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SI1. Supplementary Information on the Methods

Participants: 

Generation R was designed to shed light into environmental, genetic, and other pathways involved in (ab)normal development. For the purposes of this study, children within Generation R with data on maternal sensitivity (at three and/or four years) and DNAm (at six years) were selected. Maternal sensitivity assessments at ages three (N = 1247) and four (N = 752) years were both considered. This was done in line with previous literature (Kok et al. 2015), due to the stability of the maternal sensitivity scores between age 3 and 4 years (Kok et al. 2013), the temporality of these assessments, which both precede DNAm at age 6, and to maximize our sample size. Amongst children with maternal sensitivity data at either time point, 235 also had DNAm information at age six (i.e. the closest prospective DNAm assessment). Of note, this sample included 5 sibling-pairs and was the sample used for the main analyses. To ensure genetic relatedness did not impact results, one sibling per pair was later excluded in a sensitivity analysis. The excluded sibling presented the least covariate data.
In follow-up analyses, where additional adjustments for covariates were made, the main sample was further restricted to complete cases. For adjustments for maternal education and psychopathology, 223 children had data. For adjustments for DNAm levels at birth, 226 children had data. 
Covariates
The main model in the epigenome-wide association study (EWAS) was adjusted for cell types, batch effects, sex, gestational age at birth, and maternal smoking during pregnancy. Further information on these variables is shown below. 

Cell-type and Batch effects

Cell-type adjustments were performed, for analyses with DNAm at age six, for the following cell types: CD4 T lymphocytes, CD8 T lymphocytes, B lymphocytes, monocytes, natural killer cells. Of note, granulocyte cells were excluded due to multicollinearity. The sample plate was used as a measure of batch effects. This variable presented 17 levels. 

Sex and gestational age at birth

Sex and gestational age were measured at child-birth. Sex was coded binarily into males and females. Gestational age at birth was measured continuously. 

Maternal smoking during pregnancy 
We analyzed maternal smoking during pregnancy as a three-level variable: (i) did not smoke during pregnancy, (ii) smoked until pregnancy was known, (iii) smoked throughout pregnancy. This was based on previous work from Joubert et al. (2016) showing that sustained smoking throughout pregnancy has the strongest associations with offspring DNA methylation, with any smoking in pregnancy also showing significant associations, although not as strong. To ensure such variable was not subject to important bias, we additionally examined whether any of our hits (i.e. significant sites or sites within significant regions) overlapped with CpGs related to smoking, based on previous literature. Given the sample at hand, we used the Pregnancy and Childhood Epigenetics (PACE) consortium prenatal smoking exposure reference (Joubert et al. 2016). In this publication, 6 074 genome-wide significant CpGs were identified in association with maternal smoking during pregnancy in cord blood. Additionally, since tissue- and age-specific effects might be present, we considered another EWAS of smoking carried out in childhood (age 5.5) in whole blood (Rzehak et al. 2016), which identified five genome-wide significant probes. 
Maternal education and maternal psychopathology 

In follow-up analyses, we additionally adjusted for maternal education and maternal psychopathology. Maternal education was coded into low, medium, and high, respectively denoting primary, secondary, and tertiary education levels. Maternal psychopathology (postnatal: child age six months) was measured according to the Beck Symptoms Inventory (BSI) which presents information on the total maternal psychopathology symptoms.
DNA methylation at birth
In another follow-up analysis, additional adjustments for DNAm levels at birth were performed. This was done for top hits only. Covariates which are key to appropriately measure DNAm levels were also included: batch effects (measured by sample plate) and cell types (CD4 T lymphocytes, CD8T lymphocytes, B lymphocytes, monocytes, natural killer cells, and nucleated red blood cells – a cell type present only in cord blood). 
Statistical Analyses 

Regional-level EWAS

The dmrff approach, based on simulations, performs better compared to other regional methods in terms of false positive control, statistical power, and replicability across datasets (Suderman et al. 2018). Of note, the probe- and regional-level EWASs were rerun after one sibling per sibling-pair was excluded. 
Candidate gene look-up

For the candidate gene look-up, we selected genes based on previous literature. We searched the PubMed and Google Scholar engines by using a combination of the following terms: “maternal care” or "maternal sensitivity" with “DNA methylation”. Only studies in humans were considered. Review articles were excluded. Both epigenome-wide association studies (probe- and regional-level EWASs) as well as candidate gene studies were considered, yet, no EWAS had been performed to date on normative maternal care. Of the identified candidate gene studies, only those with statistically significant results were included, for a total of four publications (Bosmans, Young, and Hankin 2018; Conradt et al. 2016; Provenzi et al. 2017; Unternaehrer et al. 2015). Genes significantly related with maternal care/sensitivity included NR3C1, BDNF, SLC6A4, OXTR, and 11B-HSD2. Due to methylomic values not being available in our sample for 11B-HSD2, such gene was excluded. Overall, four genes were selected based on previous literature. 

Gene Ontology: In-House method

In this method, genes in the test list were tested in relation to pathway membership, with a logistic regression approach. We controlled for the number of probes annotated to each gene in the test list. The Gene Ontology website was utilized to obtain pathways. Genes annotated to parent terms were used too. A gene list was formed based on the probes associated with maternal sensitivity at a p-value threshold < 0.001, based on the probe-level EWAS. The Illumina UCSC gene annotation permitted the annotation of probes to genes. Genes were considered if they were included in, at minimum, one gene ontology pathway and presented at least one annotated probe. Pathways were considered if including from 10 to 2000 genes. Once this method was used for all pathways, the significant ones with overlapping genes were retested. Associations were retested in all significant pathways, after adjusting for the most significant term. In case the associations at such pathways were no longer significant, the most significant pathway was considered as explaining the relationship. In such situation, pathways were grouped together. This process was repeated, with the next most significant pathway being adjusted for, till all pathways were considered as the most significant one or were identified as pertaining to a more significant pathway. A minimum of two genes was necessary for GO terms to be interpreted.  

Follow-up analyses

Firstly, the influence of genetic factors on DNAm was examined, based on an openly-accessible mQTL database. The database mQTL information was based on the results from the Accessible Resource for Integrative Epigenomics Studies (ARIES). The ARIES mQTL database includes data on the single nucleotide polymorphisms (SNPs) significantly affecting DNAm levels in cis or trans (p < 1e−14, 1Mb window), at several lifespan stages, based on the Infinium 450K array. Here, we selected information for children, based on the results from a genome-wide complex trait conditional analysis.
Secondly, we adjusted for an additional set of parental confounders, maternal education and psychopathology, in a subsample of children with such information (N = 223). This was done on top hits only. To ensure estimate changes resulted from adjustments as opposed to the restriction to the subsample, firstly, we ran a multiple linear regression on our top hits, within the subsample of children with data on such confounders (Model A, N = 223). This model was still unadjusted for maternal education and psychopathology. Subsequently, adjustments for maternal education and psychopathology were performed on top hits, within the subsample (Model B, N = 223, adjusted model), with a multiple linear regression. The newly-obtained site summary statistics for both models were then inputted in DMRff, where the function dmrff.stats enables the recalculation of the statistics per DNAm region. The percent estimate change was then calculated ((estimate after adjustments – estimate before adjustments) / estimate before adjustments * 100). 
The same procedure was employed for adjustments for DNAm levels at birth. Therefore, a multiple linear regression where, for each site, its own DNAm levels at baseline were used as covariates, was tested in association with maternal sensitivity: site DNAm at six ~ maternal sensitivity + main set of covariates + site DNAm at birth (Model B, N = 226). This was compared to a restricted unadjusted model (Model A, N = 226). Site statistics were inputted in dmrff.stats to obtain regional-level statistics. 
Lastly, the BECon online tool used here includes information on tissue concordance between DNAm in blood and Brodmann Areas (BA) seven, 10 and 20, based on brain postmortem samples from 16 subjects.
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Supplementary Figure 1 A-C. 

BACON-corrected probe-level EWAS of the association between maternal sensitivity and DNAm

Note. Panel A shows the test statistic histogram. This indicates minimal bias, as shown by the proximity of the black and red lines. Panel B depicts uncorrected and BACON-corrected QQ-plots. The uncorrected QQ-plot is from the main EWAS and shows no significant associations. The BACON-corrected QQ-plot suggests that values were originally deflated in the EWAS and that, after corrections, associations are present. Panel C is a histogram of p-values after BACON-correction, showing that there is a greater proportion of sites with low p-values compared to the proportion of sites with higher p-values, further suggesting that associations of maternal sensitivity with DNAm are present. 

	ST1. Sample characteristics
	 

	Child and maternal characteristics
	Percentage/Mean 

	Child Characteristics
	

	Sex - females
	49%

	Child Ethnicity - Dutch 
	100%

	Maternal Characteristics
	

	Observed maternal sensitivity 
	0.05

	Maternal Education*
	

	   Primary education
	8%

	   Secondary education
	21%

	   Higher education
	71%

	Gestational age at birth
	40.31

	Maternal prenatal smoking
	

	   Never smoked
	75%

	   Quit when pregnancy known
	11%

	   Continued during pregnancy
	14%

	Maternal psychopathology*
	0.15

	Note. % = percentage
	

	*Information was available only for a subsample (n = 223)


	ST2. Top sites from the probe-level EWAS with BACON-corrected estimates

	CpG
	EWAS T-statistic
	EWAS P-value
	EWAS Estimate
	EWAS Standard Error
	Bacon T-statistic
	Bacon P-value

	cg25628898
	-4.93
	1.7E-06
	-0.01
	0.00
	-5.32
	0.000

	cg00808563
	-4.62
	6.7E-06
	-0.01
	0.00
	-4.99
	0.000

	cg27541515
	4.43
	1.5E-05
	0.01
	0.00
	4.79
	0.000

	cg01567825
	-4.34
	2.2E-05
	-0.02
	0.00
	-4.69
	0.000

	cg26554505
	4.26
	3.1E-05
	0.00
	0.00
	4.60
	0.000

	cg21457839
	4.20
	3.9E-05
	0.00
	0.00
	4.54
	0.000

	cg05637265
	-4.19
	4.2E-05
	-0.01
	0.00
	-4.52
	0.000

	cg07439474
	4.17
	4.4E-05
	0.00
	0.00
	4.51
	0.000

	cg02276600
	4.17
	4.4E-05
	0.01
	0.00
	4.51
	0.000

	cg01200177
	4.17
	4.5E-05
	0.02
	0.01
	4.51
	0.000

	cg04604420
	-4.16
	4.7E-05
	-0.01
	0.00
	-4.49
	0.000

	cg05935283
	4.16
	4.7E-05
	0.00
	0.00
	4.49
	0.000

	cg00079764
	4.08
	6.4E-05
	0.01
	0.00
	4.41
	0.000

	cg09678349
	-4.03
	7.8E-05
	-0.02
	0.01
	-4.35
	0.000

	cg14012059
	-3.99
	9.1E-05
	-0.02
	0.00
	-4.31
	0.000

	cg25623347
	-3.98
	9.3E-05
	-0.01
	0.00
	-4.30
	0.000

	cg02328660
	3.98
	9.4E-05
	0.00
	0.00
	4.31
	0.000

	cg19755714
	3.98
	9.5E-05
	0.01
	0.00
	4.30
	0.000

	cg12441928
	-3.97
	1.0E-04
	0.00
	0.00
	-4.28
	0.000

	cg03113916
	-3.94
	1.1E-04
	-0.01
	0.00
	-4.26
	0.000

	cg03810365
	3.94
	1.1E-04
	0.01
	0.00
	4.26
	0.000

	cg09086615
	-3.93
	1.2E-04
	-0.01
	0.00
	-4.24
	0.000

	cg10066481
	-3.92
	1.2E-04
	-0.01
	0.00
	-4.23
	0.000

	cg10319073
	-3.91
	1.2E-04
	-0.01
	0.00
	-4.23
	0.000

	cg20093139
	3.91
	1.2E-04
	0.01
	0.00
	4.23
	0.000

	cg22798223
	-3.91
	1.3E-04
	0.00
	0.00
	-4.22
	0.000

	cg24618910
	3.90
	1.3E-04
	0.00
	0.00
	4.22
	0.000

	cg20959907
	-3.88
	1.4E-04
	-0.02
	0.00
	-4.19
	0.000

	cg15871766
	-3.87
	1.5E-04
	-0.02
	0.01
	-4.18
	0.000


	ST3. Top regions from the regional-level EWAS
	
	

