5
	6.20E-06
	2
	0.4
	5.50E-08
	2.3
	0.4
	1.00E-07

	cg11024682
	1.9
	0.4
	3.40E-05
	2.9
	0.6
	6.00E-06
	2.5
	0.3
	1.80E-16
	3.4
	0.4
	2.80E-19
	2.3
	0.2
	0.00E+00
	3.2
	0.3
	0.00E+00

	cg26766064
	-0.9
	0.6
	1.10E-01
	-2.9
	0.8
	6.70E-04
	-1.1
	0.4
	5.30E-03
	-2.3
	0.5
	8.00E-06
	-1
	0.3
	1.40E-03
	-2.4
	0.4
	2.40E-08

	cg01581222
	1.9
	0.7
	8.30E-03
	2.4
	0.9
	7.90E-03
	2.3
	0.5
	3.10E-07
	2.7
	0.5
	5.30E-07
	2.2
	0.4
	9.30E-09
	2.6
	0.5
	1.40E-08

	cg24679890
	2.3
	0.6
	3.70E-04
	2.2
	0.7
	8.70E-04
	1.8
	0.4
	2.60E-05
	2
	0.5
	1.80E-05
	2
	0.4
	4.20E-08
	2
	0.4
	6.00E-08

	cg20981127
	2.3
	0.6
	2.40E-05
	2.7
	0.7
	4.30E-05
	1.6
	0.4
	1.60E-04
	1.8
	0.5
	3.70E-04
	1.9
	0.3
	2.60E-08
	2.1
	0.4
	1.10E-07

	cg22304262
	-1.6
	0.5
	8.60E-04
	-2.4
	0.5
	7.10E-06
	-1.5
	0.3
	2.10E-06
	-2
	0.3
	4.40E-09
	-1.5
	0.3
	6.70E-09
	-2.1
	0.3
	1.80E-13

	cg00916899
	2.3
	0.7
	4.00E-04
	2.6
	0.8
	4.70E-04
	2.1
	0.5
	2.80E-06
	2.5
	0.5
	2.60E-06
	2.2
	0.4
	4.40E-09
	2.6
	0.4
	4.80E-09

	cg07950000
	2.1
	0.6
	7.30E-04
	2.8
	0.7
	2.10E-04
	1.6
	0.4
	4.50E-05
	2
	0.5
	6.70E-05
	1.7
	0.3
	1.50E-07
	2.2
	0.4
	7.60E-08

	cg06500161
	1.9
	0.4
	1.90E-05
	2.8
	0.6
	2.40E-06
	3.1
	0.3
	5.10E-26
	4.3
	0.4
	6.10E-33
	2.7
	0.2
	0.00E+00
	3.9
	0.3
	0.00E+00


Model 1was adjusted for sex, age, smoking exposure and estimated cell count; model 2 was adjusted for sex, age, smoking exposure, estimated cell count and surrogate variables.






Supplementary Table 5: BMI (A) and waist (B) variability explained for each CpGs in REGICOR and Framingham Offspring study.
	A) BMI

	CpG
	REGICOR
	Framingham Offspring Study

	
	% variability
	% variability

	cg06500161
	2.84
	4.29

	cg06690548
	2.83
	1.27

	cg11024682
	2.58
	1.45

	cg23647610
	2.39
	0.01

	cg13084458
	2.11
	0.01

	cg22304262
	1.97
	0.17

	cg06734985
	1.72
	0.11

	cg09689944
	1.65
	0.11

	cg03717755
	1.61
	0.60

	cg15835542
	1.53
	0.05

	cg24968721
	1.51
	0.06

	cg17822325
	1.51
	0.88

	cg08666707
	1.48
	0.01

	cg20981127
	1.44
	0.02

	cg16721489
	1.42
	0.00

	cg00134210
	1.42
	0.32

	cg00574958
	1.38
	2.88

	cg02008402
	1.37
	0.16

	cg00916899
	1.35
	0.12

	cg07217499
	1.28
	0.05

	cg18862566
	1.27
	0.03

	cg24824917
	1.25
	0.03

	cg00234616
	1.21
	0.02

	cg17526229
	1.19
	0.08

	cg12978214
	1.18
	0.00

	cg11986385
	1.17
	0.00

	cg17478979
	1.17
	0.05

	cg12153755
	1.17
	0.09

	cg07950000
	1.16
	0.00

	cg26980692
	1.14
	0.06

	cg13840239
	1.14
	0.02

	cg09132634
	1.12
	0.03

	cg03508235
	1.11
	0.02

	cg15548101
	1.11
	0.11

	cg12593793
	1.11
	1.07

	cg09956615
	1.10
	0.01

	cg24679890
	1.10
	0.12

	cg15997518
	1.09
	0.02

	cg02846963
	1.07
	0.03

	cg15674825
	1.06
	0.01

	cg15857470
	1.04
	0.01

	cg09047573
	1.04
	0.04

	cg10094443
	1.04
	0.05

	cg16599983
	1.02
	0.01

	cg24340572
	1.00
	0.06

	cg15159104
	1.00
	0.18

	cg04726013
	1.00
	0.07

	cg08540100
	0.97
	0.27

	cg27577928
	0.96
	0.01

	cg12917475
	0.96
	0.03

	cg00585790
	0.94
	0.03

	cg23417875
	0.93
	0.03

	cg20034202
	0.93
	0.13

	cg04264638
	0.93
	0.02

	cg14286682
	0.91
	0.00

	cg04797846
	0.91
	0.01

	cg02426464
	0.90
	0.02

	cg13597051
	0.90
	0.05

	cg25104397
	0.90
	0.10

	cg16611352
	0.88
	0.07

	cg21390682
	0.87
	0.00

	cg23893346
	0.86
	0.00

	cg13180098
	0.85
	0.00

	cg08693490
	0.84
	0.09

	cg12976145
	0.83
	0.00

	cg09572125
	0.83
	0.05

	cg03310939
	0.81
	0.03

	cg15442888
	0.80
	0.01

	cg13290371
	0.80
	0.04

	cg18500988
	0.78
	0.00

	cg01172150
	0.78
	0.03

	cg05628049
	0.78
	0.08

	cg00171092
	0.75
	0.01

	cg13010621
	0.72
	0.04

	cg04924511
	0.72
	0.01

	cg01300684
	0.71
	0.01

	cg19266387
	0.69
	0.00

	cg08215255
	0.69
	0.03

	cg23884217
	0.67
	0.02

	cg00808648
	0.65
	0.04

	cg03370106
	0.65
	0.01

	cg08877257
	0.64
	0.00

	cg08120831
	0.64
	0.05

	cg05918312
	0.63
	0.01

	cg07800670
	0.62
	0.03

	cg01581222
	0.60
	0.02

	cg20118717
	0.56
	0.06

	cg19574327
	0.55
	0.00

	cg02743674
	0.54
	0.00

	cg11714752
	0.54
	0.05

	cg19936757
	0.54
	0.00

	cg26766064
	0.51
	0.01

	cg16003913
	0.49
	0.02

	cg24457403
	0.45
	0.03

	cg26661640
	0.42
	0.04

	cg17822325 + cg12593793 + cg00234616 + cg23417875 + cg05628049 + cg13084458 + cg06690548 + cg03717755 + cg13597051 + cg09132634 + cg15835542 + cg07800670 + cg17478979 + cg09956615 + cg13290371 + cg03310939 + cg11986385 + cg26661640 + cg00574958 +cg02008402 + cg12978214 + cg07217499 + cg15159104 + cg01172150 + cg02426464 + cg24457403 + cg06500161*
	25.94*
	14.18*

	
B) Waist

	CpG
	REGICOR
	Framingham Offspring Study

	
	% variability
	% variability

	cg06690548
	5.80
	2.74

	cg06500161
	5.21
	5.33

	cg11024682
	3.76
	1.92

	cg03717755
	3.54
	1.16

	cg12593793
	3.06
	1.99

	cg00574958
	2.65
	4.06

	cg22304262
	2.31
	0.48

	cg00134210
	1.60
	1.14

	cg07217499
	1.47
	0.46

	cg17822325
	1.22
	0.69

	cg06734985
	0.92
	0.30

	cg17526229
	0.73
	0.06

	cg07950000
	0.66
	0.00

	cg03508235
	0.56
	0.13

	cg20981127
	0.50
	0.00

	cg02008402
	0.50
	0.28

	cg15835542
	0.47
	0.00

	cg10094443
	0.42
	0.03

	cg24968721
	0.41
	0.01

	cg15674825
	0.40
	0.00

	cg13180098
	0.38
	0.00

	cg02846963
	0.36
	0.06

	cg00916899
	0.36
	0.03

	cg24340572
	0.34
	0.02

	cg15997518
	0.33
	0.00

	cg15159104
	0.32
	0.08

	cg25104397
	0.32
	0.03

	cg15857470
	0.25
	0.00

	cg09956615
	0.24
	0.00

	cg19936757
	0.23
	0.01

	cg04797846
	0.22
	0.04

	cg08215255
	0.21
	0.04

	cg24679890
	0.21
	0.07

	cg00585790
	0.19
	0.00

	cg13840239
	0.19
	0.03

	cg01300684
	0.18
	0.00

	cg02743674
	0.17
	0.00

	cg13010621
	0.14
	0.09

	cg09572125
	0.12
	0.01

	cg01172150
	0.12
	0.00

	cg20034202
	0.10
	0.01

	cg01581222
	0.10
	0.00

	cg00171092
	0.07
	0.02

	cg20118717
	0.05
	0.00

	cg16003913
	0.03
	0.01

	cg05918312
	0.03
	0.01

	cg26661640
	0.03
	0.03

	cg26766064
	0.03
	0.01

	cg00808648
	0.02
	0.00

	cg17822325 + cg12593793 + cg06690548 + cg24968721 + cg15674825 + cg03717755 + cg15835542 + cg09956615 + cg00574958 + cg00808648 + cg15159104 + cg01172150 + cg11024682 + cg01581222 + cg20981127 + cg22304262 + cg06500161 + cg05918312 + cg13180098 + cg20118717 + cg02008402 + cg07217499 + cg26766064
	29.22*
	16.73*


* These CpG were selected from the validated CpGs in REGICOR study after a AIC step-wise process.



