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1. Supplementary methods

DNA methylation measurement in discovery phase
In the discovery study, we investigated whole blood DNA from four European birth cohorts as part of the Mechanisms of the Development of ALLergy (MeDALL) project1: the Children’s Allergy Environment Stockholm Epidemiology study (BAMSE)2 from Sweden, Etudes des Déterminants pré et postnatals précoces du dévelopment et de la santé de l’Enfant (EDEN)3 from France, Infancia y Medio Ambiente (INMA)4 –Sabadell (SAB) from Spain, and Prevention and Incidence of Asthma and Mite Allergy (PIAMA)5 from the Netherlands. We examined epigenome-wide DNA methylation of 207 asthma cases and 610 controls at age 4-5, and of 185 asthma cases and 546 controls at age 8 years using a cross-sectional case-control design.
In BAMSE, EDEN, INMA and PIAMA study. DNA from peripheral and cord blood samples was extracted using the QIAamp blood kit (Qiagen or equivalent protocols), followed by precipitation-based concentration using GlycoBlue (Ambion). DNA concentration was determined by Nanodrop measurement and Picogreen quantification. 500 ng of DNA was bisulphite-converted using the EZ 96-DNA methylation kit (Zymo Research), following the manufacturer’s standard protocol. After verification of the bisulphite conversion step using Sanger Sequencing, DNA concentration was normalized and the samples were randomized to avoid batch effects. All paired samples were hybridized on the same chip. Standard male and female DNA samples were included in this step for quality control.
In the BAMSE EpiGene study, epigenome-wide DNA methylation was measured in 472 Caucasian children, using DNA extracted from blood samples collected at the age of 8 years. An aliquot (500 ng) of DNA per sample underwent bisulfite conversion using the EZ-96 DNA Methylation kit (Zymo Research Corporation, Irvine, USA). Samples were plated onto 96-well plates in randomized order. The same standard female DNA control sample that was also used in the MeDALL study was again included for quality control. After excluding 89 overlapping samples with MeDALL, 3 samples with data lacking on the asthma phenotype, 72 samples of children with no current asthma but who were diagnosed with asthma in previous years, 308 samples remained for further analysis.
MeDALL DNA methylation was measured at the Genome Analysis Facility, Department of Genetics, University Medical Center Groningen, Groningen, the Netherlands, whereas BAMSE-Epigene methylation analysis was performed at the Mutation Analysis Facility (MAF) Karolinska Institutet, Stockholm, Sweden.

Quality control and pre-processing of 450k data 
DNA methylation data were pre-processed in R with the Bioconductor package Minfi6, using the original IDAT files extracted from the HiScanSQ scanner. We had a total of 1,748 blood samples from four birth cohorts in the MeDALL epigenetics study. Samples that did not provide significant methylation signals in more than 10% of probes (detection P=0.01) were excluded from further analysis. Samples were also excluded in cases of low staining efficiency, low single base extension efficiency, low stripping efficiency of DNA from probes after single base extension, poor hybridization performance, poor bisulphite conversion and high negative control probe staining. Further, we used the 65 SNP probes to check for concordances between paired DNA samples from the sample individual and assessed the methylation distribution of the X-chromosome to verify gender. Paired samples with Pearson correlation coefficients <0.9 were regarded as sample mix-ups and were excluded from the study. In total, we excluded 16 samples due to poor quality and 24 samples due to apparent sample mix-up. In probe filtering7, we excluded probes on sex chromosomes, probes that mapped on multi-loci, the 65 random SNPs assay and probes that contained SNPs at the target CpG sites with a minor allele frequency >10%. The allele frequencies of a list of SNPs were obtained from 1000 Genomes, release 20110521 for the CEU population. Finally, to correct Type I and Type II bias, we implemented “DASEN”8 to perform signal correction and normalization. After quality control, 1,708 samples and 439,306 autosomal probes remained in MeDALL. In BAMSE-epi, the exact same QC procedure was performed, and 308 samples and 439,306 autosome probes remained for downstream analysis. The same QC protocol was also applied on DNA extracted from 16 years PIAMA nasal brush cells. After QC, 455 nasal brush samples remained for analysis.

Differential methylation analysis 
Methylation levels (beta values, β) at a given CpG sites were derived from the ratio of the methylated probe intensity to overall intensity (sum of methylated and unmethylated probe intensities): β is equal to M/(U + M+ α), where M is intensity of the methylated probe, U is the intensity of the unmethylated probe, and α is the constant offset with the default value of 100. To remove bias in methylation profiles due to technical variation, we implemented a correction procedure based on the 613 negative control probes9 present in 450K arrays because these negative control probes did not relate to biological variation. First, we implemented principal component analysis (PCA) on control probe data according to the method proposed by Zhang et al10. Then, we permuted the control probe data 10,000 times and applied PCA to each of these permuted datasets. We then selected principal components with a P value defined as P(number of var(random pc)>var(pc))/(number of permutations)<10-4. 
In the MeDALL study, we pooled all samples and included a correction for cohorts effect. The final robust linear regression model in the discovery phase of the MeDALL study 
Methylation = asthma + cohort +gender+ bisulphite conversion kit batch+ duration  (days) of the 450k assay + position on array + pc1-4 (control probes),
The final robust linear regression model for BAMSE-epi study was Methylation = asthma + batch of plates+ age +pc1-2 (control probes).
Batches of bisulphite conversion kits were analyzed in two levels and array position in 12 levels, batch of plates in 6 levels were all analyzed as categorical variables. Duration (days) of the 450k assay was analyzed as continuous variable. In the final models, the distribution of the residuals was analyzed for checking normal distribution.
For 8 years asthma discovery study, we performed meta-analysis to summarize the results from MeDALL data and BAMSE-epi data. The inverse variance-weighted fixed-effects meta-analysis with METAL11 was applied with Genomic control correction12.