	Location
	N CpGs
	Estimate
	Standard Error
	P-value
	Adj. P-value

	chr2:241458886-241460002
	8
	-0.36
	0.04
	1.17E-17
	5.61E-12

	chr6:30039027-30039600
	22
	-0.23
	0.03
	5.03E-16
	2.42E-10

	chr6:33282879-33283184
	17
	-0.21
	0.03
	1.83E-15
	8.77E-10

	chr2:21266727-21267334
	10
	-0.30
	0.04
	2.83E-14
	1.36E-08

	chr2:3642629-3642867
	6
	-0.87
	0.14
	9.80E-11
	4.71E-05

	chr17:6797034-6797771
	6
	-0.57
	0.09
	1.00E-10
	4.80E-05

	chr7:111368367-111368847
	4
	-0.82
	0.13
	1.02E-10
	4.90E-05

	chr6:32145383-32146595
	27
	0.05
	0.01
	3.55E-10
	1.71E-04

	chr7:158749953-158751591
	8
	0.56
	0.09
	4.80E-10
	2.31E-04

	chr6:33280149-33280436
	9
	-0.28
	0.05
	8.89E-10
	4.27E-04

	chr6:31867757-31868169
	19
	-0.10
	0.02
	2.35E-08
	1.13E-02

	chr4:147164778-147165097
	4
	0.43
	0.08
	2.53E-08
	1.21E-02

	chr1:11714218-11714254
	3
	-0.44
	0.08
	5.82E-08
	2.80E-02

	chr4:1243980-1244086
	6
	1.04
	0.20
	1.19E-07
	5.70E-02

	chr7:158551048-158551361
	4
	-0.58
	0.11
	1.47E-07
	7.07E-02

	chr20:57225195-57225678
	2
	0.12
	0.02
	1.65E-07
	7.92E-02

	chr11:70672365-70672858
	7
	-0.28
	0.05
	2.27E-07
	1.09E-01

	chr7:63505638-63505871
	6
	0.84
	0.16
	2.56E-07
	1.23E-01

	chr20:36148615-36148928
	14
	-0.09
	0.02
	2.99E-07
	1.43E-01

	chr2:128616082-128616167
	2
	1.07
	0.21
	4.00E-07
	1.92E-01

	chr6:33245619-33246105
	17
	-0.10
	0.02
	4.75E-07
	2.28E-01

	chr10:82295394-82296191
	6
	0.45
	0.09
	5.63E-07
	2.71E-01

	chr2:20870087-20871002
	5
	-1.42
	0.29
	8.51E-07
	4.09E-01

	chr6:31856617-31856773
	4
	-0.39
	0.08
	9.10E-07
	4.37E-01

	chr7:44349704-44349955
	3
	0.91
	0.19
	1.15E-06
	5.52E-01

	chr19:57702479-57702772
	6
	0.23
	0.05
	1.19E-06
	5.72E-01

	chr7:6979239-6979488
	2
	-0.22
	0.05
	1.34E-06
	6.42E-01

	chr12:52404134-52404422
	4
	0.29
	0.06
	1.42E-06
	6.82E-01


Note. adj. = adjusted; N = number.

	ST4. Candidate gene look-up 

	Gene
	Location
	CPG.Labels
	estimate
	std.error
	T.statistic
	P.value
	Genome_wide_sign
	Gene_wide_sign
	Nominal_sign