Supplementary table 6: Association between the top leading SNPs in those genes validated in the meta-analysis and BMI in the GIANT study.
	CHR
	Gene
	rsID
	P-value

	17
	KRT16
	rs11079001
	0.000044

	12
	CACNA1C
	rs215992
	0.00011

	4
	SFRP2
	rs10007443
	0.00018

	16
	MPG
	rs6600233
	0.00036

	6
	RUNX2
	rs16873740
	0.0005

	4
	INTU
	rs1033175
	0.00063

	7
	CTTNBP2
	rs11975899
	0.00063

	14
	BCL2L2
	rs7157207
	0.00067

	13
	MCF2L
	rs4907596
	0.00068

	11
	CPT1A
	rs4930248
	0.00075

	3
	ITGB5
	rs3936058
	0.00084

	17
	SREBF1
	rs7222480
	0.00084

	19
	NR2F6
	rs811932
	0.00095

	11
	TRPM5
	rs12296050
	0.0012

	6
	SYNGAP1
	rs210144
	0.0013

	11
	SLC15A3
	rs7946001
	0.0013

	6
	DDAH2
	rs3219190
	0.0015

	7
	CUX1
	rs11971570
	0.0016

	3
	DGKG
	rs13085763
	0.0018

	7
	TTYH3
	rs10950842
	0.0018

	21
	GRIK1
	rs2832390
	0.0018

	4
	SLC7A11
	rs17531534
	0.002

	10
	FAM107B
	rs1410077
	0.0021

	19
	MYO9B
	rs971694
	0.0024

	21
	ABCG1
	rs462098
	0.0029

	6
	MYLIP
	rs12194627
	0.0031

	9
	TPD52L3
	rs11794419
	0.0031

	17
	P2RX1
	rs1029800
	0.0031

	3
	PARL
	rs9823351
	0.0032

	17
	SLC43A2
	rs2272011
	0.0035

	11
	NCAM1
	rs17418967
	0.0038

	10
	LHPP
	rs4411244
	0.0041

	2
	PDE1A
	rs12622714
	0.0042

	3
	GHRLOS;GHRL
	rs9829290
	0.0042

	11
	NRXN2
	rs3825074
	0.0043

	7
	FBXL18
	rs6956990
	0.0053

	4
	APBB2
	rs10029833
	0.0058

	3
	VGLL4
	rs17034742
	0.0059

	2
	B3GNT7
	rs6758989
	0.0062

	4
	CLOCK
	rs7675496
	0.0064

	20
	MANBAL
	rs7267965
	0.007

	19
	SLC1A5
	rs710889
	0.0071

	5
	ARAP3
	rs713079
	0.0092

	11
	NAV2
	rs11603611
	0.0099

	4
	UGDH
	rs11935751
	0.01

	6
	NOTCH4
	rs434841
	0.01

	6
	BTNL2
	rs434841
	0.01

	15
	MAP1A
	rs1837959
	0.01

	17
	MIR657;AATK;MIR338
	rs8073904
	0.011

	4
	SCOC
	rs358311
	0.012

	12
	SUOX
	rs12831884
	0.013

	2
	TLX2
	rs363689
	0.014

	2
	MAP4K4
	rs2230400
	0.016

	7
	SRPK2
	rs3847072
	0.018

	3
	RHO
	rs13066438
	0.019

	1
	SERINC2
	rs1107427
	0.021

	5
	NME5
	rs2040862
	0.025

	5
	MYOZ3
	rs3733926
	0.025

	6
	ZC3H12D
	rs472810
	0.025

	14
	PACS2
	rs880616
	0.026

	12
	LRRC43
	rs745327
	0.039

	16
	MAZ
	rs4548895
	0.042

	6
	DST
	rs6459168
	0.053

	2
	TMEM127
	rs17419569
	0.083

	2
	LIMS1
	rs3806528
	0.14

	10
	C10orf26
	NA
	NA

	11
	FLJ32810
	NA
	NA

	14
	JUB
	NA
	NA

	19
	C19orf38
	NA
	NA


Results in bold are significant after applied Bonferroni criteria correction (<7.7E-4)
NA: not available.

Supplementary Table 7: Top ten canonical pathways associated with A) BMI and B) Waist using IPA software.
	A) BMI

	Ranking
	Ingenuity Canonical Pathways
	Fisher p-value
	Ratio
	Molecules

	1
	Sulfite Oxidation IV
	0.0036
	1.00E+00
	SUOX

	2
	UDP-D-xylose and UDP-D-glucuronate Biosynthesis
	0.0072
	5.00E-01
	UGDH

	3
	LXR/RXR Activation
	0.0098
	2,48E-02
	MYLIP,SREBF1,ABCG1

	4
	Gustation Pathway
	0.0098
	2,48E-02
	P2RX1,TRPM5,PDE1A

	5
	Creatine-phosphate Biosynthesis
	0.0182
	2.00E-01
	MAP4K4

	6
	PPARα/RXRα Activation
	0.0224
	1,81E-02
	MAP4K4,ITGB5,CLOCK

	7
	BMP signaling pathway
	0.0295
	2,70E-02
	TLX2,RUNX2

	8
	TGF-β Signaling
	0.0398
	2,30E-02
	TLX2,RUNX2

	9
	LPS/IL-1 Mediated Inhibition of RXR Function
	0.0398
	1,44E-02
	SREBF1,CPT1A,ABCG1

	10
	Colanic Acid Building Blocks Biosynthesis
	0.0501
	7,14E-02
	UGDH

	B) Waist

	Ranking
	Ingenuity Canonical Pathways
	Fisher p-value
	Ratio
	Molecules

	1
	LXR/RXR Activation
	0.0016
	2,48E-02
	MYLIP,SREBF1,ABCG1

	2
	UDP-D-xylose and UDP-D-glucuronate Biosynthesis
	0.0038
	5.00E-01
	UGDH

	3
	LPS/IL-1 Mediated Inhibition of RXR Function
	0.0074
	1,44E-02
	SREBF1,CPT1A,ABCG1

	4
	Nitric Oxide Signaling in the Cardiovascular System
	0.0182
	1,85E-02
	CACNA1C,PDE1A

	5
	Amyotrophic Lateral Sclerosis Signaling
	0.0191
	1,82E-02
	GRIK1,CACNA1C

	6
	Gustation Pathway
	0.0224
	1,65E-02
	TRPM5,PDE1A

	7
	Cellular Effects of Sildenafil (Viagra)
	0.0240
	1,6E-02
	CACNA1C,PDE1A

	8
	Colanic Acid Building Blocks Biosynthesis
	0.0263
	7,14E-02
	UGDH

	9
	Cardiac β-adrenergic Signaling
	0.0282
	1,47E-02
	CACNA1C,PDE1A

	10
	Mitochondrial L-carnitine Shuttle Pathway
	0.0324
	5,88E-02
	CPT1A






Supplementary Table 8: Top ten diseases and functions associated with A) BMI and B) Waist using IPA software.

	A) BMI

	Ranking
	Category
	Fisher p-value
	B-H p-value
	Molecules

	1
	Neurological Disease
	6,22E-05-4,28E-02
	2,36E-02-1,28E-01
	PACS2,mir-657,AJUBA,LHPP,SERINC2,TMEM127,MYOZ3,MAP4K4,ITGB5,SREBF1,DST,NOTCH4,
BCL2L2,SYNGAP1,CLOCK,APBB2,SLC7A11,NCAM1,GRIK1,CACNA1C,LIMS1,SRPK2,KRT16,MAZ,
RUNX2,PDE1A

	2
	Psychological Disorders
	6,22E-05-2,9E-02
	2,36E-02-1,07E-01
	ITGB5,SREBF1,PACS2,mir-657,NOTCH4,CLOCK,APBB2,NCAM1,GRIK1,SLC7A11,MYOZ3,CACNA1C,
SRPK2,LIMS1,PDE1A

	3
	Endocrine System Disorders
	1,27E-04-2,89E-02
	2,36E-02-1,07E-01
	INTU,ITGB5,SREBF1,DST,NAV2,CPT1A,ABCG1,NOTCH4,GHRL,TMEM127,SERINC2,NCAM1,
GRIK1,SLC7A11,SFRP2,CACNA1C,TLX2,KRT16,BTNL2,RUNX2

	4
	Metabolic Disease
	1,27E-04-4,28E-02
	2,36E-02-1,28E-01
	MYLIP,ITGB5,SREBF1,PACS2,CPT1A,ABCG1,mir-657,NOTCH4,GHRL,SUOX,APBB2,SLC7A11,GRIK1,
CACNA1C,SRPK2,LIMS1,BTNL2,MAZ,RUNX2

	5
	Cancer
	1,29E-04-4,97E-02
	2,36E-02-1,36E-01
	P2RX1,ZC3H12D,PACS2,MCF2L,AJUBA,SLC15A3,TMEM127,VGLL4,TLX2,FBXL18,DGKG,AATK,TTYH3,
MYLIP,DST,TRPM5,NAV2,FAM107B,NR2F6,BCL2L2,CTTNBP2,SYNGAP1,RHO,CLOCK,SUOX,GHRL,APBB2,
ARAP3,GRIK1,mir-338,ARHGAP42,TPD52L3,MYO9B,KRT16,MAZ,RUNX2,INTU,SCOC,CPT1A,MANBAL,
LHPP,SERINC2,B3GNT7,MYOZ3,SLC1A5,MAP1A,SFRP2,PARL,BTNL2,LRRC43,SLC43A2,UGDH,NRXN2,
CUX1,MAP4K4,ITGB5,SREBF1,MPG,ABCG1,NOTCH4,NCAM1,SLC7A11,CACNA1C,SRPK2,NME5,PDE1A

	6
	Organismal Injury and Abnormalities
	1,29E-04-4,97E-02
	2,36E-02-1,36E-01
	P2RX1,ZC3H12D,PACS2,mir-657,MCF2L,SLC15A3,AJUBA,TMEM127,VGLL4,TLX2,FBXL18,DGKG,AATK,
TTYH3,MYLIP,DST,TRPM5,NAV2,FAM107B,NR2F6,RHO,CLOCK,CTTNBP2,SYNGAP1,BCL2L2,GHRL,
SUOX,APBB2,GRIK1,ARAP3,mir-338,ARHGAP42,TPD52L3,MYO9B,LIMS1,KRT16,MAZ,RUNX2,INTU,SCOC,
CPT1A,MANBAL,LHPP,SERINC2,B3GNT7,MYOZ3,SLC1A5,MAP1A,SFRP2,PARL,BTNL2,LRRC43,SLC43A2
,UGDH,NRXN2,CUX1,MAP4K4,ITGB5,SREBF1,MPG,ABCG1,NOTCH4,SLC7A11,NCAM1,CACNA1C,SRPK2,
NME5,PDE1A