	BDNF
	chr11:27744816
	cg18867480
	-0.003
	0.002
	-1.63
	0.105
	No
	No
	No

	BDNF
	chr11:27744363
	cg11718030
	-0.003
	0.003
	-0.95
	0.342
	No
	No
	No

	BDNF
	chr11:27744049
	cg15462887
	0.002
	0.003
	0.72
	0.475
	No
	No
	No

	BDNF
	chr11:27744490
	cg06046431
	0.000
	0.001
	-0.50
	0.619
	No
	No
	No

	BDNF
	chr11:27744557
	cg10022526
	-0.001
	0.002
	-0.50
	0.620
	No
	No
	No

	BDNF
	chr11:27744759
	cg24249411
	-0.001
	0.003
	-0.35
	0.729
	No
	No
	No

	BDNF
	chr11:27743619
	cg03167496
	-0.002
	0.002
	-1.58
	0.115
	No
	No
	No

	BDNF
	chr11:27743664
	cg25457956
	0.001
	0.002
	0.68
	0.494
	No
	No
	No

	BDNF
	chr11:27743651
	cg25381667
	-0.001
	0.001
	-0.63
	0.532
	No
	No
	No

	BDNF
	chr11:27743648
	cg14589148
	-0.001
	0.002
	-0.56
	0.577
	No
	No
	No

	BDNF
	chr11:27742832
	cg07704699
	0.001
	0.007
	0.21
	0.834
	No
	No
	No

	BDNF
	chr11:27743258
	cg27351358
	-0.004
	0.002
	-1.63
	0.105
	No
	No
	No

	BDNF
	chr11:27740161
	cg21010859
	-0.002
	0.001
	-1.58
	0.115
	No
	No
	No

	BDNF
	chr11:27740813
	cg13974632
	0.004
	0.003
	1.45
	0.149
	No
	No
	No

	BDNF
	chr11:27739827
	cg17413943
	0.004
	0.003
	1.36
	0.175
	No
	No
	No

	BDNF
	chr11:27743348
	cg02527472
	0.002
	0.002
	1.21
	0.226
	No
	No
	No

	BDNF
	chr11:27742365
	cg12448003
	-0.001
	0.002
	-0.76
	0.449
	No
	No
	No

	BDNF
	chr11:27742355
	cg01225698
	0.003
	0.003
	0.76
	0.451
	No
	No
	No

	BDNF
	chr11:27742369
	cg06684850
	-0.003
	0.004
	-0.72
	0.475
	No
	No
	No

	BDNF
	chr11:27743476
	cg01642653
	0.001
	0.002
	0.63
	0.528
	No
	No
	No

	BDNF
	chr11:27740078
	cg05818894
	0.001
	0.002
	0.49
	0.625
	No
	No
	No

	BDNF
	chr11:27742454
	cg04106006
	0.003
	0.007
	0.41
	0.684
	No
	No
	No

	BDNF
	chr11:27740876
	cg05733135
	-0.001
	0.002
	-0.37
	0.710
	No
	No
	No

	BDNF
	chr11:27732958
	cg11806762
	-0.001
	0.005
	-0.28
	0.779
	No
	No
	No

	BDNF
	chr11:27743580
	cg16257091
	-0.001
	0.006
	-0.22
	0.824
	No
	No
	No

	BDNF
	chr11:27740495
	cg04481212
	0.000
	0.002
	0.12
	0.907
	No
	No
	No

	BDNF
	chr11:27742435
	cg10635145
	0.001
	0.007
	0.10
	0.918
	No
	No
	No

	BDNF
	chr11:27741077
	cg22043168
	0.002
	0.002
	0.95
	0.341
	No
	No
	No

	BDNF
	chr11:27741916
	cg24650785
	0.002
	0.003
	0.72
	0.470
	No
	No
	No

	BDNF
	chr11:27742138
	cg25412831
	-0.004
	0.003
	-1.49
	0.139
	No
	No
	No

	BDNF
	chr11:27742060
	cg26949694
	0.002
	0.003
	0.63
	0.530
	No
	No
	No

	BDNF
	chr11:27742219
	cg06816235
	0.000
	0.002
	-0.14
	0.885
	No
	No
	No

	BDNF
	chr11:27723290
	cg26840770
	0.005
	0.002
	2.36
	0.019
	No
	No
	Yes

	BDNF
	chr11:27723214
	cg23497217
	-0.005
	0.003
	-1.82
	0.070
	No
	No
	No

	BDNF
	chr11:27722722
	cg03747251
	-0.010
	0.006
	-1.58
	0.116
	No
	No
	No

	BDNF
	chr11:27723218
	cg05218375
	0.004
	0.003
	1.21
	0.228
	No
	No
	No

	BDNF
	chr11:27722774
	cg15914769
	0.001
	0.001
	1.18
	0.241
	No
	No
	No

	BDNF
	chr11:27723237
	cg06991510
	-0.001
	0.001
	-0.64
	0.525
	No
	No
	No

	BDNF
	chr11:27723190
	cg15688670
	0.000
	0.001
	0.38
	0.705
	No
	No
	No

	BDNF
	chr11:27723409
	cg24065044
	0.000
	0.003
	0.16
	0.869
	No
	No
	No

	BDNF
	chr11:27723245
	cg24377657
	0.000
	0.003
	0.13
	0.896
	No
	No
	No

	BDNF
	chr11:27723385
	cg01636003
	0.000
	0.002
	0.04
	0.967
	No
	No
	No

	BDNF
	chr11:27723075
	cg20340655
	-0.002
	0.001
	-1.56
	0.120
	No
	No
	No

	BDNF
	chr11:27722971
	cg09606766
	0.001
	0.001
	0.90
	0.370
	No
	No
	No

	BDNF
	chr11:27723128
	cg11241206
	0.000
	0.001
	0.27
	0.789
	No
	No
	No

	BDNF
	chr11:27722889
	cg04672351
	0.000
	0.002
	0.19
	0.848
	No
	No
	No

	BDNF
	chr11:27720709
	cg09492354
	0.001
	0.001
	1.78
	0.077
	No
	No
	No

	BDNF
	chr11:27721277
	cg26057780
	-0.002
	0.001
	-1.49
	0.137
	No
	No
	No

	BDNF
	chr11:27722037
	cg23947039
	-0.002
	0.001
	-1.46
	0.147
	No
	No
	No

	BDNF
	chr11:27718978
	cg20108357
	-0.006
	0.005
	-1.34
	0.181
	No
	No
	No

	BDNF
	chr11:27722066
	cg18117895
	-0.001
	0.001
	-1.25
	0.212
	No
	No
	No

	BDNF
	chr11:27701991
	cg18595174
	-0.004
	0.003
	-1.15
	0.251
	No
	No
	No

	BDNF
	chr11:27721668
	cg20954537
	0.001
	0.002
	0.96
	0.339
	No
	No
	No

	BDNF
	chr11:27722636
	cg08362738
	0.001
	0.001
	0.88
	0.379
	No
	No
	No

	BDNF
	chr11:27722638
	cg25328597
	0.001
	0.002
	0.78
	0.434
	No
	No
	No

	BDNF
	chr11:27722620
	cg15710245
	0.002
	0.004
	0.66
	0.511
	No
	No
	No

	BDNF
	chr11:27721270
	cg15313332
	-0.001
	0.001
	-0.50
	0.620
	No
	No
	No

	BDNF
	chr11:27722617
	cg03984780
	0.001
	0.003
	0.42
	0.676
	No
	No
	No

	BDNF
	chr11:27721280
	cg10558494
	0.001
	0.002
	0.33
	0.740
	No
	No
	No

	BDNF
	chr11:27721350
	cg06260077
	-0.001
	0.003
	-0.19
	0.847
	No
	No
	No

	BDNF
	chr11:27721222
	cg25962210
	0.000
	0.002
	-0.17
	0.867
	No
	No
	No

	BDNF
	chr11:27722063
	cg00298481
	0.000
	0.001
	-0.03
	0.977
	No
	No
	No

	BDNF
	chr11:27721088
	cg27193031
	0.000
	0.002
	0.25
	0.801
	No
	No
	No

	BDNF
	chr11:27722523
	cg07159484
	0.000
	0.002
	-0.06
	0.949
	No
	No
	No

	BDNF
	chr11:27722549
	cg06025631
	0.001
	0.001
	1.03
	0.302
	No
	No
	No

	BDNF
	chr11:27677125
	cg06979684
	-0.006
	0.004
	-1.64
	0.103
	No
	No
	No

	BDNF
	chr11:27680480
	cg05189570
	-0.002
	0.002
	-0.98
	0.330
	No
	No
	No

	BDNF
	chr11:27679729
	cg23426002
	0.002
	0.002
	1.17
	0.242
	No
	No
	No

	BDNF
	chr11:27679469
	cg01418645
	-0.001
	0.002
	-0.71
	0.478
	No
	No
	No

	BDNF
	chr11:27681475
	cg07238832
	0.001
	0.002
	0.44
	0.662
	No
	No
	No

	BDNF
	chr11:27679632
	cg08388004
	0.000
	0.002
	-0.01
	0.988
	No
	No
	No

	BDNF
	chr11:27696004
	cg18354203
	0.001
	0.005
	0.30
	0.762
	No
	No
	No

	BDNF
	chr11:27683959
	cg14291693
	-0.004
	0.004
	-1.08
	0.281
	No
	No
	No

	BDNF
	chr11:27695210
	cg15014679
	0.000
	0.004
	-0.09
	0.929
	No
	No
	No

	NR3C1
	chr5:142786405
	cg27345592
	0.005
	0.002
	1.86
	0.064
	No
	No
	No

	NR3C1
	chr5:142815469
	cg12466613
	0.006
	0.004
	1.73
	0.085
	No
	No
	No

	NR3C1
	chr5:142815463
	cg07589972
	0.001
	0.002
	0.41
	0.683
	No
	No
	No

	NR3C1
	chr5:142788776
	cg07528216
	0.001
	0.002
	0.38
	0.706
	No
	No
	No

	NR3C1
	chr5:142785172
	cg24026230
	0.002
	0.001
	1.88
	0.061
	No
	No
	No

	NR3C1
	chr5:142784982
	cg14558428
	0.000
	0.001
	0.62
	0.534
	No
	No
	No

	NR3C1
	chr5:142785258
	cg13648501
	0.002
	0.003
	0.55
	0.584
	No
	No
	No

	NR3C1
	chr5:142814827
	cg08818984
	0.003
	0.002
	1.32
	0.189
	No
	No
	No

	NR3C1
	chr5:142814934
	cg26720913
	0.002
	0.002
	1.05
	0.293
	No
	No
	No

	NR3C1
	chr5:142780254
	cg17342132
	0.005
	0.002
	2.15
	0.033
	No
	No
	Yes

	NR3C1
	chr5:142658828
	cg23273257
	0.003
	0.002
	1.79
	0.074
	No
	No
	No

	NR3C1
	chr5:142784222
	cg26464411
	0.001
	0.001
	1.20
	0.233
	No
	No
	No

	NR3C1
	chr5:142781532
	cg18998365
	0.006
	0.005
	1.19
	0.234
	No
	No
	No

	NR3C1
	chr5:142782415
	cg17617527
	0.001
	0.001
	1.09
	0.275
	No
	No
	No

	NR3C1
	chr5:142783385
	cg18019515
	-0.001
	0.001
	-1.01
	0.312
	No
	No
	No

	NR3C1
	chr5:142783639
	cg15645634
	-0.001
	0.001
	-0.90
	0.368
	No
	No
	No

	NR3C1
	chr5:142784323
	cg06968181
	-0.002
	0.002
	-0.88
	0.379
	No
	No
	No

	NR3C1
	chr5:142729913
	cg03857453
	-0.002
	0.003
	-0.76
	0.448
	No
	No
	No

	NR3C1
	chr5:142776274
	cg27107893
	-0.004
	0.006
	-0.75
	0.456
	No
	No
	No

	NR3C1
	chr5:142783569
	cg17860381
	0.000
	0.001
	-0.66
	0.510
	No
	No
	No

	NR3C1
	chr5:142784382
	cg18849621
	0.002
	0.002
	0.63
	0.530
	No
	No
	No

	NR3C1
	chr5:142780693
	cg08845721
	0.001
	0.003
	0.48
	0.632
	No
	No
	No

	NR3C1
	chr5:142781498
	cg07733851
	0.002
	0.005
	0.47
	0.640
	No
	No
	No

	NR3C1
	chr5:142740314
	cg18484679
	-0.001
	0.003
	-0.45
	0.651
	No
	No
	No

	NR3C1
	chr5:142782072
	cg06521673
	0.001
	0.001
	0.45
	0.652
	No
	No
	No

	NR3C1
	chr5:142757312
	cg25535999
	-0.001
	0.002
	-0.42
	0.671
	No
	No
	No

	NR3C1
	chr5:142784462
	cg16335926
	0.000
	0.001
	0.32
	0.747
	No
	No
	No

	NR3C1
	chr5:142783621
	cg15910486
	0.000
	0.001
	0.32
	0.751
	No
	No
	No

	NR3C1
	chr5:142692961
	cg19457823
	0.002
	0.005
	0.32
	0.752
	No
	No
	No

	NR3C1
	chr5:142781723
	cg27122725
	0.002
	0.006
	0.30
	0.761
	No
	No
	No

	NR3C1
	chr5:142783383
	cg11152298
	0.000
	0.002
	-0.30
	0.761
	No
	No
	No

	NR3C1
	chr5:142784522
	cg10847032
	0.000
	0.001
	-0.27
	0.784
	No
	No
	No

	NR3C1
	chr5:142784721
	cg21702128
	0.001
	0.003
	0.24
	0.807
	No
	No
	No

	NR3C1
	chr5:142783843
	cg18068240
	0.000
	0.001
	0.23
	0.815
	No
	No
	No

	NR3C1
	chr5:142779552
	cg06613263
	0.000
	0.003
	0.18
	0.857
	No
	No
	No

	NR3C1
	chr5:142783379
	cg00629244
	0.000
	0.000
	-0.09
	0.930
	No
	No
	No

	NR3C1
	chr5:142783607
	cg04111177
	0.000
	0.002
	-0.06
	0.955
	No
	No
	No

	NR3C1
	chr5:142757011
	cg16586394
	0.000
	0.002
	0.00
	0.997
	No
	No
	No

	NR3C1
	chr5:142782791
	cg20753294
	-0.001
	0.003
	-0.27
	0.791
	No
	No
	No

	NR3C1
	chr5:142782827
	cg18146873
	0.000
	0.002
	0.20
	0.840
	No
	No
	No

	OXTR
	chr3:8810077
	cg12695586
	0.004
	0.003
	1.42
	0.158
	No
	No
	No

	OXTR
	chr3:8810549
	cg03987506
	-0.006
	0.004
	-1.38
	0.168
	No
	No
	No

	OXTR
	chr3:8810139
	cg19619174
	-0.002
	0.002
	-1.22
	0.223
	No
	No
	No

	OXTR
	chr3:8811543
	cg00247334
	0.004
	0.004
	0.99
	0.326
	No
	No
	No

	OXTR
	chr3:8811601
	cg17036624
	0.006
	0.007
	0.93
	0.356
	No
	No
	No

	OXTR
	chr3:8811437
	cg25140571
	0.004
	0.006
	0.71
	0.479
	No
	No
	No

	OXTR
	chr3:8808259
	cg00385883
	-0.001
	0.002
	-0.70
	0.483
	No
	No
	No

	OXTR
	chr3:8811758
	cg14483142
	0.003
	0.005
	0.69
	0.494
	No
	No
	No

	OXTR
	chr3:8809306
	cg15317815
	0.004
	0.007
	0.53
	0.600
	No
	No
	No

	OXTR
	chr3:8806317
	cg11589699
	0.001
	0.002
	0.52
	0.603
	No
	No
	No

	OXTR
	chr3:8809715
	cg27501759
	0.001
	0.001
	0.43
	0.669
	No
	No
	No

	OXTR
	chr3:8809501
	cg04523291
	-0.002
	0.006
	-0.36
	0.722
	No
	No
	No

	OXTR
	chr3:8810592
	cg00078085
	-0.001
	0.005
	-0.11
	0.911
	No
	No
	No

	OXTR
	chr3:8809536
	cg02192228
	0.000
	0.005
	-0.01
	0.990
	No
	No
	No

	OXTR
	chr3:8811279
	cg23391006
	0.001
	0.002
	0.77
	0.445
	No
	No
	No

	OXTR
	chr3:8811004
	cg17285225
	0.000
	0.001
	-0.31
	0.753
	No
	No
	No

	OXTR
	chr3:8811092
	cg09353063
	0.000
	0.002
	-0.23
	0.822
	No
	No
	No

	OXTR
	chr3:8810980
	cg08535600
	0.000
	0.003
	0.15
	0.883
	No
	No
	No

	SLC6A4
	chr17:28564094
	cg06841846
	0.005
	0.002
	2.75
	0.006
	No
	No
	Yes

	SLC6A4
	chr17:28563089
	cg26741280
	-0.004
	0.002
	-1.97
	0.051
	No
	No
	No

	SLC6A4
	chr17:28563119
	cg27569822
	0.002
	0.001
	1.90
	0.059
	No
	No
	No

	SLC6A4
	chr17:28524160
	cg20592995
	-0.003
	0.002
	-1.27
	0.207
	No
	No
	No

	SLC6A4
	chr17:28559497
	cg26126367
	-0.002
	0.002
	-1.16
	0.248
	No
	No
	No

	SLC6A4
	chr17:28562142
	cg05951817
	0.003
	0.006
	0.58
	0.561
	No
	No
	No

	SLC6A4
	chr17:28562220
	cg22584138
	-0.004
	0.007
	-0.57
	0.571
	No
	No
	No

	SLC6A4
	chr17:28548496
	cg24984698
	-0.001
	0.002
	-0.49
	0.622
	No
	No
	No

	SLC6A4
	chr17:28562474
	cg03363743
	-0.002
	0.004
	-0.44
	0.659
	No
	No
	No

	SLC6A4
	chr17:28563054
	cg25725890
	-0.001
	0.002
	-0.43
	0.667
	No
	No
	No

	SLC6A4
	chr17:28563300
	cg18584905
	0.001
	0.003
	0.31
	0.755
	No
	No
	No

	SLC6A4
	chr17:28549806
	cg01330016
	0.000
	0.002
	-0.07
	0.945
	No
	No
	No

	SLC6A4
	chr17:28562685
	cg14692377
	0.000
	0.002
	-0.31
	0.757
	No
	No
	No

	SLC6A4
	chr17:28562813
	cg05016953
	0.000
	0.001
	-0.30
	0.761
	No
	No
	No

	Note. Chr = chromosome; sign = significance. Gene-wide significance was calculated as 0.05/n probes within the gene. The gene-wide thresholds were <0.001 for BDNF (74 probes), <0.001 for NR3C1 (40 probes), 0.003 for OXTR (18 probes), 0.004 for SLC6A4 (14 probes). 
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	ID
	Name
	nGenesinPathway
	nTestListinPathway
	P:GenesinTestList
	OR
	P:GeneSize
	Beta:GeneSize

	GO:0014701
	junctional sarcoplasmic reticulum membrane
	10
	3
	2.75E-22
	1.02
	0.588
	4.72E-06

	GO:0015278
	calcium-release channel activity
	17
	4
	1.54E-20
	1.02
	0.000
	4.89E-05

	GO:0033017
	sarcoplasmic reticulum membrane
	35
	5
	3.89E-17
	1.03
	0.804
	4.05E-06

	GO:0003309
	type B pancreatic cell differentiation
	16
	3
	5.23E-14
	1.02
	0.483
	7.75E-06

	GO:0005024
	transforming growth factor beta-activated receptor activity
	17
	3
	8.86E-14
	1.02
	0.633
	-5.44E-06

	GO:0004675
	transmembrane receptor protein serine/threonine kinase activity
	17
	3
	8.86E-14
	1.02
	0.633
	-5.44E-06

	GO:0014897
	striated muscle hypertrophy
	17
	3
	5.81E-12
	1.02
	0.001
	3.84E-05

	GO:0003300
	cardiac muscle hypertrophy
	17
	3
	5.81E-12
	1.02
	0.001
	3.84E-05

	GO:0046332
	SMAD binding
	61
	6
	1.85E-11
	1.03
	0.000
	1.11E-04

	GO:0060316
	positive regulation of ryanodine-sensitive calcium-release channel activity
	10
	2
	3.11E-11
	1.01
	0.282
	-9.39E-06

	GO:0042554
	superoxide anion generation
	11
	2
	1.81E-10
	1.01
	0.148
	-1.33E-05

	GO:0032863
	activation of Rac GTPase activity
	10
	2
	1.87E-10
	1.01
	0.461
	6.43E-06

	GO:0018107
	peptidyl-threonine phosphorylation
	38
	4
	2.75E-10
	1.03
	0.647
	7.78E-06

	GO:0050919
	negative chemotaxis
	10
	2
	1.05E-09
	1.01
	0.010
	2.24E-05

	GO:0007164
	establishment of tissue polarity
	12
	2
	6.27E-09
	1.01
	0.625
	4.68E-06

	GO:0001736
	establishment of planar polarity
	12
	2
	6.27E-09
	1.01
	0.625
	4.68E-06

	GO:0032855
	positive regulation of Rac GTPase activity
	28
	3
	1.84E-08
	1.02
	0.904
	-1.76E-06

	GO:0000042
	protein targeting to Golgi
	15
	2
	2.09E-08
	1.01
	0.009
	-2.81E-05

	GO:0019068
	virion assembly
	14
	2
	2.33E-08
	1.01
	0.245
	-1.20E-05

	GO:0033598
	mammary gland epithelial cell proliferation
	13
	2
	2.97E-08
	1.01
	0.536
	6.16E-06

	GO:0090129
	positive regulation of synapse maturation
	12
	2
	4.10E-08
	1.01
	0.007
	2.56E-05

	GO:0090178
	regulation of establishment of planar polarity involved in neural tube closure
	13
	2
	4.67E-08
	1.01
	0.248
	1.15E-05

	GO:0090179
	planar cell polarity pathway involved in neural tube closure
	13
	2
	4.67E-08
	1.01
	0.248
	1.15E-05

	GO:0032856
	activation of Ras GTPase activity
	30
	3
	6.25E-08
	1.02
	0.902
	-1.86E-06

	GO:0048841
	regulation of axon extension involved in axon guidance
	13
	2
	6.90E-08
	1.01
	0.103
	1.62E-05

	GO:0060487
	lung epithelial cell differentiation
	27
	3
	7.49E-08
	1.02
	0.019
	3.36E-05

	GO:0085029
	extracellular matrix assembly
	11
	2
	9.57E-08
	1.01
	0.000
	5.14E-05

	GO:0002068
	glandular epithelial cell development
	14
	2
	1.31E-07
	1.01
	0.355
	9.55E-06

	GO:0021781
	glial cell fate commitment
	15
	2
	4.79E-07
	1.01
	0.222
	1.31E-05

	GO:0048596
	embryonic camera-type eye morphogenesis
	28
	3
	5.13E-07
	1.02
	0.000
	5.83E-05

	GO:0086019
	cell-cell signaling involved in cardiac conduction
	14
	2
	5.54E-07
	1.01
	0.006
	2.86E-05

	GO:0032008
	positive regulation of TOR signaling
	14
	2
	7.75E-07
	1.01
	0.001
	3.32E-05

	GO:0000118
	histone deacetylase complex
	47
	4
	7.75E-07
	1.02
	0.000
	8.98E-05

	GO:0032320
	positive regulation of Ras GTPase activity
	110
	6
	2.69E-06
	1.03
	0.001
	9.92E-05

	GO:0007178
	transmembrane receptor protein serine/threonine kinase signaling pathway
	183
	8
	2.81E-06
	1.04
	0.002
	1.13E-04

	GO:0051270
	regulation of cellular component movement
	537
	16
	3.19E-06
	1.07
	0.000
	2.86E-04

	GO:0016209
	antioxidant activity
	67
	4
	3.42E-06
	1.02
	0.494
	-1.54E-05

	GO:0032148
	activation of protein kinase B activity
	17
	2
	6.37E-06
	1.01
	0.015
	2.77E-05

	GO:0045995
	regulation of embryonic development
	89
	5
	9.58E-06
	1.03
	0.003
	7.64E-05

	GO:0002088
	lens development in camera-type eye
	63
	4
	1.21E-05
	1.02
	0.018
	5.17E-05

	GO:0060603
	mammary gland duct morphogenesis
	37
	3
	1.38E-05
	1.02
	0.003
	4.93E-05

	GO:0006352
	DNA-templated transcription
	209
	8
	2.06E-05
	1.04
	0.007
	1.08E-04

	GO:0001654
	eye development
	292
	10
	2.19E-05
	1.05
	0.000
	1.63E-04

	GO:0002690
	positive regulation of leukocyte chemotaxis
	54
	3
	3.13E-05
	1.02
	0.012
	-5.10E-05

	GO:0035088
	establishment or maintenance of apical/basal cell polarity
	21
	2
	3.26E-05
	1.01
	0.230
	1.52E-05

	GO:0061245
	establishment or maintenance of bipolar cell polarity
	21
	2
	3.26E-05
	1.01
	0.230
	1.52E-05

	GO:0045778
	positive regulation of ossification
	44
	3
	4.23E-05
	1.02
	0.141
	2.69E-05

	GO:0050918
	positive chemotaxis
	24
	2
	5.36E-05
	1.01
	0.866
	-2.29E-06

	GO:0048365
	Rac GTPase binding
	22
	2
	5.77E-05
	1.01
	0.178
	1.75E-05

	GO:0032292
	peripheral nervous system axon ensheathment
	21
	2
	7.00E-05
	1.01
	0.015
	3.08E-05

	GO:0022011
	myelination in peripheral nervous system
	21
	2
	7.00E-05
	1.01
	0.015
	3.08E-05

	GO:2000026
	regulation of multicellular organismal development
	1236
	27
	8.43E-05
	1.09
	0.000
	7.68E-04

	GO:0001105
	RNA polymerase II transcription coactivator activity
	23
	2
	1.14E-04
	1.01
	0.079
	2.33E-05

	GO:0001709
	cell fate determination
	43
	3
	1.33E-04
	1.02
	0.000
	6.83E-05

	GO:0017016
	Ras GTPase binding
	151
	6
	1.33E-04
	1.03
	0.014
	8.29E-05

	GO:2001235
	positive regulation of apoptotic signaling pathway
	120
	5
	1.57E-04
	1.03
	0.194
	3.92E-05

	GO:0016055
	Wnt signaling pathway
	227
	8
	1.60E-04
	1.04
	0.000
	1.70E-04

	GO:0006935
	chemotaxis
	560
	15
	1.61E-04
	1.06
	0.000
	4.05E-04

	GO:0042330
	taxis
	560
	15
	1.61E-04
	1.06
	0.000
	4.05E-04

	GO:0001843
	neural tube closure
	74
	4
	2.71E-04
	1.02
	0.000
	1.02E-04

	GO:0001936
	regulation of endothelial cell proliferation
	85
	4
	3.13E-04
	1.02
	0.047
	5.05E-05

	GO:0071889
	14-3-3 protein binding
	18
	2
	3.65E-04
	1.01
	0.000
	9.33E-05

	GO:2000145
	regulation of cell motility
	477
	12
	5.45E-04
	1.05
	0.000
	2.12E-04

	GO:0008544
	epidermis development
	241
	7
	5.66E-04
	1.03
	0.646
	1.96E-05

	GO:0071277
	cellular response to calcium ion
	33
	2
	6.22E-04
	1.01
	0.539
	-9.74E-06

	GO:0042753
	positive regulation of circadian rhythm
	10
	1
	6.61E-04
	1.01
	0.254
	-9.98E-06

	GO:0030546
	receptor activator activity
	28
	2
	7.25E-04
	1.01
	0.042
	2.98E-05

	GO:0045080
	positive regulation of chemokine biosynthetic process
	10
	1
	7.30E-04
	1.01
	0.341
	-8.32E-06

	GO:0040020
	regulation of meiosis
	30
	2
	7.31E-04
	1.01
	0.297
	1.58E-05

	GO:0016888
	endodeoxyribonuclease activity
	10
	1
	7.64E-04
	1.01
	0.388
	-7.55E-06

	GO:2000379
	positive regulation of reactive oxygen species metabolic process
	32
	2
	7.72E-04
	1.01
	0.819
	3.58E-06

	GO:0040036
	regulation of fibroblast growth factor receptor signaling pathway
	27
	2
	7.79E-04
	1.01
	0.007
	3.90E-05

	GO:0016493
	C-C chemokine receptor activity
	11
	1
	7.98E-04
	1.01
	0.057
	-1.74E-05

	GO:0006623
	protein targeting to vacuole
	10
	1
	8.69E-04
	1.01
	0.538
	-5.38E-06

	GO:0072666
	establishment of protein localization to vacuole
	10
	1
	8.69E-04
	1.01
	0.538
	-5.38E-06

	GO:0006622
	protein targeting to lysosome
	10
	1
	8.69E-04
	1.01
	0.538
	-5.38E-06

	GO:0000979
	RNA polymerase II core promoter sequence-specific DNA binding
	29
	2
	9.05E-04
	1.01
	0.051
	2.90E-05

	GO:0004887
	thyroid hormone receptor activity
	10
	1
	9.44E-04
	1.01
	0.649
	-3.98E-06

	GO:0033692
	cellular polysaccharide biosynthetic process
	35
	2
	9.84E-04
	1.01
	0.590
	-8.82E-06

	GO:0046545
	development of primary female sexual characteristics
	104
	4
	9.94E-04
	1.02
	0.514
	1.84E-05

	GO:0032928
	regulation of superoxide anion generation
	10
	1
	9.94E-04
	1.01
	0.724
	-3.09E-06

	GO:0033962
	cytoplasmic mRNA processing body assembly
	10
	1
	1.05E-03
	1.01
	0.802
	-2.19E-06

	GO:0010935
	regulation of macrophage cytokine production
	10
	1
	1.06E-03
	1.01
	0.824
	-1.94E-06

	GO:0044292
	dendrite terminus
	10
	1
	1.17E-03
	1.01
	0.974
	-2.81E-07

	GO:0051865
	protein autoubiquitination
	34
	2
	1.30E-03
	1.01
	0.679
	6.67E-06

	GO:0043256
	laminin complex
	10
	1
	1.31E-03
	1.01
	0.840
	1.76E-06

	GO:0045292
	mRNA cis splicing
	11
	1
	1.37E-03
	1.01
	0.399
	-7.73E-06

	GO:0060638
	mesenchymal-epithelial cell signaling
	10
	1
	1.42E-03
	1.01
	0.717
	3.16E-06

	GO:0090009
	primitive streak formation
	10
	1
	1.57E-03
	1.01
	0.571
	4.95E-06

	GO:0008354
	germ cell migration
	11
	1
	1.62E-03
	1.01
	0.621
	-4.54E-06

	GO:0070234
	positive regulation of T cell apoptotic process
	11
	1
	1.77E-03
	1.01
	0.753
	-2.88E-06

	GO:0000578
	embryonic axis specification
	33
	2
	1.82E-03
	1.01
	0.131
	2.39E-05

	GO:0009566
	fertilization
	132
	4
	1.84E-03
	1.02
	0.048
	-6.25E-05

	GO:2000251
	positive regulation of actin cytoskeleton reorganization
	11
	1
	1.87E-03
	1.01
	0.839
	-1.86E-06

	GO:0005337
	nucleoside transmembrane transporter activity
	12
	1
	1.89E-03
	1.01
	0.247
	-1.11E-05

	GO:0033634
	positive regulation of cell-cell adhesion mediated by integrin
	10
	1
	1.91E-03
	1.01
	0.337
	8.40E-06

	GO:0006289
	nucleotide-excision repair
	75
	3
	1.91E-03
	1.02
	0.770
	-6.98E-06

	GO:0010640
	regulation of platelet-derived growth factor receptor signaling pathway
	11
	1
	2.02E-03
	1.01
	0.971
	-3.29E-07

	GO:0006895
	Golgi to endosome transport
	12
	1
	2.05E-03
	1.01
	0.318
	-9.56E-06

	GO:0097186
	amelogenesis
	11
	1
	2.28E-03
	1.01
	0.830
	1.97E-06

	GO:0019082
	viral protein processing
	12
	1
	2.31E-03
	1.01
	0.456
	-7.14E-06

	GO:0034045
	pre-autophagosomal structure membrane
	11
	1
	2.36E-03
	1.01
	0.776
	2.61E-06

	GO:0001921
	positive regulation of receptor recycling
	11
	1
	2.52E-03
	1.01
	0.672
	3.88E-06

	GO:0022038
	corpus callosum development
	10
	1
	2.53E-03
	1.01
	0.119
	1.36E-05

	GO:0050857
	positive regulation of antigen receptor-mediated signaling pathway
	12
	1
	2.62E-03
	1.01
	0.632
	-4.59E-06

	GO:0000109
	nucleotide-excision repair complex
	12
	1
	2.65E-03
	1.01
	0.651
	-4.33E-06

	GO:0034062
	RNA polymerase activity
	41
	2
	2.73E-03
	1.01
	0.586
	-9.62E-06

	GO:0003899
	DNA-directed RNA polymerase activity
	41
	2
	2.73E-03
	1.01
	0.586
	-9.62E-06

	GO:0010875
	positive regulation of cholesterol efflux
	11
	1
	2.79E-03
	1.01
	0.518
	5.92E-06