	7
	Reproductive System Disease
	1,29E-04-3,22E-02
	2,36E-02-1,11E-01
	NCAM1,SLC7A11,MPG,CACNA1C,SFRP2,TLX2,KRT16,GHRL,SERINC2

	8
	Cellular Assembly and Organization
	2,71E-04-4,97E-02
	3,61E-02-1,36E-01
	P2RX1,ITGB5,DST,SREBF1,PACS2,RHO,GHRL,NCAM1,ARAP3,MAP1A,PARL,MYO9B,LIMS1,SRPK2,KRT16,
DGKG,AATK

	9
	Cellular Function and Maintenance
	2,71E-04-4,97E-02
	3,61E-02-1,36E-01
	P2RX1,ITGB5,DST,SREBF1,RHO,GHRL,NCAM1,ARAP3,MAP1A,PARL,MYO9B,LIMS1,DGKG,AATK

	10
	Gastrointestinal Disease
	3,31E-04-4,97E-02
	3,61E-02-1,36E-01
	P2RX1,ZC3H12D,PACS2,MCF2L,SLC15A3,TMEM127,VGLL4,FBXL18,DGKG,AATK,TTYH3,TRPM5,DST,
NAV2,FAM107B,NR2F6,CTTNBP2,SYNGAP1,RHO,CLOCK,SUOX,GHRL,APBB2,ARAP3,GRIK1,MYO9B,
MAZ,RUNX2,INTU,CPT1A,SERINC2,B3GNT7,MYOZ3,SLC1A5,MAP1A,BTNL2,LRRC43,SLC43A2,
UGDH,NRXN2,CUX1,MAP4K4,ITGB5,SREBF1,ABCG1,NOTCH4,NCAM1,SLC7A11,CACNA1C,PDE1A

	
B) Waist

	Ranking
	Category
	Fisher p-value
	B-H p-value
	Molecules

	1
	Endocrine System Disorders
	1,24E-04-1,38E-02
	2,7E-02-7,48E-02
	SLC7A11,GRIK1,ITGB5,SREBF1,CPT1A,CACNA1C,ABCG1,BTNL2,SERINC2

	2
	Metabolic Disease
	1,24E-04-3,48E-02
	2,7E-02-1,14E-01
	MYLIP,ITGB5,SREBF1,PACS2,CPT1A,ABCG1,mir-657,SERINC2,SLC7A11,GRIK1,CACNA1C,
SRPK2,LIMS1,BTNL2

	3
	Neurological Disease
	1,71E-04-4,33E-02
	2,7E-02-1,29E-01
	GRIK1,SLC7A11,ITGB5,SREBF1,PACS2,MYOZ3,CACNA1C,mir-657,LIMS1,SRPK2,SYNGAP1,PDE1A

	4
	Psychological Disorders
	1,71E-04-3,96E-02
	2,7E-02-1,21E-01
	GRIK1,SLC7A11,ITGB5,SREBF1,PACS2,MYOZ3,CACNA1C,mir-657,SRPK2,LIMS1,PDE1A

	5
	Gastrointestinal Disease
	5,91E-04-1,53E-02
	2,7E-02-8,01E-02
	NRXN2,TTYH3,ITGB5,SREBF1,TRPM5,PACS2,CPT1A,ABCG1,FAM107B,NR2F6,SYNGAP1,
RHO,SERINC2,SLC7A11,GRIK1,B3GNT7,CACNA1C,SLC1A5,MAP1A,MYO9B,BTNL2,PDE1A,AATK

	6
	Organismal Injury and Abnormalities
	5,91E-04-4,88E-02
	2,7E-02-1,38E-01
	PACS2,CPT1A,mir-657,SERINC2,B3GNT7,MYOZ3,SLC1A5,MAP1A,BTNL2,AATK,NRXN2,
TTYH3,ITGB5,SREBF1,TRPM5,ABCG1,FAM107B,NR2F6,SYNGAP1,RHO,SLC7A11,GRIK1,
mir-338,CACNA1C,MYO9B,SRPK2,LIMS1,PDE1A

	7
	Renal and Urological Disease
	5,91E-04-3,96E-02
	2,7E-02-1,21E-01
	SLC7A11,SREBF1,CACNA1C,ABCG1

	8
	Cardiovascular Disease
	9,55E-04-4,88E-02
	2,7E-02-1,38E-01
	MYLIP,SLC7A11,SREBF1,CPT1A,CACNA1C,ABCG1,FAM107B,SERINC2

	9
	Embryonic Development
	1,51E-03-4,9E-02
	2,7E-02-1,38E-01
	SREBF1,SFRP2,CACNA1C,RHO

	10
	Organismal Development
	1,51E-03-4,9E-02
	2,7E-02-1,38E-01
	SREBF1,SFRP2,CACNA1C,RHO





Supplementary Table 9: Assessment of the statistical power of the study for the selected CpGs: estimation of the magnitude of the association required to be considered as statistically significant.
	Features
	BMI
	Waist circumference

	
	Model 1
	Model 2
	Model 1
	Model 2

	CpG
	Chr
	Position
	Gene
	Coef
	Coef (80%)
	Pval
	Coef
	Coef (80%)
	Pval
	Coef
	Coef (80%)
	Pval
	Coef
	Coef (80%)
	Pval

	cg00123104
	1
	9884732
	CLSTN1
	0.47
	0.67
	1.31E-05
	0.52
	0.77
	2.68E-05
	1.16
	1.94
	2.44E-04
	1.21
	2.23
	8.44E-04

	cg08540100
	1
	23888986
	NA
	0.60
	0.69
	1.08E-07
	0.74
	0.83
	3.92E-08
	1.49
	1.94
	2.40E-06
	1.69
	2.37
	1.18E-05

	cg17822325
	1
	31896462
	SERINC2
	0.47
	0.52
	2.45E-08
	0.53
	0.57
	8.47E-09
	1.26
	1.45
	1.05E-07
	1.39
	1.62
	1.34E-07

	cg07093915
	1
	36184400
	C1orf216
	0.08
	0.52
	3.18E-01
	-0.01
	0.79
	9.29E-01
	0.45
	1.47
	6.14E-02
	0.32
	2.18
	3.71E-01

	cg01008154
	1
	46509395
	PIK3R3
	0.6
	0.79
	4.12E-06
	0.74
	0.97
	2.94E-06
	1.36
	2.25
	2.19E-04
	1.43
	2.74
	1.40E-03

	cg15997518
	1
	81814874
	NA
	-0.53
	0.66
	8.81E-07
	-0.7
	0.72
	3.03E-09
	-1.3
	1.82
	1.14E-05
	-1.73
	1.97
	6.50E-08

	cg24437535
	1
	150121441
	PLEKHO1
	0.63
	0.85
	4.37E-06
	0.82
	1.05
	1.50E-06
	1.51
	2.41
	1.23E-04
	1.76
	2.94
	2.30E-04

	cg16294045
	1
	153656268
	NPR1
	-0.2
	0.66
	6.09E-02
	-0.45
	0.81
	6.67E-04
	-0.49
	1.84
	1.02E-01
	-1.07
	2.22
	3.19E-03

	cg12593793
	1
	156074135
	NA
	-0.68
	0.67
	3.75E-10
	-1.19
	0.86
	0.00E+00
	-1.8
	1.86
	3.07E-09
	-3.21
	2.26
	0.00E+00

	cg25028404
	1
	157896400
	NA
	-0.24
	0.53
	5.80E-03
	-0.52
	0.7
	4.43E-06
	-0.45
	1.55
	7.69E-02
	-1.15
	2.03
	5.03E-04

	cg23217419
	1
	180881088
	KIAA1614
	0.61
	0.75
	7.08E-07
	0.8
	0.94
	1.97E-07
	1.57
	2.14
	6.44E-06
	1.85
	2.73
	2.99E-05

	cg19779057
	1
	204073369
	SOX13
	-0.03
	0.6
	7.73E-01
	-0.29
	0.91
	5.39E-02
	-0.31
	1.74
	2.73E-01
	-1.44
	2.63
	7.95E-04

	cg26362105
	1
	228501816
	OBSCN
	-0.18
	0.58
	6.32E-02
	-0.49
	0.76
	9.07E-05
	-0.48
	1.63
	6.99E-02
	-1.43
	2.21
	6.99E-05

	cg17832380
	1
	231622478
	NA
	-0.23
	0.59
	1.72E-02
	-0.46
	0.74
	1.36E-04
	-0.54
	1.6
	3.94E-02
	-1.13
	1.98
	4.44E-04

	cg12641739
	1
	235062535
	NA
	-0.39
	0.82
	3.42E-03
	-0.9
	1.07
	2.64E-07
	-0.92
	2.31
	1.48E-02
	-2.29
	3.14
	7.73E-06

	cg11587466
	1
	245855322
	KIF26B
	-0.37
	0.67
	7.04E-04
	-0.68
	0.83
	3.67E-07
	-0.94
	1.86
	2.02E-03
	-1.81
	2.35
	2.27E-06

	cg07488872
	2
	16955374
	NA
	-0.32
	0.64
	2.23E-03
	-0.61
	0.79
	2.48E-06
	-0.87
	1.79
	2.96E-03
	-1.7
	2.24
	3.17E-06

	cg16442050
	2
	27294098
	LOC100128731
	0.07
	0.5
	4.12E-01
	-0.03
	0.69
	7.69E-01
	0.47
	1.37
	3.47E-02
	0.39
	1.92
	2.07E-01

	cg23008718
	2
	43188851
	NA
	0.7
	0.88
	9.42E-07
	0.93
	1.11
	2.35E-07
	1.94
	2.42
	8.75E-07
	2.45
	3.13
	1.45E-06

	cg00234616
	2
	74740572
	TLX2
	0.61
	0.67
	2.99E-08
	0.79
	0.84
	7.01E-09
	1.56
	1.91
	5.50E-07
	1.91
	2.34
	5.35E-07

	cg11714752
	2
	96926568
	TMEM127
	0.75
	0.83
	3.21E-08
	0.97
	1.02
	6.11E-09
	1.87
	2.43
	2.15E-06
	2.22
	2.98
	4.77E-06

	cg23417875
	2
	102313069
	MAP4K4
	0.62
	0.74
	3.07E-07
	0.83
	0.93
	4.53E-08
	1.52
	2.13
	1.30E-05
	1.84
	2.69
	2.62E-05