	GO:0032839
	dendrite cytoplasm
	12
	1
	2.85E-03
	1.01
	0.770
	-2.80E-06

	GO:0043252
	sodium-independent organic anion transport
	13
	1
	2.90E-03
	1.01
	0.258
	-1.13E-05

	GO:0000993
	RNA polymerase II core binding
	11
	1
	2.92E-03
	1.01
	0.457
	6.82E-06

	GO:0005247
	voltage-gated chloride channel activity
	12
	1
	3.23E-03
	1.01
	0.979
	-2.50E-07

	GO:0030971
	receptor tyrosine kinase binding
	38
	2
	3.51E-03
	1.01
	0.320
	1.69E-05

	GO:0045986
	negative regulation of smooth muscle contraction
	12
	1
	3.58E-03
	1.01
	0.841
	1.92E-06

	GO:0032677
	regulation of interleukin-8 production
	45
	2
	3.65E-03
	1.01
	0.277
	-2.01E-05

	GO:0035098
	ESC/E(Z) complex
	12
	1
	3.78E-03
	1.01
	0.749
	3.07E-06

	GO:0043981
	histone H4-K5 acetylation
	13
	1
	3.87E-03
	1.01
	0.615
	-5.02E-06

	GO:0043982
	histone H4-K8 acetylation
	13
	1
	3.87E-03
	1.01
	0.615
	-5.02E-06

	GO:0008276
	protein methyltransferase activity
	73
	3
	3.90E-03
	1.01
	0.101
	3.87E-05

	GO:0001711
	endodermal cell fate commitment
	13
	1
	4.03E-03
	1.01
	0.679
	-4.13E-06

	GO:0051205
	protein insertion into membrane
	12
	1
	4.57E-03
	1.01
	0.455
	7.15E-06

	GO:0030898
	actin-dependent ATPase activity
	11
	1
	4.88E-03
	1.01
	0.059
	1.73E-05

	GO:0008171
	O-methyltransferase activity
	14
	1
	5.00E-03
	1.01
	0.476
	-7.36E-06

	GO:0005916
	fascia adherens
	13
	1
	5.08E-03
	1.01
	0.912
	1.10E-06

	GO:0030502
	negative regulation of bone mineralization
	15
	1
	5.09E-03
	1.01
	0.166
	-1.48E-05

	GO:0045540
	regulation of cholesterol biosynthetic process
	13
	1
	5.11E-03
	1.01
	0.902
	1.23E-06

	GO:0010744
	positive regulation of macrophage derived foam cell differentiation
	15
	1
	5.11E-03
	1.01
	0.170
	-1.47E-05

	GO:0048387
	negative regulation of retinoic acid receptor signaling pathway
	14
	1
	5.63E-03
	1.01
	0.659
	-4.56E-06

	GO:0070528
	protein kinase C signaling
	11
	1
	5.82E-03
	1.01
	0.022
	2.10E-05

	GO:0019013
	viral nucleocapsid
	14
	1
	5.90E-03
	1.01
	0.742
	-3.41E-06

	GO:0045022
	early endosome to late endosome transport
	14
	1
	6.00E-03
	1.01
	0.770
	-3.03E-06

	GO:0001891
	phagocytic cup
	14
	1
	6.91E-03
	1.01
	0.968
	4.18E-07

	GO:0019198
	transmembrane receptor protein phosphatase activity
	20
	2
	7.07E-03
	1.01
	0.000
	1.52E-04

	GO:0005001
	transmembrane receptor protein tyrosine phosphatase activity
	20
	2
	7.07E-03
	1.01
	0.000
	1.52E-04

	GO:0046716
	muscle cell cellular homeostasis
	15
	1
	7.09E-03
	1.01
	0.543
	-6.52E-06

	GO:0021684
	cerebellar granular layer formation
	10
	1
	7.27E-03
	1.01
	0.000
	3.44E-05

	GO:0021707
	cerebellar granule cell differentiation
	10
	1
	7.27E-03
	1.01
	0.000
	3.44E-05

	GO:0006555
	methionine metabolic process
	14
	1
	7.31E-03
	1.01
	0.860
	1.82E-06

	GO:0006607
	NLS-bearing protein import into nucleus
	14
	1
	7.47E-03
	1.01
	0.822
	2.33E-06

	GO:0043524
	negative regulation of neuron apoptotic process
	122
	4
	7.80E-03
	1.02
	0.013
	7.58E-05

	GO:0015299
	solute:hydrogen antiporter activity
	14
	1
	8.66E-03
	1.01
	0.560
	6.03E-06

	GO:0000726
	non-recombinational repair
	15
	1
	8.78E-03
	1.01
	0.923
	-1.03E-06

	GO:0015238
	drug transmembrane transporter activity
	16
	1
	1.11E-02
	1.01
	0.867
	-1.85E-06

	GO:0030983
	mismatched DNA binding
	18
	1
	1.21E-02
	1.01
	0.275
	-1.28E-05

	GO:0032456
	endocytic recycling
	15
	1
	1.22E-02
	1.01
	0.475
	7.64E-06

	GO:0000314
	organellar small ribosomal subunit
	18
	1
	1.36E-02
	1.01
	0.432
	-9.22E-06

	GO:0005763
	mitochondrial small ribosomal subunit
	18
	1
	1.36E-02
	1.01
	0.432
	-9.22E-06

	Note. GO = gene ontology; n = number; OR = odd ratio; p = p-value. Cells highlighted in green were pathways which were validated by the MissMethyl method (p < 0.05)
	


	ST6. mQLTs associated with the CpGs within the significant DNAm regions
	
	
	

	Region
	Location
	CpG
	Gene_UCSC_Ref
	SNP affecting CpG DNAm

	1
	chr2:241458886-241460002
	cg05371791
	ANKMY1;ANKMY1
	NA

	1
	chr2:241458886-241460002
	cg06476685
	ANKMY1;ANKMY1
	rs10165759, rs4676426

	1
	chr2:241458886-241460002
	cg03743720
	ANKMY1;ANKMY1
	rs10165759, rs4676426, rs4676425

	1
	chr2:241458886-241460002
	cg24086040
	ANKMY1;ANKMY1
	rs3821348

	1
	chr2:241458886-241460002
	cg08461339
	ANKMY1;ANKMY1
	rs3821348, rs11285932, rs4676426

	1
	chr2:241458886-241460002
	cg24539848
	ANKMY1;ANKMY1
	rs4398270, rs13394744

	1
	chr2:241458886-241460002
	cg16909733
	ANKMY1;ANKMY1
	rs4676426, rs4676349

	1
	chr2:241458886-241460002
	cg08276645
	ANKMY1;ANKMY1
	rs7603521, rs4676430, rs4676426