	cg06095752
	2
	102313242
	MAP4K4
	0.59
	0.75
	1.91E-06
	0.74
	0.94
	1.53E-06
	1.53
	2.17
	1.54E-05
	1.87
	2.62
	1.18E-05

	cg26680995
	2
	104669893
	NA
	-0.26
	0.54
	2.75E-03
	-0.41
	0.61
	3.10E-05
	-0.8
	1.55
	1.43E-03
	-1.31
	1.72
	3.01E-06

	cg00585790
	2
	109204845
	LIMS1
	0.82
	0.84
	1.78E-09
	1.01
	0.98
	2.62E-10
	2.29
	2.38
	3.64E-09
	2.64
	2.79
	6.14E-09

	cg11873311
	2
	128953231
	UGGT1
	0.52
	0.65
	1.11E-06
	0.55
	0.72
	2.58E-06
	1.29
	1.84
	1.72E-05
	1.29
	2.09
	1.48E-04

	cg23374992
	2
	136872067
	CXCR4
	0.61
	0.97
	1.11E-04
	0.81
	1.28
	1.00E-04
	1.43
	2.78
	1.62E-03
	1.6
	3.54
	5.50E-03

	cg18448977
	2
	147807867
	NA
	-0.31
	0.61
	1.76E-03
	-0.6
	0.79
	2.82E-06
	-0.71
	1.74
	1.21E-02
	-1.49
	2.21
	3.53E-05

	cg16721489
	2
	165192830
	NA
	-0.34
	0.58
	4.12E-04
	-0.63
	0.72
	6.71E-08
	-0.79
	1.66
	3.64E-03
	-1.5
	2.04
	6.13E-06

	cg07496624
	2
	183123847
	PDE1A
	-0.39
	0.58
	3.35E-05
	-0.53
	0.67
	1.04E-06
	-0.87
	1.66
	1.29E-03
	-1.23
	1.91
	7.36E-05

	cg05918312
	2
	183370084
	PDE1A
	-0.45
	0.66
	3.42E-05
	-0.8
	0.83
	3.63E-09
	-1.17
	1.92
	1.86E-04
	-2.11
	2.32
	2.32E-08

	cg11448068
	2
	191045026
	C2orf88
	0.5
	0.69
	8.57E-06
	0.58
	0.76
	2.96E-06
	1.17
	1.92
	1.82E-04
	1.27
	2.1
	2.06E-04

	cg24401737
	2
	202047473
	CASP10
	0.58
	0.87
	4.01E-05
	0.66
	1.04
	9.06E-05
	1.39
	2.46
	5.21E-04
	1.38
	2.91
	3.54E-03

	cg20316538
	2
	218937982
	RUFY4
	-0.34
	0.75
	4.93E-03
	-0.84
	1.03
	6.09E-07
	-0.84
	2.11
	1.44E-02
	-2.09
	2.9
	9.35E-06

	cg27380499
	2
	219233446
	NA
	0.54
	0.85
	1.06E-04
	0.54
	0.88
	1.33E-04
	1.23
	2.35
	1.34E-03
	1.18
	2.46
	3.27E-03

	cg20034202
	2
	232260136
	B3GNT7
	0.7
	0.71
	9.67E-10
	0.94
	0.86
	2.27E-11
	1.72
	1.97
	7.39E-08
	2.13
	2.38
	3.88E-08

	cg27378591
	2
	241697024
	KIF1A
	-0.25
	0.5
	2.19E-03
	-0.35
	0.57
	1.82E-04
	-0.93
	1.42
	5.48E-05
	-1.22
	1.58
	2.22E-06

	cg10314459
	3
	9950984
	IL17RE
	-0.2
	0.61
	4.40E-02
	-0.55
	0.86
	9.11E-05
	-0.45
	1.73
	1.11E-01
	-1.41
	2.51
	5.68E-04

	cg04924511
	3
	10334731
	GHRLOS;GHRL
	0.9
	1.04
	1.23E-07
	0.94
	1.08
	7.31E-08
	2.09
	2.95
	1.35E-05
	2.16
	3
	9.79E-06

	cg03370106
	3
	11623800
	VGLL4
	0.66
	0.75
	6.55E-08
	0.81
	0.88
	1.84E-08
	1.78
	2.06
	1.22E-07
	2.02
	2.43
	3.39E-07

	cg27388911
	3
	24537277
	THRB
	0.31
	0.55
	5.28E-04
	0.41
	0.71
	3.64E-04
	0.68
	1.54
	6.82E-03
	0.7
	1.96
	2.86E-02

	cg03824275
	3
	40004565
	MYRIP
	-0.31
	0.65
	3.57E-03
	-0.62
	0.82
	3.65E-06
	-0.85
	1.85
	5.04E-03
	-1.66
	2.3
	9.49E-06

	cg05628049
	3
	42113624
	NA
	0.74
	0.79
	9.96E-09
	1.01
	0.99
	3.24E-10
	1.83
	2.24
	5.49E-07
	2.25
	2.81
	8.47E-07

	cg21578541
	3
	52260090
	TLR9
	0.6
	0.81
	5.50E-06
	0.96
	1.17
	4.85E-07
	1.62
	2.3
	1.53E-05
	2.35
	3.27
	9.52E-06

	cg04915058
	3
	55693741
	C3orf51;ERC2
	-0.3
	0.62
	2.66E-03
	-0.68
	0.84
	5.99E-07
	-0.69
	1.76
	1.61E-02
	-1.7
	2.36
	9.46E-06

	cg00171092
	3
	124531371
	ITGB5
	-0.55
	0.71
	1.80E-06
	-0.94
	0.87
	2.63E-11
	-1.41
	2.02
	1.72E-05
	-2.44
	2.41
	5.01E-10

	cg13180098
	3
	129246923
	RHO
	-0.53
	0.73
	9.26E-06
	-0.94
	0.9
	1.32E-10
	-1.33
	2.03
	5.76E-05
	-2.43
	2.53
	3.80E-09

	cg20766179
	3
	134361914
	KY
	-0.33
	0.75
	7.46E-03
	-0.76
	0.99
	2.35E-06
	-0.78
	2.1
	2.16E-02
	-1.93
	2.74
	1.53E-05

	cg06090362
	3
	140396963
	TRIM42
	-0.23
	0.6
	1.91E-02
	-0.61
	0.82
	5.59E-06
	-0.54
	1.72
	5.48E-02
	-1.54
	2.32
	4.48E-05

	cg18143296
	3
	157812763
	NA
	0.49
	0.65
	3.58E-06
	0.6
	0.81
	4.41E-06
	1.24
	1.84
	3.42E-05
	1.35
	2.35
	4.34E-04

	cg16236146
	3
	181684401
	NA
	-0.26
	0.55
	3.50E-03
	-0.61
	0.77
	8.47E-07
	-0.74
	1.56
	3.65E-03
	-1.78
	2.15
	3.36E-07

	cg19266387
	3
	183596123
	PARL
	0.9
	0.98
	1.89E-08
	1.07
	1.14
	9.08E-09
	2.29
	2.76
	3.57E-07
	2.53
	3.21
	1.29E-06

	cg15548101
	3
	186078640
	DGKG
	0.53
	0.6
	6.91E-08
	0.65
	0.71
	2.12E-08
	1.45
	1.69
	1.35E-07
	1.68
	1.99
	2.29E-07

	cg18702278
	4
	650632
	PDE6B
	-0.2
	0.5
	1.24E-02
	-0.22
	0.52
	9.40E-03
	-0.63
	1.41
	6.34E-03
	-0.66
	1.44
	5.04E-03

	cg11570011
	4
	16362340
	NA
	-0.25
	0.61
	1.39E-02
	-0.47
	0.74
	8.47E-05
	-0.55
	1.75
	5.37E-02
	-1.16
	2.11
	7.22E-04

	cg10094443
	4
	39529866
	UGDH
	0.72
	0.78
	1.46E-08
	0.94
	0.94
	1.04E-09
	1.92
	2.18
	7.08E-08
	2.33
	2.69
	1.05E-07

	cg23884217
	4
	41147318
	APBB2
	-0.42
	0.75
	5.93E-04
	-0.85
	0.96
	5.73E-08
	-0.97
	2.04
	3.35E-03
	-2.04
	2.63
	1.96E-06

	cg05036656
	4
	41875470
	NA
	0.38
	0.57
	5.64E-05
	0.42
	0.68
	1.45E-04
	0.99
	1.67
	2.53E-04
	1.05
	1.94
	8.95E-04

	cg18500988
	4
	54959708
	NA
	0.66
	0.72
	1.90E-08
	0.9
	0.92
	1.49E-09
	1.62
	2.07
	1.59E-06
	1.99
	2.62
	3.31E-06

	cg27577928
	4
	54975388
	NA
	0.57
	0.66
	1.37E-07
	0.79
	0.84
	8.17E-09
	1.35
	1.87
	9.57E-06
	1.76
	2.4
	7.20E-06

	cg04264638
	4
	56411138
	CLOCK
	0.81
	0.89
	2.63E-08
	1.05
	1.1
	4.22E-09
	1.79
	2.44
	6.42E-06
	2.06
	2.96
	1.87E-05

	cg23449588
	4
	71063846
	ODAM
	-0.21
	0.63
	4.04E-02
	-0.45
	0.81
	6.19E-04
	-0.5
	1.77
	8.46E-02
	-1.16
	2.24
	1.48E-03

	cg19523255
	4
	82439860
	NA
	-0.26
	0.55
	3.54E-03
	-0.4
	0.62
	6.15E-05
	-0.64
	1.56
	1.18E-02
	-1.03
	1.69
	1.93E-04

	cg09098545
	4
	97914176
	NA
	-0.36
	0.62
	3.26E-04
	-0.61
	0.75
	6.40E-07
	-0.71
	1.74
	1.16E-02
	-1.31
	2.08
	1.13E-04

	cg17714799
	4
	110625080
	CASP6
	0.67
	0.89
	3.33E-06
	0.9
	1.1
	5.88E-07
	1.7
	2.55
	4.08E-05
	2.04
	3.11
	5.55E-05

	cg04525852
	4
	125632538
	ANKRD50
	0.56
	0.96
	3.04E-04
	0.68
	1.26
	8.74E-04
	1.5
	2.74
	7.86E-04
	1.67
	3.55
	3.94E-03

	cg13084458
	4
	128553917
	INTU
	0.67
	0.75
	4.25E-08
	0.79
	0.88
	3.29E-08
	1.65
	2.16
	2.98E-06
	1.77
	2.52
	1.62E-05

	cg06690548
	4
	139162808
	SLC7A11
	-0.63
	0.54
	6.87E-13
	-0.71
	0.57
	2.02E-14
	-1.93
	1.42
	0.00E+00
	-2.17
	1.46
	0.00E+00

	cg01300684
	4
	141230118
	SCOC
	-0.42
	0.73
	3.59E-04
	-0.93
	0.96
	3.34E-09
	-1.17
	2.02
	3.80E-04
	-2.62
	2.76
	5.70E-09

	cg24968721
	4
	154711620
	SFRP2
	0.72
	0.7
	2.36E-10
	0.76
	0.72
	8.96E-11
	1.82
	1.9
	4.20E-09
	1.83
	1.95
	7.58E-09

	cg05678100
	4
	172734031
	GALNTL6
	0.56
	0.8
	1.82E-05
	0.64
	0.93
	2.62E-05
	1.43
	2.3
	1.38E-04
	1.51
	2.69
	6.02E-04

	cg15442888
	4
	175789139
	NA
	-0.31
	0.54
	4.11E-04
	-0.66
	0.72
	1.39E-08
	-0.65
	1.55
	1.01E-02
	-1.51
	2.01
	4.17E-06

	cg02846963
	4
	182430815
	NA
	-0.46
	0.63
	8.53E-06
	-0.89
	0.82
	2.56E-11
	-1.1
	1.79
	1.61E-04
	-2.2
	2.23
	1.37E-09

	cg16009167
	5
	6587105
	LOC255167
	-0.21
	0.56
	2.38E-02
	-0.41
	0.69
	2.14E-04
	-0.59
	1.58
	2.27E-02
	-1.15
	1.86
	1.50E-04

	cg08215255
	5
	65800059
	NA
	-0.36
	0.6
	1.85E-04
	-0.82
	0.81
	3.57E-10
	-0.79
	1.69
	4.24E-03
	-1.98
	2.26
	8.08E-08

	cg03880355
	5
	74162880
	FAM169A
	0.59
	0.8
	6.40E-06
	0.67
	0.92
	6.71E-06
	1.39
	2.32
	2.46E-04
	1.45
	2.67
	8.95E-04

	cg18156471
	5
	83011366
	HAPLN1
	-0.29
	0.62
	4.02E-03
	-0.57
	0.78
	5.97E-06
	-0.68
	1.77
	1.86E-02
	-1.4
	2.23
	1.12E-04

	cg11958644
	5
	130872422
	RAPGEF6
	0.7
	0.88
	9.39E-07
	0.78
	1.02
	2.83E-06
	1.62
	2.48
	5.82E-05
	1.68
	2.87
	3.44E-04

	cg12516954
	5
	134714262
	H2AFY
	0.67
	0.96
	2.15E-05
	1.02
	1.35
	3.28E-06
	1.81
	2.7
	3.80E-05
	2.59
	3.71
	1.82E-05

	cg09047573
	5
	137474905
	NME5
	0.75
	0.79
	3.78E-09
	0.95
	0.94
	3.77E-10
	1.86
	2.2
	2.35E-07
	2.14
	2.61
	4.95E-07

	cg25582283
	5
	137475115
	NME5
	0.49
	0.75
	7.54E-05
	0.62
	0.98
	9.88E-05
	1.37
	2.09
	6.14E-05
	1.58
	2.71
	3.34E-04

	cg12153755
	5
	141062571
	ARAP3
	0.77
	0.79
	2.63E-09
	0.85
	0.84
	4.78E-10
	1.86
	2.23
	2.89E-07
	2.03
	2.38
	1.46E-07

	cg15674825
	5
	150052349
	MYOZ3
	0.77
	0.83
	1.48E-08
	1.04
	1.01
	3.67E-10
	2.07
	2.36
	7.19E-08
	2.62
	2.91
	3.12E-08

	cg13081720
	5
	150399890
	GPX3
	0.65
	0.84
	2.59E-06
	0.76
	1
	2.83E-06
	1.93
	2.43
	1.09E-06
	2.16
	2.91
	5.40E-06

	cg18496440
	5
	158532302
	NA
	0.4
	0.65
	1.35E-04
	0.44
	0.77
	5.03E-04
	0.89
	1.77
	1.96E-03
	0.83
	2.11
	1.54E-02

	cg08999896
	5
	178685787
	ADAMTS2
	-0.23
	0.51
	5.52E-03
	-0.38
	0.59
	7.29E-05
	-0.55
	1.43
	1.87E-02
	-1
	1.67
	2.37E-04

	cg15068318
	6
	2958750
	SERPINB6
	0.5
	0.77
	6.72E-05
	0.64
	0.99
	7.29E-05
	1.24
	2.2
	5.10E-04
	1.39
	2.78
	2.12E-03

	cg03717755
	6
	16136539
	MYLIP
	0.74
	0.69
	5.89E-11
	0.9
	0.8
	6.37E-12
	2.09
	1.91
	2.06E-11
	2.55
	2.24
	2.93E-12

	cg11778252
	6
	28479712
	GPX6
	-0.25
	0.52
	3.79E-03
	-0.31
	0.56
	7.25E-04
	-0.75
	1.45
	1.40E-03
	-0.9
	1.53
	2.85E-04

	cg13027556
	6
	29323210
	OR5V1
	0
	0.5
	9.57E-01
	-0.1
	0.54
	2.44E-01
	-0.2
	1.37
	3.73E-01
	-0.58
	1.41
	1.11E-02

	cg12055610
	6
	29585658
	GABBR1
	0.06
	0.5
	4.28E-01
	0.11
	0.52
	1.76E-01
	0.37
	1.4
	1.06E-01
	0.57
	1.45
	1.58E-02

	cg06892439
	6
	30166535
	TRIM26
	0.1
	0.5
	2.20E-01
	0.15
	0.53
	8.11E-02
	0.32
	1.4
	1.66E-01
	0.53
	1.48
	2.88E-02

	cg01016122
	6
	31082534
	PSORS1C1
	-0.34
	0.65
	1.11E-03
	-0.59
	0.78
	3.34E-06
	-0.88
	1.83
	3.03E-03
	-1.61
	2.19
	6.84E-06

	cg03599224
	6
	31541349
	LTA
	-0.33
	0.65
	2.22E-03
	-0.71
	0.84
	2.18E-07
	-0.74
	1.9
	1.61E-02
	-1.77
	2.46
	1.01E-05

	cg13597051
	6
	31695599
	DDAH2
	0.94
	1.04
	2.59E-08
	1
	1.07
	8.75E-09
	2.33
	3.02
	2.12E-06
	2.37
	3.12
	3.21E-06

	cg16599983
	6
	32168969
	NOTCH4
	-0.47
	0.71
	4.53E-05
	-0.9
	0.91
	1.43E-09
	-1.07
	2
	9.71E-04
	-2.17
	2.52
	1.28E-07

	cg23893346
	6
	32169878
	NOTCH4
	-0.29
	0.6
	3.42E-03
	-0.81
	0.88
	1.72E-08
	-0.64
	1.7
	2.11E-02
	-1.97
	2.46
	8.82E-07

	cg04797846
	6
	32362707
	BTNL2
	-0.38
	0.62
	1.44E-04
	-0.76
	0.81
	7.55E-09
	-0.98
	1.77
	6.41E-04
	-2.02
	2.24
	3.30E-08

	cg09132634
	6
	32974122
	HLA-DOA
	-0.3
	0.58
	1.43E-03
	-0.65
	0.76
	1.17E-07
	-0.85
	1.69
	1.96E-03
	-1.89
	2.23
	1.96E-07

	cg09572125
	6
	33400477
	SYNGAP1
	1.1
	0.99
	1.05E-11
	1.11
	1
	9.75E-12
	2.74
	2.76
	1.15E-09
	2.74
	2.81
	2.28E-09

	cg20118717
	6
	33400505
	SYNGAP1
	0.79
	0.9
	7.50E-08
	1.17
	1.18
	1.17E-09
	2.14
	2.55
	2.60E-07
	3.07
	3.28
	9.59E-09

	cg08666707
	6
	41456441
	NA
	-0.32
	0.59
	8.32E-04
	-0.67
	0.75
	3.22E-08
	-0.71
	1.67
	8.76E-03
	-1.52
	2.15
	1.36E-05

	cg14774117
	6
	44310005
	SPATS1
	0.5
	0.77
	6.54E-05
	0.66
	0.99
	4.61E-05
	1.33
	2.23
	2.55E-04
	1.54
	2.81
	7.84E-04

	cg18862566
	6
	45391916
	RUNX2
	0.64
	0.72
	3.73E-08
	0.77
	0.83
	1.28E-08
	1.64
	2.01
	5.65E-07
	1.83
	2.34
	1.51E-06

	cg15835542
	6
	45709808
	NA
	0.75
	0.79
	4.22E-09
	0.89
	0.89
	8.08E-10
	1.87
	2.16
	1.10E-07
	2.1
	2.53
	3.48E-07

	cg25284213
	6
	52009154
	MIR206
	-0.31
	0.64
	2.77E-03
	-0.68
	0.81
	2.82E-07
	-0.8
	1.84
	7.82E-03
	-1.77
	2.31
	2.55E-06

	cg07800670
	6
	56765087
	DST
	-0.43
	0.72
	2.68E-04
	-0.86
	0.95
	3.49E-08
	-1.01
	2.11
	3.24E-03
	-2.17
	2.75
	1.35E-06

	cg13010621
	6
	92344723
	NA
	-0.36
	0.59
	2.16E-04
	-0.83
	0.81
	2.36E-10
	-1.01
	1.68
	2.32E-04
	-2.36
	2.22
	7.61E-11

	cg03875496
	6
	106335674
	NA
	0.63
	0.76
	3.42E-07
	0.72
	0.89
	6.22E-07
	1.67
	2.1
	1.10E-06
	1.8
	2.47
	7.35E-06

	cg14038731
	6
	110732536
	DDO
	-0.33
	0.67
	2.85E-03
	-0.76
	0.91
	2.81E-07
	-0.75
	1.92
	1.64E-02
	-1.9
	2.59
	6.70E-06

	cg17478979
	6
	149772150
	ZC3H12D
	0.82
	0.89
	1.29E-08
	0.82
	0.89
	1.83E-08
	1.65
	2.46
	3.88E-05
	1.66
	2.48
	3.94E-05