	2
	chr6:30039027-30039600
	cg00947782
	RNF39;RNF39
	NA

	2
	chr6:30039027-30039600
	cg02188185
	RNF39;RNF39
	NA

	2
	chr6:30039027-30039600
	cg03343571
	RNF39;RNF39
	NA

	2
	chr6:30039027-30039600
	cg05563515
	RNF39;RNF39
	NA

	2
	chr6:30039027-30039600
	cg06249604
	RNF39;RNF39
	NA

	2
	chr6:30039027-30039600
	cg07179033
	RNF39;RNF39
	NA

	2
	chr6:30039027-30039600
	cg07382347
	RNF39;RNF39
	NA

	2
	chr6:30039027-30039600
	cg08491487
	RNF39;RNF39
	NA

	2
	chr6:30039027-30039600
	cg09279736
	RNF39;RNF39
	NA

	2
	chr6:30039027-30039600
	cg10568066
	RNF39;RNF39
	NA

	2
	chr6:30039027-30039600
	cg10930308
	RNF39;RNF39
	NA

	2
	chr6:30039027-30039600
	cg12633154
	RNF39;RNF39
	NA

	2
	chr6:30039027-30039600
	cg13185413
	RNF39;RNF39
	NA

	2
	chr6:30039027-30039600
	cg13401893
	RNF39;RNF39
	NA

	2
	chr6:30039027-30039600
	cg13918754
	RNF39;RNF39
	NA

	2
	chr6:30039027-30039600
	cg15877520
	RNF39;RNF39
	NA

	2
	chr6:30039027-30039600
	cg16078649
	RNF39;RNF39
	NA

	2
	chr6:30039027-30039600
	cg18930910
	RNF39;RNF39
	NA

	2
	chr6:30039027-30039600
	cg20119745
	RNF39;RNF39
	NA

	2
	chr6:30039027-30039600
	cg20249327
	RNF39;RNF39
	NA

	2
	chr6:30039027-30039600
	cg23712018
	RNF39;RNF39
	NA

	2
	chr6:30039027-30039600
	cg26730543
	RNF39;RNF39
	NA

	3
	chr6:33282879-33283184
	cg03000593
	ZBTB22;TAPBP;TAPBP;TAPBP;ZBTB22
	NA

	3
	chr6:33282879-33283184
	cg05210804
	ZBTB22;TAPBP;TAPBP;TAPBP;ZBTB22
	NA

	3
	chr6:33282879-33283184
	cg07245868
	ZBTB22;TAPBP;TAPBP;TAPBP;ZBTB22
	NA

	3
	chr6:33282879-33283184
	cg07895437
	ZBTB22;TAPBP;TAPBP;TAPBP;ZBTB22
	NA

	3
	chr6:33282879-33283184
	cg08771019
	ZBTB22;TAPBP;TAPBP;TAPBP;ZBTB22
	NA

	3
	chr6:33282879-33283184
	cg10134527
	ZBTB22;TAPBP;TAPBP;TAPBP;ZBTB22
	NA

	3
	chr6:33282879-33283184
	cg11917542
	ZBTB22;TAPBP;TAPBP;TAPBP;ZBTB22
	NA

	3
	chr6:33282879-33283184
	cg13027595
	ZBTB22;TAPBP;TAPBP;TAPBP;ZBTB22
	NA

	3
	chr6:33282879-33283184
	cg14096569
	ZBTB22;TAPBP;TAPBP;TAPBP;ZBTB22
	NA

	3
	chr6:33282879-33283184
	cg14309283
	ZBTB22;TAPBP;TAPBP;TAPBP;ZBTB22
	NA

	3
	chr6:33282879-33283184
	cg14473643
	ZBTB22;TAPBP;TAPBP;TAPBP;ZBTB22
	NA

	3
	chr6:33282879-33283184
	cg17055704
	ZBTB22;TAPBP;TAPBP;TAPBP;ZBTB22
	NA

	3
	chr6:33282879-33283184
	cg18144560
	ZBTB22;TAPBP;TAPBP;TAPBP;ZBTB22
	NA

	3
	chr6:33282879-33283184
	cg21330831
	ZBTB22;TAPBP;TAPBP;TAPBP;ZBTB22
	NA

	3
	chr6:33282879-33283184
	cg25954512
	ZBTB22;TAPBP;TAPBP;TAPBP;ZBTB22
	NA

	3
	chr6:33282879-33283184
	cg26646118
	ZBTB22;TAPBP;TAPBP;TAPBP;ZBTB22
	NA

	3
	chr6:33282879-33283184
	cg27168291
	ZBTB22;TAPBP;TAPBP;TAPBP;ZBTB22
	NA

	4
	chr2:21266727-21267334
	cg00673290
	APOB
	rs17240441, rs577584

	4
	chr2:21266727-21267334
	cg25123895
	APOB
	rs201371756, rs62122515

	4
	chr2:21266727-21267334
	cg26112457
	APOB
	rs512535

	4
	chr2:21266727-21267334
	cg03350299
	APOB
	rs515135, rs1367117

	4
	chr2:21266727-21267334
	cg16723488
	APOB
	rs515135, rs17240441

	4
	chr2:21266727-21267334
	cg07636176
	APOB
	rs60403635, rs7575840

	4
	chr2:21266727-21267334
	cg15246511
	APOB
	rs60403635, rs7575840

	4
	chr2:21266727-21267334
	cg24309555
	APOB
	rs6548010, rs515135

	4
	chr2:21266727-21267334
	cg16306978
	APOB
	rs6548011, rs515135

	4
	chr2:21266727-21267334
	cg25071744
	APOB
	rs6548011, rs515135

	5
	chr2:3642629-3642867
	cg09974661
	COLEC11;COLEC11
	rs2071639

	5
	chr2:3642629-3642867
	cg16430428
	COLEC11;COLEC11
	rs2071639

	5
	chr2:3642629-3642867
	cg19867917
	COLEC11;COLEC11
	rs2071639

	5
	chr2:3642629-3642867
	cg26615126
	COLEC11;COLEC11
	rs2071639

	5
	chr2:3642629-3642867
	cg00835279
	COLEC11;COLEC11;COLEC11;COLEC11
	rs2071639

	5
	chr2:3642629-3642867
	cg17872886
	COLEC11;COLEC11;COLEC11;COLEC11
	rs2071639

	6
	chr17:6797034-6797771
	cg01758314
	ALOX12P2
	NA

	6
	chr17:6797034-6797771
	cg07391831
	ALOX12P2
	NA

	6
	chr17:6797034-6797771
	cg09705592
	ALOX12P2
	NA

	6
	chr17:6797034-6797771
	cg16893174
	ALOX12P2
	NA

	6
	chr17:6797034-6797771
	cg18007837
	ALOX12P2
	NA

	6
	chr17:6797034-6797771
	cg26334670
	ALOX12P2
	NA

	7
	chr7:111368367-111368847
	cg01567825
	DOCK4
	NA

	7
	chr7:111368367-111368847
	cg09678349
	DOCK4
	NA

	7
	chr7:111368367-111368847
	cg20959907
	DOCK4
	NA

	7
	chr7:111368367-111368847
	cg21594400
	DOCK4
	NA

	8
	chr6:32145383-32146595
	cg02973270
	AGPAT1;RNF5;RNF5P1
	NA

	8
	chr6:32145383-32146595
	cg06570818
	AGPAT1;RNF5;RNF5P1
	NA

	8
	chr6:32145383-32146595
	cg07482220
	AGPAT1;RNF5;RNF5P1
	NA

	8
	chr6:32145383-32146595
	cg09043226
	AGPAT1;RNF5;RNF5P1
	NA

	8
	chr6:32145383-32146595
	cg10023837
	AGPAT1;RNF5;RNF5P1
	NA

	8
	chr6:32145383-32146595
	cg11043450
	AGPAT1;RNF5;RNF5P1
	NA

	8
	chr6:32145383-32146595
	cg27370696
	AGPAT1;RNF5;RNF5P1
	NA

	8
	chr6:32145383-32146595
	cg08049198
	AGPAT1;RNF5P1;RNF5
	NA

	8
	chr6:32145383-32146595
	cg18191873
	AGPAT1;RNF5P1;RNF5
	NA

	8
	chr6:32145383-32146595
	cg18928683
	AGPAT1;RNF5P1;RNF5
	NA

	8
	chr6:32145383-32146595
	cg23464264
	AGPAT1;RNF5P1;RNF5
	NA

	8
	chr6:32145383-32146595
	cg25733934
	AGPAT1;RNF5P1;RNF5
	NA

	8
	chr6:32145383-32146595
	cg24425483
	RNF5;AGPAT1;RNF5;RNF5P1
	NA

	8
	chr6:32145383-32146595
	cg11995506
	RNF5;AGPAT1;RNF5P1;RNF5
	NA

	8
	chr6:32145383-32146595
	cg01074928
	RNF5P1;RNF5;AGPAT1
	NA

	8
	chr6:32145383-32146595
	cg02260340
	RNF5P1;RNF5;AGPAT1
	NA

	8
	chr6:32145383-32146595
	cg03237964
	RNF5P1;RNF5;AGPAT1
	NA

	8
	chr6:32145383-32146595
	cg03718284
	RNF5P1;RNF5;AGPAT1
	NA

	8
	chr6:32145383-32146595
	cg08450897
	RNF5P1;RNF5;AGPAT1
	NA

	8
	chr6:32145383-32146595
	cg09301199
	RNF5P1;RNF5;AGPAT1
	NA

	8
	chr6:32145383-32146595
	cg13763617
	RNF5P1;RNF5;AGPAT1
	NA

	8
	chr6:32145383-32146595
	cg14771938
	RNF5P1;RNF5;AGPAT1
	NA

	8
	chr6:32145383-32146595
	cg20008357
	RNF5P1;RNF5;AGPAT1
	NA

	8
	chr6:32145383-32146595
	cg22673001
	RNF5P1;RNF5;AGPAT1
	NA

	8
	chr6:32145383-32146595
	cg01052103
	RNF5P1;RNF5;AGPAT1;AGPAT1
	NA

	8
	chr6:32145383-32146595
	cg01466825
	RNF5P1;RNF5;AGPAT1;AGPAT1
	NA

	8
	chr6:32145383-32146595
	cg15982308
	RNF5P1;RNF5;AGPAT1;AGPAT1
	NA

	9
	chr7:158749953-158751591
	cg00538212
	
	NA

	9
	chr7:158749953-158751591
	cg00815399
	
	NA

	9
	chr7:158749953-158751591
	cg12744031
	
	NA

	9
	chr7:158749953-158751591
	cg00413089
	
	rs35143397

	9
	chr7:158749953-158751591
	cg10079374
	
	rs35143397

	9
	chr7:158749953-158751591
	cg11945929
	
	rs35143397

	9
	chr7:158749953-158751591
	cg12954512
	
	rs35143397

	9
	chr7:158749953-158751591
	cg13472359
	
	rs61693740

	10
	chr6:33280149-33280436
	cg01253676
	TAPBP;TAPBP;TAPBP
	NA

	10
	chr6:33280149-33280436
	cg02863594
	TAPBP;TAPBP;TAPBP
	NA

	10
	chr6:33280149-33280436
	cg11796996
	TAPBP;TAPBP;TAPBP
	NA

	10
	chr6:33280149-33280436
	cg12589538
	TAPBP;TAPBP;TAPBP
	NA

	10
	chr6:33280149-33280436
	cg13638257
	TAPBP;TAPBP;TAPBP
	NA

	10
	chr6:33280149-33280436
	cg14419102
	TAPBP;TAPBP;TAPBP
	NA

	10
	chr6:33280149-33280436
	cg18353226
	TAPBP;TAPBP;TAPBP
	NA

	10
	chr6:33280149-33280436
	cg20998791
	TAPBP;TAPBP;TAPBP
	NA

	10
	chr6:33280149-33280436
	cg26083458
	TAPBP;TAPBP;TAPBP
	NA

	11
	chr6:31867757-31868169
	cg00058449
	ZBTB12
	NA

	11
	chr6:31867757-31868169
	cg00805874
	ZBTB12
	NA

	11
	chr6:31867757-31868169
	cg00889295
	ZBTB12
	NA

	11
	chr6:31867757-31868169
	cg04603811
	ZBTB12
	NA

	11
	chr6:31867757-31868169
	cg05680710
	ZBTB12
	NA

	11
	chr6:31867757-31868169
	cg06636203
	ZBTB12
	NA

	11
	chr6:31867757-31868169
	cg07249939
	ZBTB12
	NA

	11
	chr6:31867757-31868169
	cg07910050
	ZBTB12
	NA

	11
	chr6:31867757-31868169
	cg09788778
	ZBTB12
	NA

	11
	chr6:31867757-31868169
	cg11645762
	ZBTB12
	NA

	11
	chr6:31867757-31868169
	cg12484688
	ZBTB12
	NA

	11
	chr6:31867757-31868169
	cg13127825
	ZBTB12
	NA

	11
	chr6:31867757-31868169
	cg14562426
	ZBTB12
	NA

	11
	chr6:31867757-31868169
	cg17243044
	ZBTB12
	NA

	11
	chr6:31867757-31868169
	cg17766150
	ZBTB12
	NA

	11
	chr6:31867757-31868169
	cg25013586
	ZBTB12
	NA

	11
	chr6:31867757-31868169
	cg25110523
	ZBTB12
	NA

	11
	chr6:31867757-31868169
	cg25470384
	ZBTB12
	NA

	11
	chr6:31867757-31868169
	cg25861453
	ZBTB12
	NA

	12
	chr4:147164778-147165097
	cg01539483
	-
	NA

	12
	chr4:147164778-147165097
	cg04181032
	-
	NA

	12
	chr4:147164778-147165097
	cg07701757
	-
	NA

	12
	chr4:147164778-147165097
	cg07973709
	-
	NA

	13
	chr1:11714218-11714254
	cg01420388
	FBXO44;FBXO2;FBXO44;FBXO44;FBXO44
	rs4478814

	13
	chr1:11714218-11714254
	cg05796704
	FBXO44;FBXO2;FBXO44;FBXO44;FBXO44
	rs4478814

	13
	chr1:11714218-11714254
	cg22697136
	FBXO44;FBXO2;FBXO44;FBXO44;FBXO44
	rs909934

	Note. Chr = chromosome; DNAm = DNA methylation; NA = not available (mQTL not identified at the CpG site)
	


	ST7.Associations between maternal sensitivity and DNA methylation at significant regions after adjustments for maternal education and psychopathology
	 

	
	
	Restricted unadjusted model
	Restricted adjusted model 
	

	Location
	Gene(s)
	estimate
	SE
	estimate
	SE
	 % estimate change

	chr2:241458886-241460002
	ANKMY1
	-0.149
	0.032
	-0.149
	0.033
	0.00%

	chr6:30039027-30039600
	RNF39
	-0.058
	0.017
	-0.059
	0.018
	1.72%

	chr6:33282879-33283184
	ZBTB22; TAPBP
	-0.140
	0.032
	-0.132
	0.033
	-5.71%

	chr2:21266727-21267334
	APOB
	-0.150
	0.04
	-0.119
	0.041
	-20.67%

	chr2:3642629-3642867
	COLEC11
	-0.202
	0.074
	-0.196
	0.076
	-2.97%

	chr17:6797034-6797771
	ALOX12P2
	-0.146
	0.035
	-0.146
	0.036
	0.00%

	chr7:111368367-111368847
	DOCK4
	-0.576
	0.071
	-0.569
	0.073
	-1.22%

	chr6:32145383-32146595
	RNF5P1; RNF5; AGPAT1
	0.007
	0.004
	0.004
	0.004
	-42.86%

	chr7:158749953-158751591
	Non-annotated region
	0.079
	0.028
	0.087
	0.028
	10.13%

	chr6:33280149-33280436
	TAPBP
	-0.133
	0.039
	-0.15
	0.04
	12.78%

	chr6:31867757-31868169
	ZBTB12
	-0.012
	0.005
	-0.009
	0.005
	-25.00%

	chr4:147164778-147165097
	Non-annotated
	0.444
	0.079
	0.451
	0.081
	1.58%

	chr1:11714218-11714254
	FBXO44; FBXO2
	-0.051
	0.021
	-0.046
	0.022
	-9.80%

	Note. Chr = chromosome; SE = standard error; % = percent 
	
	
	
	
	


	ST8. Associations between maternal sensitivity and DNA methylation at significant regions after adjustments for DNAm at birth 
	

	
	
	Restricted unadjusted model
	Restricted adjusted model
	

	Location
	 
	estimate
	SE
	estimate
	SE
	% estimate change

	chr2:241458886-241460002
	ANKMY1
	-0.134
	0.032
	-0.079
	0.027
	-0.41

	chr6:30039027-30039600
	RNF39
	-0.057
	0.017
	-0.002
	0.013
	-97.11

	chr6:33282879-33283184
	ZBTB22; TAPBP
	-0.141
	0.032
	-0.111
	0.032
	-21.68

	chr2:21266727-21267334
	APOB
	-0.156
	0.040
	-0.047
	0.033
	-69.66

	chr2:3642629-3642867
	COLEC11
	-0.176
	0.074
	-0.070
	0.050
	-60.33

	chr17:6797034-6797771
	ALOX12P2
	-0.173
	0.034
	-0.057
	0.024
	-67.02

	chr7:111368367-111368847
	DOCK4
	-0.507
	0.071
	-0.284
	0.059
	-44.04

	chr6:32145383-32146595
	RNF5P1; RNF5; AGPAT1
	0.007
	0.004
	0.001
	0.004
	-80.25

	chr7:158749953-158751591
	Non-annotated region
	0.077
	0.027
	0.090
	0.024
	16.97

	chr6:33280149-33280436
	TAPBP
	-0.177
	0.039
	-0.033
	0.027
	-81.17

	chr6:31867757-31868169
	ZBTB12
	-0.011
	0.005
	-0.012
	0.005
	5.32

	chr4:147164778-147165097
	Non-annotated
	0.419
	0.080
	0.227
	0.063
	-45.89

	chr1:11714218-11714254
	FBXO44; FBXO2
	-0.055
	0.021
	-0.061
	0.020
	9.62

	Note. Chr = chromosome; SE = standard error; % = percent
	
	
	