	cg26246572
	6
	159549155
	NA
	0.23
	0.51
	5.23E-03
	0.31
	0.69
	6.07E-03
	0.78
	1.45
	9.63E-04
	1.14
	1.94
	3.28E-04

	cg00564996
	6
	164390870
	NA
	-0.21
	0.56
	2.21E-02
	-0.51
	0.77
	3.69E-05
	-0.5
	1.63
	5.95E-02
	-1.41
	2.18
	6.77E-05

	cg07689396
	7
	633050
	PRKAR1B
	0.51
	0.79
	7.85E-05
	0.57
	0.91
	1.37E-04
	1.07
	2.21
	3.13E-03
	0.98
	2.52
	1.74E-02

	cg23647610
	7
	1357813
	NA
	-0.44
	0.54
	4.50E-07
	-0.52
	0.57
	1.54E-08
	-0.9
	1.54
	3.19E-04
	-1.08
	1.64
	4.95E-05

	cg09956615
	7
	2672989
	TTYH3
	0.75
	0.79
	5.80E-09
	0.85
	0.88
	2.56E-09
	1.98
	2.23
	4.68E-08
	2.14
	2.49
	1.32E-07

	cg13290371
	7
	5518071
	FBXL18
	0.75
	0.84
	4.06E-08
	0.95
	1.02
	8.77E-09
	1.85
	2.35
	1.24E-06
	2.16
	2.85
	3.30E-06

	cg25880344
	7
	11676034
	THSD7A
	-0.16
	0.52
	5.33E-02
	-0.37
	0.63
	3.48E-04
	-0.35
	1.5
	1.56E-01
	-0.73
	1.88
	1.65E-02

	cg16884974
	7
	19748812
	TWISTNB
	-0.07
	0.48
	3.63E-01
	-0.14
	0.56
	1.38E-01
	-0.31
	1.37
	1.64E-01
	-0.63
	1.61
	1.67E-02

	cg07152355
	7
	51303122
	COBL
	-0.35
	0.73
	2.92E-03
	-0.78
	0.94
	4.03E-07
	-0.76
	2.07
	2.36E-02
	-1.81
	2.84
	9.40E-05

	cg21249131
	7
	84783791
	NA
	-0.38
	0.59
	8.74E-05
	-0.52
	0.67
	1.91E-06
	-0.72
	1.7
	9.49E-03
	-1.08
	1.87
	3.83E-04

	cg03310939
	7
	101688730
	CUX1
	0.77
	0.81
	4.59E-09
	0.94
	0.92
	3.96E-10
	1.96
	2.28
	1.23E-07
	2.22
	2.63
	2.08E-07

	cg15857470
	7
	104945248
	SRPK2
	-0.66
	0.77
	1.19E-07
	-0.92
	0.87
	6.97E-11
	-1.64
	2.17
	3.63E-06
	-2.27
	2.5
	2.57E-08

	cg27576694
	7
	106372161
	NA
	0.42
	0.74
	4.63E-04
	0.49
	0.91
	9.44E-04
	1.07
	2.1
	1.67E-03
	1.1
	2.53
	7.62E-03

	cg14146669
	7
	109599644
	EIF3IP1
	-0.24
	0.54
	6.40E-03
	-0.48
	0.67
	1.40E-05
	-0.54
	1.48
	2.58E-02
	-1.16
	1.83
	1.05E-04

	cg12976145
	7
	117502752
	CTTNBP2
	-0.35
	0.64
	8.47E-04
	-0.76
	0.82
	1.24E-08
	-0.81
	1.84
	6.66E-03
	-1.88
	2.37
	1.16E-06

	cg01104073
	7
	150554674
	ABP1
	-0.08
	0.53
	3.77E-01
	-0.27
	0.65
	9.83E-03
	-0.17
	1.51
	4.87E-01
	-0.76
	1.81
	1.03E-02

	cg05047908
	7
	157084809
	NA
	-0.22
	0.59
	2.14E-02
	-0.57
	0.77
	5.49E-06
	-0.39
	1.68
	1.52E-01
	-1.19
	2.16
	7.05E-04

	cg27596649
	8
	17172345
	MTMR7
	-0.32
	0.57
	5.92E-04
	-0.51
	0.65
	1.80E-06
	-0.57
	1.61
	3.09E-02
	-0.97
	1.81
	9.58E-04

	cg22843424
	8
	17400998
	SLC7A2
	-0.35
	0.69
	1.62E-03
	-0.69
	0.88
	1.19E-06
	-0.87
	1.99
	7.12E-03
	-1.82
	2.45
	4.79E-06

	cg00510870
	8
	29210800
	NA
	0.55
	0.73
	4.39E-06
	0.69
	0.86
	9.52E-07
	1.18
	2.12
	6.30E-04
	1.24
	2.54
	2.65E-03

	cg12561945
	8
	64615707
	NA
	0.22
	0.49
	5.84E-03
	0.2
	0.52
	1.83E-02
	0.32
	1.42
	1.72E-01
	0.23
	1.47
	3.25E-01

	cg25001003
	8
	101859876
	NA
	0.5
	0.69
	7.59E-06
	0.6
	0.81
	5.78E-06
	1.1
	1.92
	4.52E-04
	1.21
	2.24
	8.90E-04

	cg21934273
	8
	143620593
	BAI1
	-0.4
	0.59
	3.02E-05
	-0.47
	0.61
	2.85E-06
	-0.78
	1.73
	5.55E-03
	-0.92
	1.78
	1.47E-03

	cg14286682
	9
	6328493
	TPD52L3
	-0.41
	0.66
	1.52E-04
	-0.8
	0.87
	1.36E-08
	-0.79
	1.9
	1.10E-02
	-1.71
	2.49
	2.54E-05

	cg13556767
	9
	8234760
	NA
	-0.3
	0.54
	5.47E-04
	-0.47
	0.63
	4.60E-06
	-0.78
	1.52
	1.71E-03
	-1.26
	1.76
	1.23E-05

	cg13840239
	9
	89218392
	NA
	-0.50
	0.64
	1.17E-06
	-0.85
	0.80
	6.03E-11
	-1.3
	1.84
	1.45E-05
	-2.27
	2.28
	1.04E-09

	cg14310606
	9
	139693852
	KIAA1984
	0.3
	0.53
	4.18E-04
	0.35
	0.64
	7.57E-04
	0.67
	1.51
	6.84E-03
	0.67
	1.83
	2.47E-02

	cg24068468
	10
	5488535
	NET1
	0.44
	0.64
	2.16E-05
	0.47
	0.68
	1.94E-05
	0.82
	1.83
	6.01E-03
	0.83
	1.95
	8.84E-03

	cg02241986
	10
	5566543
	CALML3
	-0.32
	0.67
	3.83E-03
	-0.7
	0.88
	1.07E-06
	-0.6
	1.94
	5.97E-02
	-1.51
	2.55
	2.94E-04

	cg00134210
	10
	14644132
	FAM107B
	-0.51
	0.59
	1.26E-07
	-0.81
	0.7
	8.64E-13
	-1.19
	1.66
	1.06E-05
	-2.06
	2
	2.81E-10

	cg23805357
	10
	25464139
	LOC100128811;GPR158
	0.43
	0.66
	7.37E-05
	0.47
	0.7
	3.97E-05
	1.05
	1.9
	6.64E-04
	1.09
	2
	7.72E-04

	cg09207077
	10
	62708202
	RHOBTB1
	-0.21
	0.73
	6.98E-02
	-0.68
	1.02
	4.18E-05
	-0.48
	2.01
	1.47E-01
	-1.67
	2.87
	3.50E-04

	cg25104397
	10
	104535920
	C10orf26
	0.92
	0.87
	8.73E-11
	1.21
	1.05
	1.57E-12
	2.44
	2.44
	8.93E-10
	3.09
	2.99
	2.22E-10

	cg04726013
	10
	126223236
	LHPP
	0.66
	0.75
	6.43E-08
	0.79
	0.87
	2.54E-08
	1.77
	2.11
	2.57E-07
	1.94
	2.43
	1.01E-06

	cg11342452
	10
	134600463
	NKX6-2
	0.34
	0.52
	6.70E-05
	0.34
	0.53
	6.74E-05
	0.83
	1.49
	6.41E-04
	0.83
	1.5
	7.31E-04

	cg02743674
	11
	2433468
	TRPM5
	-0.36
	0.7
	1.80E-03
	-1.18
	1.09
	3.66E-11
	-0.9
	1.98
	5.21E-03
	-3.24
	3.03
	5.25E-11

	cg25754143
	11
	2445316
	TRPM5
	-0.32
	0.69
	4.68E-03
	-0.77
	0.95
	6.21E-07
	-0.8
	1.93
	1.11E-02
	-2.03
	2.65
	2.56E-06

	cg19936757
	11
	2452218
	NA
	-0.33
	0.64
	1.39E-03
	-0.8
	0.87
	2.30E-08
	-0.94
	1.82
	1.49E-03
	-2.3
	2.48
	1.12E-08

	cg11986385
	11
	19628828
	NAV2
	-0.39
	0.64
	1.99E-04
	-0.82
	0.85
	4.39E-09
	-0.92
	1.83
	2.09E-03
	-2.08
	2.47
	2.52E-07

	cg17526229
	11
	20177746
	NA
	0.66
	0.68
	2.73E-09
	0.83
	0.81
	4.89E-10
	1.88
	1.93
	1.88E-09
	2.26
	2.34
	3.40E-09

	cg06734985
	11
	26849501
	NA
	-0.51
	0.58
	8.10E-08
	-0.75
	0.68
	8.62E-12
	-1.31
	1.62
	6.44E-07
	-1.97
	1.82
	2.80E-11

	cg26980692
	11
	60719947
	SLC15A3
	0.67
	0.74
	2.32E-08
	0.81
	0.87
	1.03E-08
	1.7
	2.14
	1.03E-06
	1.84
	2.52
	7.00E-06

	cg26661640
	11
	64458846
	NRXN2
	-0.39
	0.77
	1.81E-03
	-1
	1.06
	7.45E-09
	-1
	2.16
	4.63E-03
	-2.59
	2.99
	1.01E-07

	cg00574958
	11
	68607622
	CPT1A
	-0.87
	0.55
	0.00E+00
	-1.3
	0.66
	0.00E+00
	-2.48
	1.51
	0.00E+00
	-3.85
	1.78
	0.00E+00

	cg23049823
	11
	92715639
	MTNR1B
	-0.3
	0.63
	3.58E-03
	-0.67
	0.82
	6.79E-07
	-0.65
	1.78
	2.53E-02
	-1.59
	2.31
	2.35E-05

	cg19574327
	11
	96466206
	NA
	-0.35
	0.64
	7.60E-04
	-0.75
	0.85
	4.62E-08
	-0.89
	1.83
	2.95E-03
	-1.92
	2.35
	5.26E-07

	cg02008402
	11
	100683448
	FLJ32810
	-0.47
	0.61
	2.46E-06
	-0.89
	0.79
	4.81E-12
	-1.05
	1.72
	1.60E-04
	-2.12
	2.2
	3.39E-09

	cg12978214
	11
	113145174
	NCAM1
	-0.32
	0.59
	7.73E-04
	-0.67
	0.77
	6.83E-08
	-0.69
	1.67
	1.11E-02
	-1.54
	2.2
	1.68E-05

	cg11171549
	11
	117748512
	FXYD6
	-0.17
	0.59
	7.64E-02
	-0.39
	0.75
	1.16E-03
	-0.27
	1.69
	3.27E-01
	-0.79
	2.12
	2.23E-02

	cg07217499
	12
	2416339
	CACNA1C
	-0.41
	0.56
	7.94E-06
	-0.78
	0.7
	7.10E-12
	-1.06
	1.61
	5.13E-05
	-2.12
	2
	8.16E-11

	cg05739305
	12
	3984963
	NA
	0.16
	0.5
	5.39E-02
	0.18
	0.51
	3.03E-02
	0.53
	1.39
	1.79E-02
	0.61
	1.41
	8.00E-03

	cg13694400
	12
	13254673
	GSG1
	0.53
	0.71
	6.22E-06
	0.79
	0.96
	4.43E-07
	1.46
	1.97
	5.34E-06
	2.02
	2.7
	4.49E-06

	cg06416491
	12
	39837660
	KIF21A
	0.53
	0.73
	7.91E-06
	0.76
	0.94
	7.07E-07
	1.35
	2.09
	7.79E-05
	1.76
	2.76
	9.24E-05

	cg22665096
	12
	42102842
	NA
	-0.4
	0.71
	4.62E-04
	-0.71
	0.86
	3.96E-07
	-0.98
	1.97
	2.39E-03
	-1.79
	2.4
	4.37E-06

	cg03736807
	12
	54654045
	CBX5
	0.27
	0.71
	2.14E-02
	0.26
	0.8
	4.42E-02
	0.51
	2.06
	1.30E-01
	0.43
	2.36
	2.58E-01

	cg09689944
	12
	56390952
	SUOX
	0.65
	0.72
	3.93E-08
	0.8
	0.87
	1.24E-08
	1.55
	2.02
	2.41E-06
	1.8
	2.42
	4.83E-06

	cg01814191
	12
	89744524
	DUSP6
	0.59
	0.79
	6.05E-06
	0.7
	0.93
	3.27E-06
	1.41
	2.29
	1.52E-04
	1.59
	2.65
	2.36E-04

	cg02337898
	12
	93578655
	NA
	0.46
	0.61
	3.79E-06
	0.48
	0.67
	9.22E-06
	1.27
	1.72
	5.67E-06
	1.3
	1.91
	3.08E-05

	cg08693490
	12
	116757896
	NA
	0.81
	0.87
	8.18E-09
	1
	1.01
	1.17E-09
	1.93
	2.44
	1.26E-06
	2.09
	2.85
	6.66E-06

	cg07812715
	12
	117483086
	TESC
	0.49
	0.69
	1.28E-05
	0.54
	0.75
	9.06E-06
	1.37
	1.95
	1.59E-05
	1.45
	2.12
	2.70E-05

	cg08120831
	12
	122669186
	LRRC43
	0.74
	0.89
	2.94E-07
	1
	1.12
	4.10E-08
	1.84
	2.52
	6.74E-06
	2.27
	3.16
	9.61E-06

	cg24480810
	12
	133239661
	POLE
	0.58
	0.81
	1.13E-05
	0.78
	1.07
	8.69E-06
	1.29
	2.19
	2.95E-04
	1.51
	2.92
	1.46E-03

	cg25042075
	13
	31019981
	NA
	0.54
	0.65
	3.81E-07
	0.69
	0.82
	2.45E-07
	1.47
	1.89
	1.82E-06
	1.76
	2.32
	3.01E-06

	cg15696906
	13
	38444134
	TRPC4
	0.56
	0.71
	1.70E-06
	0.58
	0.73
	1.31E-06
	1.3
	2.02
	8.04E-05
	1.32
	2.06
	8.52E-05

	cg15444735
	13
	56140478
	NA
	-0.16
	0.55
	7.80E-02
	-0.23
	0.59
	1.49E-02
	-0.45
	1.57
	8.06E-02
	-0.69
	1.67
	1.12E-02

	cg17673237
	13
	108518419
	FAM155A
	0.44
	0.63
	1.43E-05
	0.47
	0.67
	1.81E-05
	0.91
	1.85
	2.61E-03
	0.88
	1.98
	6.35E-03

	cg21390682
	13
	113743751
	MCF2L
	-0.35
	0.57
	1.64E-04
	-0.66
	0.7
	8.12E-09
	-0.76
	1.64
	4.45E-03
	-1.54
	2
	2.33E-06

	cg00517796
	13
	113772778
	F7
	0.03
	0.51
	7.30E-01
	0.07
	0.54
	4.21E-01
	-0.1
	1.47
	6.86E-01
	0.1
	1.54
	7.01E-01

	cg05931439
	14
	23305957
	MMP14
	0.62
	0.82
	3.97E-06
	0.68
	0.86
	1.17E-06
	1.44
	2.3
	1.18E-04
	1.53
	2.4
	8.97E-05

	cg03508235
	14
	23445994
	JUB
	-0.33
	0.57
	4.16E-04
	-0.7
	0.73
	3.70E-09
	-0.83
	1.6
	1.48E-03
	-1.84
	2.07
	4.87E-08

	cg12917475
	14
	23775787
	BCL2L2
	0.67
	0.79
	1.86E-07
	0.81
	0.92
	6.54E-08
	1.74
	2.24
	1.84E-06
	1.95
	2.63
	5.47E-06

	cg25277187
	14
	52535028
	NID2
	0.33
	0.51
	7.11E-05
	0.35
	0.55
	1.15E-04
	0.98
	1.43
	2.51E-05
	0.97
	1.53
	1.02E-04

	cg07010373
	14
	101390989
	SNORD113-1
	-0.26
	0.63
	1.18E-02
	-0.53
	0.79
	4.11E-05
	-0.7
	1.77
	1.45E-02
	-1.47
	2.22
	5.00E-05

	cg00808648
	14
	105779910
	PACS2
	0.86
	0.93
	1.14E-08
	1.12
	1.11
	5.79E-10
	2.3
	2.63
	8.22E-08
	2.69
	3.18
	2.00E-07

	cg15159104
	15
	43809865
	MAP1A
	0.81
	0.77
	8.99E-11
	1.18
	1
	3.48E-13
	2.21
	2.2
	7.53E-10
	3.05
	2.89
	8.76E-11

	cg07511008
	15
	58902656
	ADAM10
	0.09
	0.51
	2.51E-01
	0.13
	0.52
	1.34E-01
	0.29
	1.43
	2.15E-01
	0.32
	1.53
	1.93E-01

	cg24340572
	15
	69887053
	NA
	0.74
	0.8
	1.27E-08
	0.97
	1.01
	2.90E-09
	1.94
	2.24
	1.03E-07
	2.41
	2.79
	1.16E-07

	cg23702610
	15
	100017287
	NA
	0.53
	0.74
	1.38E-05
	0.62
	0.87
	1.34E-05
	1.34
	2.03
	5.53E-05
	1.42
	2.42
	2.96E-04

	cg16003913
	16
	127072
	MPG
	0.64
	0.81
	1.09E-06
	1.11
	1.18
	7.60E-09
	1.85
	2.24
	3.52E-07
	2.94
	3.17
	1.29E-08

	cg01352090
	16
	4103533
	ADCY9
	0.72
	0.87
	5.05E-07
	0.94
	1.09
	1.21E-07
	1.88
	2.44
	2.24E-06
	2.26
	3.04
	5.29E-06

	cg08877257
	16
	29820592
	MAZ
	-0.42
	0.71
	2.37E-04
	-0.89
	0.91
	1.61E-09
	-0.92
	1.96
	4.23E-03
	-2.09
	2.58
	6.68E-07

	cg01172150
	16
	30817443
	NA
	0.79
	0.79
	8.30E-10
	0.98
	0.92
	7.77E-11
	2.01
	2.27
	5.46E-08
	2.3
	2.66
	1.04E-07

	cg01230035
	16
	75284882
	BCAR1
	0.38
	0.64
	2.14E-04
	0.4
	0.65
	2.00E-04
	0.58
	1.86
	5.45E-02
	0.56
	1.89
	6.99E-02

	cg06528601
	16
	84652562
	COTL1
	0.45
	0.71
	1.05E-04
	0.51
	0.85
	2.18E-04
	0.94
	2.04
	4.40E-03
	0.96
	2.44
	1.53E-02

	cg26723054
	16
	85650522
	KIAA0182
	0.58
	0.74
	1.71E-06
	0.75
	0.9
	3.31E-07
	1.35
	2.12
	9.86E-05
	1.57
	2.61
	2.24E-04

	cg02426464
	17
	1481305
	SLC43A2
	-0.34
	0.67
	1.48E-03
	-0.82
	0.87
	6.27E-09
	-0.78
	1.89
	1.09E-02
	-2.06
	2.48
	3.56E-07

	cg16611352
	17
	3819429
	P2RX1
	0.65
	0.74
	8.19E-08
	0.82
	0.91
	2.51E-08
	1.59
	2.12
	3.72E-06
	1.86
	2.59
	1.11E-05

	cg16341159
	17
	7121370
	DLG4
	0.51
	0.72
	1.33E-05
	0.63
	0.87
	8.76E-06
	1.4
	2.08
	3.36E-05
	1.62
	2.55
	9.88E-05

	cg11024682
	17
	17730094
	SREBF1
	0.8
	0.55
	0.00E+00
	1.16
	0.7
	0.00E+00
	2.28
	1.53
	0.00E+00
	3.23
	1.98
	0.00E+00

	cg22485810
	17
	29248725
	ADAP2
	0.67
	0.79
	1.70E-07
	0.8
	0.94
	1.74E-07
	1.86
	2.18
	1.64E-07
	2.14
	2.59
	4.00E-07