	
	


	ST9 Correlations of methylation values at birth with age 6 at significant regions
	
	
	
	

	Location
	Gene(s)
	Min.
	1st.Qu.
	Median
	Mean
	3rd.Qu.
	Max.

	chr2:241458886-241460002
	ANKMY1
	0.36
	0.52
	0.60
	0.59
	0.68
	0.78

	chr6:30039027-30039600
	RNF39
	0.22
	0.32
	0.37
	0.39
	0.45
	0.55

	chr6:33282879-33283184
	ZBTB22; TAPBP
	0.22
	0.45
	0.56
	0.51
	0.60
	0.81

	chr2:21266727-21267334
	APOB
	0.57
	0.69
	0.72
	0.71
	0.75
	0.78

	chr2:3642629-3642867
	COLEC11
	0.63
	0.72
	0.77
	0.76
	0.82
	0.83

	chr17:6797034-6797771
	ALOX12P2
	0.51
	0.58
	0.67
	0.64
	0.71
	0.75

	chr7:111368367-111368847
	DOCK4
	0.48
	0.52
	0.57
	0.59
	0.63
	0.72

	chr6:32145383-32146595
	RNF5P1; RNF5; AGPAT1
	-0.01
	0.12
	0.15
	0.16
	0.21
	0.32

	chr7:158749953-158751591
	Non-annotated region
	0.48
	0.89
	0.93
	0.86
	0.94
	0.94

	chr6:33280149-33280436
	TAPBP
	0.46
	0.52
	0.56
	0.60
	0.63
	0.81

	chr6:31867757-31868169
	ZBTB12
	-0.03
	0.07
	0.11
	0.11
	0.17
	0.23

	chr4:147164778-147165097
	Non-annotated
	0.47
	0.51
	0.58
	0.58
	0.65
	0.67

	chr1:11714218-11714254
	FBXO44; FBXO2
	0.31
	0.34
	0.37
	0.37
	0.40
	0.44

	Note. Chr = chromosome; min. = minimum; 1st Qu. = 1st quartile; 3rd. Qu. = 3rd quartile; max = maximum


	ST10. Gene ontology analysis based on the CpGs within the significant regions
	
	

	ID
	Name
	OR
	GenesinPathwayandTestList

	GO:0019005
	SCF ubiquitin ligase complex
	1.18
	FBXO2;FBXO44

	GO:0030433
	ER-associated ubiquitin-dependent protein catabolic process
	1.18
	FBXO2;RNF5

	GO:0034379
	very-low-density lipoprotein particle assembly
	1.09
	APOB

	GO:0034383
	low-density lipoprotein particle clearance
	1.09
	APOB

	GO:0003841
	1-acylglycerol-3-phosphate O-acyltransferase activity
	1.09
	AGPAT1

	GO:0034374
	low-density lipoprotein particle remodeling
	1.09
	APOB

	GO:0006516
	glycoprotein catabolic process
	1.09
	FBXO2

	GO:0071379
	cellular response to prostaglandin stimulus
	1.09
	APOB

	GO:0031904
	endosome lumen
	1.09
	APOB

	GO:0016024
	CDP-diacylglycerol biosynthetic process
	1.09
	AGPAT1

	GO:0042627
	chylomicron
	1.09
	APOB

	GO:0017127
	cholesterol transporter activity
	1.09
	APOB

	GO:0034362
	low-density lipoprotein particle
	1.09
	APOB

	GO:0050750
	low-density lipoprotein particle receptor binding
	1.09
	APOB

	GO:0010885
	regulation of cholesterol storage
	1.09
	APOB

	GO:0045540
	regulation of cholesterol biosynthetic process
	1.09
	APOB

	GO:0010744
	positive regulation of macrophage derived foam cell differentiation
	1.09
	APOB

	GO:0042953
	lipoprotein transport
	1.09
	APOB

	GO:0030675
	Rac GTPase activator activity
	1.09
	DOCK4

	GO:0042887
	amide transmembrane transporter activity
	1.09
	TAPBP

	GO:0042288
	MHC class I protein binding
	1.08
	TAPBP

	GO:0005537
	mannose binding
	1.09
	COLEC11

	GO:0031146
	SCF-dependent proteasomal ubiquitin-dependent protein catabolic process
	1.09
	FBXO2

	GO:0071682
	endocytic vesicle lumen
	1.09
	APOB

	GO:0010884
	positive regulation of lipid storage
	1.09
	APOB

	GO:0019433
	triglyceride catabolic process
	1.09
	APOB

	GO:0001961
	positive regulation of cytokine-mediated signaling pathway
	1.09
	AGPAT1

	GO:0006641
	triglyceride metabolic process
	1.18
	APOB;AGPAT1

	GO:0048365
	Rac GTPase binding
	1.08
	DOCK4

	GO:0032420
	stereocilium
	1.08
	DOCK4

	GO:0006890
	retrograde vesicle-mediated transport
	1.08
	TAPBP

	GO:0033344
	cholesterol efflux
	1.09
	APOB

	GO:0042605
	peptide antigen binding
	1.08
	TAPBP

	GO:0070534
	protein K63-linked ubiquitination
	1.09
	RNF5

	GO:0001540
	beta-amyloid binding
	1.08
	FBXO2

	GO:0030669
	clathrin-coated endocytic vesicle membrane
	1.09
	APOB

	GO:0098553
	lumenal side of endoplasmic reticulum membrane
	1.08
	TAPBP

	GO:0098576
	lumenal side of membrane
	1.08
	TAPBP

	GO:0071556
	integral component of lumenal side of endoplasmic reticulum membrane
	1.08
	TAPBP

	GO:0032855
	positive regulation of Rac GTPase activity
	1.08
	DOCK4

	GO:0030163
	protein catabolic process
	1.36
	FBXO2;FBXO44;APOB;RNF5

	GO:0030317
	sperm motility
	1.09
	APOB

	GO:0030971
	receptor tyrosine kinase binding
	1.08
	DOCK4

	GO:0070936
	protein K48-linked ubiquitination
	1.08
	RNF5

	GO:0042277
	peptide binding
	1.17
	FBXO2;TAPBP

	GO:0048844
	artery morphogenesis
	1.08
	APOB

	GO:0030246
	carbohydrate binding
	1.17
	FBXO2;COLEC11

	GO:0005789
	endoplasmic reticulum membrane
	1.33
	APOB;TAPBP;AGPAT1;RNF5

	GO:0042158
	lipoprotein biosynthetic process
	1.08
	APOB

	GO:0001948
	glycoprotein binding
	1.08
	FBXO2

	GO:0015833
	peptide transport
	1.08
	TAPBP

	GO:0002479
	antigen processing and presentation of exogenous peptide antigen via MHC class I
	1.08
	TAPBP

	GO:0071356
	cellular response to tumor necrosis factor
	1.08
	APOB

	GO:0006518
	peptide metabolic process
	1.08
	TAPBP

	GO:0051082
	unfolded protein binding
	1.08
	TAPBP

	GO:0005581
	collagen
	1.08
	COLEC11

	GO:0030165
	PDZ domain binding
	1.08
	DOCK4

	GO:0042626
	ATPase activity
	1.08
	TAPBP

	GO:0044309
	neuron spine
	1.08
	FBXO2

	GO:0043197
	dendritic spine
	1.08
	FBXO2

	GO:0009791
	post-embryonic development
	1.08
	APOB

	GO:0017124
	SH3 domain binding
	1.08
	DOCK4

	GO:0060326
	cell chemotaxis
	1.08
	DOCK4

	Note. GO = gene ontology; OR = odd ratio; p = p-value. Pathways highlighted in green were validated by MissMethyl. 


	ST11. BECon Brain-Blood Correlations
	
	

	Region
	Location
	CpG
	Genes
	Cor.Blood.BA7
	Cor.Blood.BA10
	Cor.Blood.BA20
	Cor.>.average

	1
	chr2:241458886-241460002
	cg03743720
	ANKMY1
	0.28
	0.4
	0.16
	No

	1
	chr2:241458886-241460002
	cg05371791
	ANKMY1
	0.38
	0.27
	0.26
	BA7

	1
	chr2:241458886-241460002
	cg06476685
	ANKMY1
	0.34
	0.36
	0.12
	No

	1
	chr2:241458886-241460002
	cg08276645
	ANKMY1
	0.47
	0.51
	0.21
	BA7, BA10

	1
	chr2:241458886-241460002
	cg08461339
	ANKMY1
	0.19
	0.22
	-0.04
	No

	1
	chr2:241458886-241460002
	cg16909733
	ANKMY1
	0.49
	0.33
	0.22
	BA7

	1
	chr2:241458886-241460002
	cg24086040
	ANKMY1
	0.5
	0.4
	0.07
	BA7

	1
	chr2:241458886-241460002
	cg24539848
	ANKMY1
	0.22
	-0.01
	-0.15
	No

	2
	chr6:30039027-30039600
	cg00947782
	RNF39
	0.12
	0.06
	0.53
	BA20

	2
	chr6:30039027-30039600
	cg02188185
	RNF39
	-0.09
	0.04
	0
	No

	2
	chr6:30039027-30039600
	cg03343571
	RNF39
	0.69
	0.28
	0.68
	BA7, BA20

	2
	chr6:30039027-30039600
	cg05563515
	RNF39
	0.34
	0.36
	0.44
	BA20

	2
	chr6:30039027-30039600
	cg06249604
	RNF39
	0.22
	0.27
	0.68
	BA20

	2
	chr6:30039027-30039600
	cg07179033
	RNF39
	0.34
	0.25
	0.57
	BA20

	2
	chr6:30039027-30039600
	cg07382347
	RNF39
	0.28
	0.2
	0.76
	BA20

	2
	chr6:30039027-30039600
	cg08491487
	RNF39
	0.15
	0.01
	0.33
	No

	2
	chr6:30039027-30039600
	cg09279736
	RNF39
	0.39
	0.37
	0.69
	BA7, BA20

	2
	chr6:30039027-30039600
	cg10568066
	RNF39
	0.45
	0.46
	0.75
	BA7, BA10, BA20

	2
	chr6:30039027-30039600
	cg10930308
	RNF39
	0.24
	0.46
	0.51
	BA10, BA20

	2
	chr6:30039027-30039600
	cg12633154
	RNF39
	0.2
	0.41
	0.64
	BA10, BA20

	2
	chr6:30039027-30039600
	cg13185413
	RNF39
	0.42
	0.26
	0.59
	BA7, BA20

	2
	chr6:30039027-30039600
	cg13401893
	RNF39
	0.1
	0.31
	0.74
	BA20

	2
	chr6:30039027-30039600
	cg13918754
	RNF39
	0.24
	-0.32
	-0.03
	No

	2
	chr6:30039027-30039600
	cg15877520
	RNF39
	0.07
	-0.28
	0.41
	BA20

	2
	chr6:30039027-30039600
	cg16078649
	RNF39
	-0.2
	0.37
	0.59
	BA20

	2
	chr6:30039027-30039600
	cg18930910
	RNF39
	0.51
	-0.18
	0.5
	BA7, BA20

	2
	chr6:30039027-30039600
	cg20249327
	RNF39
	0.43
	0.13
	0.05
	BA7

	2
	chr6:30039027-30039600
	cg23712018
	RNF39
	0.09
	0.04
	0.61
	BA20

	2
	chr6:30039027-30039600
	cg26730543
	RNF39
	0.26
	0.43
	0.21
	BA10

	3
	chr6:33282879-33283184
	cg03000593
	ZBTB22, TAPBP
	-0.14
	0.11
	-0.25
	No

	3
	chr6:33282879-33283184
	cg05210804
	ZBTB22, TAPBP
	0.4
	0.61
	0.17
	BA7, BA10

	3
	chr6:33282879-33283184
	cg07245868
	ZBTB22, TAPBP
	0.34
	0.15
	-0.05
	No

	3
	chr6:33282879-33283184
	cg07895437
	ZBTB22, TAPBP
	0.54
	0.6
	0.17
	BA7, BA10

	3
	chr6:33282879-33283184
	cg08771019
	ZBTB22, TAPBP
	-0.04
	0.47
	0.12
	BA10

	3
	chr6:33282879-33283184
	cg10134527
	ZBTB22, TAPBP
	0.26
	-0.14
	-0.06
	No

	3
	chr6:33282879-33283184
	cg11917542
	ZBTB22, TAPBP
	-0.09
	0.31
	-0.27
	No

	3
	chr6:33282879-33283184
	cg13027595
	ZBTB22, TAPBP
	-0.21
	-0.07
	-0.24
	No

	3
	chr6:33282879-33283184
	cg14309283
	ZBTB22, TAPBP
	0.12
	0.46
	-0.09
	BA10

	3
	chr6:33282879-33283184
	cg14473643
	ZBTB22, TAPBP
	0.27
	0.51
	0.03
	BA10

	3
	chr6:33282879-33283184
	cg17055704
	ZBTB22, TAPBP
	0.54
	0.51
	0.04
	BA7, BA10