	cg11485655
	17
	36032204
	NA
	-0.29
	0.68
	7.96E-03
	-0.59
	0.84
	1.71E-05
	-0.67
	1.89
	2.85E-02
	-1.45
	2.31
	1.23E-04

	cg24457403
	17
	39770337
	KRT16
	-0.43
	0.77
	6.36E-04
	-1.01
	1.07
	6.49E-09
	-1.03
	2.19
	4.03E-03
	-2.58
	3.12
	3.69E-07

	cg18426551
	17
	42147617
	G6PC3
	0.65
	0.88
	6.39E-06
	0.83
	1.1
	3.37E-06
	1.65
	2.41
	2.53E-05
	1.92
	3.04
	1.01E-04

	cg22306038
	17
	48845758
	C17orf73
	-0.27
	0.64
	1.02E-02
	-0.67
	0.84
	1.07E-06
	-0.56
	1.78
	5.20E-02
	-1.54
	2.37
	6.89E-05

	cg27470066
	17
	59485779
	TBX2
	0.27
	0.52
	1.69E-03
	0.29
	0.6
	2.92E-03
	0.71
	1.48
	3.03E-03
	0.7
	1.67
	9.66E-03

	cg23806715
	17
	73775811
	H3F3B
	-0.12
	0.48
	1.11E-01
	-0.19
	0.52
	2.52E-02
	-0.33
	1.39
	1.39E-01
	-0.59
	1.49
	1.41E-02

	cg26766064
	17
	79099711
	MIR657;AATK;MIR338
	-0.43
	0.71
	1.63E-04
	-0.99
	1
	1.04E-09
	-1.04
	1.99
	1.36E-03
	-2.44
	2.69
	2.42E-08

	cg24928546
	17
	79392689
	BAHCC1
	-0.23
	0.55
	1.01E-02
	-0.57
	0.74
	2.53E-06
	-0.53
	1.58
	4.03E-02
	-1.43
	2.1
	2.95E-05

	cg00344577
	17
	79504745
	NA
	0.21
	0.56
	2.14E-02
	0.23
	0.71
	4.85E-02
	0.54
	1.57
	3.67E-02
	0.45
	2
	1.68E-01

	cg11435943
	18
	61222687
	SERPINB12
	-0.36
	0.7
	1.46E-03
	-0.73
	0.89
	5.81E-07
	-1.05
	1.95
	8.94E-04
	-2.1
	2.49
	2.30E-07

	cg24824917
	19
	1101716
	NA
	0.54
	0.65
	3.06E-07
	0.67
	0.77
	9.03E-08
	1.29
	1.85
	1.71E-05
	1.41
	2.19
	7.50E-05

	cg15789607
	19
	4769690
	MIR7-3;C19orf30
	0.54
	0.7
	1.95E-06
	0.6
	0.74
	5.51E-07
	1.28
	2
	8.12E-05
	1.39
	2.11
	5.26E-05

	cg01581222
	19
	10958952
	C19orf38
	0.83
	0.86
	2.82E-09
	1.07
	1.03
	1.78E-10
	2.22
	2.37
	9.31E-09
	2.62
	2.84
	1.43E-08

	cg24679890
	19
	17246356
	MYO9B
	0.82
	0.78
	1.63E-10
	0.87
	0.81
	4.85E-11
	1.98
	2.22
	4.22E-08
	2.05
	2.32
	5.97E-08

	cg20981127
	19
	17357587
	NR2F6
	0.68
	0.75
	3.15E-08
	0.82
	0.89
	1.32E-08
	1.87
	2.07
	2.59E-08
	2.13
	2.47
	1.10E-07

	cg12581549
	19
	34264076
	CHST8
	-0.26
	0.55
	3.91E-03
	-0.51
	0.7
	6.67E-06
	-0.73
	1.54
	3.59E-03
	-1.44
	1.91
	3.62E-06

	cg15139745
	19
	42927668
	LIPE
	-0.11
	0.49
	1.56E-01
	-0.2
	0.52
	1.77E-02
	-0.13
	1.31
	5.38E-01
	-0.4
	1.4
	8.23E-02

	cg22304262
	19
	47287778
	SLC1A5
	-0.53
	0.58
	1.79E-08
	-0.74
	0.64
	1.75E-12
	-1.51
	1.6
	6.74E-09
	-2.12
	1.77
	1.77E-13

	cg13771219
	19
	49176322
	NTN5;SEC1
	-0.2
	0.58
	3.42E-02
	-0.48
	0.76
	9.37E-05
	-0.4
	1.67
	1.41E-01
	-1.13
	2.19
	1.47E-03

	cg23253978
	19
	49570878
	KCNA7
	-0.06
	0.5
	4.73E-01
	-0.11
	0.55
	2.05E-01
	-0.4
	1.36
	7.32E-02
	-0.59
	1.46
	1.26E-02

	cg19299739
	19
	49865342
	TEAD2
	0.31
	0.6
	1.51E-03
	0.35
	0.81
	7.57E-03
	0.89
	1.69
	1.29E-03
	0.98
	2.25
	7.56E-03

	cg09767736
	19
	50400119
	IL4I1
	0.51
	0.75
	2.96E-05
	0.64
	0.92
	2.13E-05
	1.33
	2.16
	1.58E-04
	1.46
	2.69
	8.44E-04

	cg10615150
	20
	30582838
	XKR7
	0.26
	0.51
	1.59E-03
	0.31
	0.54
	5.56E-04
	0.9
	1.43
	1.19E-04
	0.99
	1.52
	6.30E-05

	cg00916899
	20
	35944932
	MANBAL
	0.86
	0.8
	5.70E-11
	1.07
	0.95
	4.76E-12
	2.19
	2.29
	4.38E-09
	2.57
	2.69
	4.76E-09

	cg13546223
	20
	44162970
	WFDC6
	-0.26
	0.66
	1.68E-02
	-0.56
	0.83
	3.97E-05
	-0.55
	1.89
	7.26E-02
	-1.3
	2.33
	6.18E-04

	cg20645040
	20
	45946271
	ZMYND8;LOC100131496
	0.44
	0.77
	4.65E-04
	0.51
	0.93
	7.68E-04
	1.03
	2.2
	3.95E-03
	1
	2.67
	2.16E-02

	cg15560495
	20
	56804158
	NA
	0.44
	0.63
	1.66E-05
	0.51
	0.74
	2.39E-05
	0.82
	1.77
	4.25E-03
	0.75
	2.11
	2.85E-02

	cg07950000
	21
	31312333
	GRIK1
	0.63
	0.72
	6.42E-08
	0.84
	0.89
	5.74E-09
	1.75
	2.04
	1.45E-07
	2.22
	2.54
	7.64E-08

	cg08244262
	21
	42797939
	MX1
	-0.06
	0.50
	4.40E-01
	-0.14
	0.56
	1.12E-01
	-0.27
	1.38
	2.30E-01
	-0.55
	1.57
	3.05E-02

	cg06500161
	21
	43656587
	ABCG1
	0.97
	0.55
	0.00E+00
	1.38
	0.68
	0.00E+00
	2.73
	1.5
	0.00E+00
	3.85
	1.87
	0.00E+00

	cg17522369
	22
	49486271
	NA
	-0.07
	0.52
	4.41E-01
	-0.21
	0.65
	4.24E-02
	-0.31
	1.46
	1.94E-01
	-0.9
	1.8
	2.05E-03

	cg00475109
	22
	50312834
	CRELD2;ALG12
	0.09
	0.49
	2.51E-01
	0.06
	0.52
	4.47E-01
	0.53
	1.37
	1.83E-02
	0.48
	1.44
	4.10E-02

	ch.X.258064R
	X
	16776121
	SYAP1
	-0.09
	0.56
	3.05E-01
	-0.26
	0.67
	1.57E-02
	-0.02
	1.55
	9.41E-01
	-0.44
	1.86
	1.42E-01

	cg07864948
	X
	18690197
	RS1
	0.17
	0.52
	4.89E-02
	0.17
	0.55
	5.02E-02
	0.27
	1.48
	2.55E-01
	0.3
	1.54
	2.32E-01

	cg17546454
	X
	24205107
	ZFX
	0.18
	0.53
	3.57E-02
	0.21
	0.54
	1.73E-02
	0.42
	1.50
	8.44E-02
	0.51
	1.56
	4.66E-02

	cg19050914
	X
	100871603
	ARMCX6
	0.24
	0.59
	1.41E-02
	0.26
	0.69
	2.22E-02
	0.52
	1.7
	6.32E-02
	0.5
	1.99
	1.25E-01


Model 1was adjusted for sex, age, smoking exposure and estimated cell count; model 2 was adjusted for sex, age, smoking exposure, estimated cell count and surrogate variables; model 3 was adjusted for sex, age, smoking exposure, estimated cell count and body mass index; and model 4 was adjusted for sex, age, smoking exposure, estimated cell count, body mass index and surrogate variables.


Supplementary Figures:
Supplementary Figure 1: All the Manhattan and QQ-plots for the associations between DNA methylation and body mass index or waist.
a) Manhattan Plot and QQ plot of model 1 for BMI.
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Model 1was adjusted for sex, age, smoking exposure and estimated cell count.


b) Manhattan Plot and QQ plot of model 2 for BMI.
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Model 2 was adjusted for sex, age, smoking exposure, estimated cell count and surrogate variables.


c) Manhattan plot and QQ plot of model 1 for waist.
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Model 1was adjusted for sex, age, smoking exposure and estimated cell count.


d) Manhattan Plot and QQ plot of model 2 for waist.
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Model 2 was adjusted for sex, age, smoking exposure, estimated cell count and surrogate variables.



[bookmark: _GoBack]Supplementary Figure 2: Locus zooms (http://locuszoom.sph.umich.edu/locuszoom/) of the Tag SNPs associated with BMI in the GIANT genome-wide association data.
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Supplementary Figure 3: Overlapping of the genes in the top 4 diseases and functions terms.
a) Top 4 diseases and functions using results of BMI


[image: ]

b) Top 4 diseases and functions using results of waist
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Supplementary Figure 4: The networks of the top 4 diseases and functions.
A) BMI
i) [image: ]Neurological network: 













ii) Psychological network:



iii) Endocrine network: 


iv) Metabolic network:




B) Waist
i) Neurological network:
[image: ]


ii) Psychological network:

iii) 
Endocrine network:



iv) Metabolic network:
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