	3
	chr6:33282879-33283184
	cg18144560
	ZBTB22, TAPBP
	0.33
	0.44
	-0.02
	BA10

	3
	chr6:33282879-33283184
	cg25954512
	ZBTB22, TAPBP
	-0.06
	-0.09
	-0.22
	No

	3
	chr6:33282879-33283184
	cg26646118
	ZBTB22, TAPBP
	-0.15
	0.14
	-0.1
	No

	3
	chr6:33282879-33283184
	cg27168291
	ZBTB22, TAPBP
	0.24
	0.04
	-0.18
	No

	4
	chr2:21266727-21267334
	cg00673290
	APOB
	0.19
	0.18
	0.17
	No

	4
	chr2:21266727-21267334
	cg03350299
	APOB
	0.39
	0.06
	0.03
	BA7

	4
	chr2:21266727-21267334
	cg07636176
	APOB
	0.21
	0.14
	0.23
	No

	4
	chr2:21266727-21267334
	cg15246511
	APOB
	0.04
	0.2
	-0.18
	No

	4
	chr2:21266727-21267334
	cg16306978
	APOB
	0.09
	-0.22
	-0.14
	No

	4
	chr2:21266727-21267334
	cg16723488
	APOB
	0.31
	-0.08
	-0.04
	No

	4
	chr2:21266727-21267334
	cg24309555
	APOB
	0.59
	0.09
	-0.15
	BA7

	4
	chr2:21266727-21267334
	cg25071744
	APOB
	-0.19
	0.03
	-0.03
	No

	4
	chr2:21266727-21267334
	cg25123895
	APOB
	0.15
	0.43
	0.2
	BA10

	4
	chr2:21266727-21267334
	cg26112457
	APOB
	-0.07
	-0.21
	0.06
	No

	5
	chr2:3642629-3642867
	cg00835279
	COLEC11
	0.45
	0.42
	-0.02
	BA7, BA10

	5
	chr2:3642629-3642867
	cg09974661
	COLEC11
	0.49
	0.41
	0.23
	BA7, BA10

	5
	chr2:3642629-3642867
	cg16430428
	COLEC11
	0.45
	0.26
	-0.22
	BA7

	5
	chr2:3642629-3642867
	cg17872886
	COLEC11
	0.35
	0.37
	0.32
	No

	5
	chr2:3642629-3642867
	cg19867917
	COLEC11
	0.68
	0.36
	0.18
	BA7

	5
	chr2:3642629-3642867
	cg26615126
	COLEC11
	0.57
	0.39
	0.41
	BA7, BA20

	6
	chr17:6797034-6797771
	cg01758314
	ALOX12P2
	0.53
	0.1
	-0.03
	BA7

	6
	chr17:6797034-6797771
	cg07391831
	ALOX12P2
	-0.29
	0.23
	0.09
	No

	6
	chr17:6797034-6797771
	cg09705592
	ALOX12P2
	-0.05
	-0.13
	-0.01
	No

	6
	chr17:6797034-6797771
	cg16893174
	ALOX12P2
	-0.09
	-0.21
	0.02
	No

	6
	chr17:6797034-6797771
	cg18007837
	ALOX12P2
	-0.33
	-0.39
	0.29
	No

	6
	chr17:6797034-6797771
	cg26334670
	ALOX12P2
	0.46
	-0.1
	0.05
	BA7

	7
	chr7:111368367-111368847
	cg01567825
	DOCK4
	-0.15
	-0.45
	-0.09
	BA10

	7
	chr7:111368367-111368847
	cg09678349
	DOCK4
	-0.31
	-0.25
	-0.15
	No

	7
	chr7:111368367-111368847
	cg20959907
	DOCK4
	-0.21
	-0.39
	-0.18
	No

	7
	chr7:111368367-111368847
	cg21594400
	DOCK4
	-0.36
	-0.63
	-0.3
	BA10

	8
	chr6:32145383-32146595
	cg01052103
	AGPAT1, RNF5, RNF5P1, AGPAT1
	-0.24
	-0.17
	-0.17
	No

	8
	chr6:32145383-32146595
	cg01074928
	AGPAT1, RNF5, RNF5P1
	-0.43
	-0.14
	-0.09
	BA7

	8
	chr6:32145383-32146595
	cg01466825
	RNF5, RNF5P1, AGPAT1
	0
	-0.05
	-0.06
	No

	8
	chr6:32145383-32146595
	cg02260340
	RNF5, RNF5P1, AGPAT1
	0.42
	0.38
	0.16
	BA7

	8
	chr6:32145383-32146595
	cg02973270
	RNF5, RNF5P1, AGPAT1
	0.17
	-0.25
	-0.31
	No

	8
	chr6:32145383-32146595
	cg03237964
	AGPAT1, RNF5, RNF5P1
	0.12
	0.08
	0.19
	No

	8
	chr6:32145383-32146595
	cg03718284
	RNF5, RNF5P1, AGPAT1
	0.33
	-0.48
	-0.62
	BA10, BA20

	8
	chr6:32145383-32146595
	cg06570818
	RNF5, RNF5P1, AGPAT1
	-0.14
	0.11
	0.14
	No

	8
	chr6:32145383-32146595
	cg07482220
	RNF5, RNF5P1, AGPAT1
	0.17
	-0.36
	-0.19
	No

	8
	chr6:32145383-32146595
	cg08049198
	RNF5, RNF5P1, AGPAT1
	-0.4
	-0.11
	0.01
	BA7

	8
	chr6:32145383-32146595
	cg08450897
	RNF5, RNF5P1, AGPAT1
	-0.09
	-0.19
	-0.36
	BA20

	8
	chr6:32145383-32146595
	cg09043226
	RNF5, RNF5P1, AGPAT1
	0.13
	0.23
	-0.06
	No

	8
	chr6:32145383-32146595
	cg09301199
	RNF5, RNF5P1, AGPAT1
	-0.27
	0.03
	-0.12
	No

	8
	chr6:32145383-32146595
	cg10023837
	RNF5, RNF5P1, AGPAT1
	-0.17
	-0.01
	0.19
	No

	8
	chr6:32145383-32146595
	cg11043450
	RNF5, RNF5P1, AGPAT1
	0.29
	0.29
	-0.13
	No

	8
	chr6:32145383-32146595
	cg11995506
	RNF5, RNF5P1, AGPAT1
	-0.24
	0.04
	-0.04
	No

	8
	chr6:32145383-32146595
	cg13763617
	RNF5, RNF5P1, AGPAT1
	-0.12
	-0.58
	-0.42
	BA10, BA20

	8
	chr6:32145383-32146595
	cg14771938
	RNF5, RNF5P1, AGPAT1
	0.44
	-0.26
	0.18
	BA7

	8
	chr6:32145383-32146595
	cg15982308
	RNF5, RNF5P1, AGPAT1
	-0.25
	0.02
	-0.2
	No

	8
	chr6:32145383-32146595
	cg18191873
	RNF5, RNF5P1, AGPAT1
	-0.5
	0.09
	0.06
	BA7

	8
	chr6:32145383-32146595
	cg18928683
	RNF5, RNF5P1, AGPAT1
	0.05
	-0.37
	-0.47
	BA20

	8
	chr6:32145383-32146595
	cg20008357
	RNF5, RNF5P1, AGPAT1
	0.62
	0.48
	0.65
	BA7, BA10, BA20

	8
	chr6:32145383-32146595
	cg22673001
	AGPAT1, RNF5, RNF5P1
	-0.16
	-0.09
	-0.37
	BA20

	8
	chr6:32145383-32146595
	cg23464264
	RNF5, RNF5P1, AGPAT1
	0.3
	-0.38
	-0.08
	No

	8
	chr6:32145383-32146595
	cg25733934
	RNF5, RNF5P1, AGPAT1
	-0.21
	-0.22
	0.05
	No

	8
	chr6:32145383-32146595
	cg27370696
	RNF5, RNF5P1, AGPAT1
	-0.42
	-0.38
	-0.45
	BA7, BA20

	9
	chr7:158749953-158751591
	cg00413089
	None
	0.64
	0.42
	0.51
	BA7, BA10, BA20

	9
	chr7:158749953-158751591
	cg00538212
	None
	0.35
	0.16
	0.47
	BA20

	9
	chr7:158749953-158751591
	cg00815399
	None
	0.76
	0.67
	0.66
	BA7, BA10, BA20

	9
	chr7:158749953-158751591
	cg10079374
	None
	0.65
	0.59
	0.48
	BA7, BA10, BA20

	9
	chr7:158749953-158751591
	cg11945929
	None
	0.62
	0.55
	0.31
	BA7, BA10

	9
	chr7:158749953-158751591
	cg12744031
	None
	0.56
	0.54
	0.51
	BA7, BA10, BA20

	9
	chr7:158749953-158751591
	cg12954512
	None
	0.46
	0.52
	0.37
	BA7, BA10, BA20

	9
	chr7:158749953-158751591
	cg13472359
	None
	0.47
	-0.18
	-0.06
	BA7

	10
	chr6:33280149-33280436
	cg01253676
	TAPBP
	0.28
	0.13
	0.36
	BA20

	10
	chr6:33280149-33280436
	cg02863594
	TAPBP
	0.14
	0.02
	-0.12
	No

	10
	chr6:33280149-33280436
	cg11796996
	TAPBP
	0.21
	0.18
	0.06
	No

	10
	chr6:33280149-33280436
	cg12589538
	TAPBP
	0.01
	0.23
	0.34
	BA20

	10
	chr6:33280149-33280436
	cg13638257
	TAPBP
	-0.04
	0.12
	-0.08
	No

	10
	chr6:33280149-33280436
	cg14419102
	TAPBP
	0.26
	0.19
	0.14
	No

	10
	chr6:33280149-33280436
	cg18353226
	TAPBP
	-0.15
	-0.22
	0.09
	No

	10
	chr6:33280149-33280436
	cg20998791
	TAPBP
	0.14
	0.16
	0.24
	No

	10
	chr6:33280149-33280436
	cg26083458
	TAPBP
	0.54
	0.13
	0.15
	BA7

	11
	chr6:31867757-31868169
	cg00889295
	ZBTB12
	0.24
	-0.28
	0.37
	BA20

	11
	chr6:31867757-31868169
	cg05680710
	ZBTB12
	-0.01
	0.11
	0.21
	No

	11
	chr6:31867757-31868169
	cg07249939
	ZBTB12
	0.81
	0.42
	0.15
	BA7, BA10

	11
	chr6:31867757-31868169
	cg11645762
	ZBTB12
	0.39
	0.4
	0.22
	BA7

	11
	chr6:31867757-31868169
	cg14562426
	ZBTB12
	-0.07
	-0.3
	0.27
	No

	11
	chr6:31867757-31868169
	cg25110523
	ZBTB12
	0.14
	0.13
	0.06
	No

	12
	chr4:147164778-147165097
	cg01539483
	None
	0.09
	-0.26
	-0.01
	No

	12
	chr4:147164778-147165097
	cg04181032
	None
	0.27
	0.22
	0.18
	No

	12
	chr4:147164778-147165097
	cg07701757
	None
	0.03
	-0.2
	-0.17
	No

	12
	chr4:147164778-147165097
	cg07973709
	None
	-0.17
	0.04
	-0.27
	No

	13
	chr1:11714218-11714254
	cg01420388
	FBXO2, FBXO44
	0.21
	0.09
	-0.13
	No

	13
	chr1:11714218-11714254
	cg05796704
	FBXO2, FBXO44
	-0.03
	-0.36
	0.03
	No

	13
	chr1:11714218-11714254
	cg22697136
	FBXO2, FBXO44
	0.26
	0.23
	-0.07
	No

	Note. BA = Brodmann area; chr = chromosome; cor = correlation; > = greater than
	
	
	