Agena iplex measurement and replication
IPlex (Agena Biosciences) technology was chosen for our targeted replication study. This system provides ‘genotyping’ of CpG sites in a multiplex fashion (i.e. it can measure methylation of several CpG sites in a single assay). The process of designing started with the extraction of sequences. After sequence extraction, the CpG sites of interest in the extracted sequence was transformed to a SNP. Agena’s online tool ‘Assay Design Suite’ was subsequently used to check for proximal SNPs. Once this had been done, the sequences were bisulfite converted in silico using R. At this point, the sequences were ready for iPlex methylation design with Agena’s online design tool.
If CpG sites were rejected using the design tool, in majority due to low probability for primer annealing, the corresponding sequences were converted in a reverse complement variant. These reversed complement sequences were then in silico bisulfite converted. To prevent rejected cases because of a proximal SNP blocking the ability to design primers, all in silico bisulfite converted CpG sites sequences (both forward and reverse complement) were virtually adapted for inosin design where all proximal SNPs were replaced by inosin.
For testing all plexes (i.e. combination of methylated SNPs to be measured in one run), we used 304 PIAMA samples, which had been previously measured with 450K, as well as a commercially available high, and a low methylated control sample per plex. With this ‘test plate’ we could determine the yield per CpG sites in the plex and the exactness measured ratio of methylation. When testing was complete, we continued with a validation plate to determine the correlation of the Agena iplex methylation results to those obtained with the Illumina 450K. This test plate and validation plate were bisulfite converted before performing the iPlex methylation reactions. Correlation between iPlex and 450K was determined by using Spearman rho statistics. All CpG sites that showed significant correlation (P value <0.05) of methylation measured by 450k and Agena iplex and call rate>0.9 passed quality control and were included in the replication study.

In replication, we firstly analyzed the individual cohorts, and then performed inverse variance-weighted fixed-effects meta-analysis with METAL11. To remove the effect of extreme outliers, we trimmed the methylation set using: (25th percentile -3*IQR) and (75th percentile+3*IQR), where IQR=interquartile range. The final robust linear regression model for each cohort was Methylation = asthma + gender. We report fixed effects meta-analysis, but when we found significant evidence for heterogeneity (P value Het < 0.05), random effects meta-analysis was also performed using Metafor13.
In our discovery analysis, we defined epigenome-wide significance as a Bonferroni corrected threshold of p = 1.14 ×10-7 (0.05/439, 306), and report as significant. The CpG sites that passed epigenome-wide significance after meta-analysis and were also significant in the replication study (P value <0.0019 (0.05/27)). We limited replication analyses to cohorts with at least 10 subjects in both the asthma and control groups after iplex assay to obtain stable effect estimates. This excluded the Karelia and INMA-VAL 7 year samples from the main meta-analysis. Yet these samples were used for complete analyses using all tested samples. (Table S25). We combined the sub-cohorts, Robbic-Bologna and Robbic-Rome, and INMA-Gipuzkoa (GIP) and INMA- Menorca (MEN) before meta-analysis.

SLSJ replication
Replication of the 14 associated CpG sites was performed in whole blood of 167 unrelated individuals as well as in isolated eosinophils (eos) from blood of 24 of those individuals from the Saguenay–Lac-Saint-Jean asthma collection14 (SLSJ). Peripheral blood eosinophil cell isolation was performed in 16 asthmatic cases and 8 controls as described in the reference15. DNA extraction and sodium bisulfite conversion methods were described previously16. Methylation levels were assessed using the Infinium HumanMethylation450 BeadChip array (Illumina, San Diego, CA, USA). Normalization step was performed in two steps: 1) we scaled the beta values to the internal controls using the methylumi R package (4) and 2) we applied the subset-quantile within array normalization (SWAN)17 method as implemented in the minfi R package6. We applied the robust linear regression model on the 14 CpG sites using Methylation = asthma + cohort + gender + batch (plate). No batch effect was included for the eosinophil analyses since all samples were done on the same plate. The analysis was restricted to the 14 replicated CpG sites from the MeDALL meta-analysis. 

PIAMA Nasal epithelial cell replication
Nasal epithelial cells were collected by means of nose brushes. After local anesthesia with 1% lidocaine spray, cytobrushes were brushed against the inferior turbinate to collect cells. The swabs were immediately transferred to an empty Eppendorf tube (for later DNA extraction) and two Eppendorf tubes filled with 1.5 mL RNAprotect Cell Reagent (Qiagen). This procedure was repeated until 3 brushes were collected. Eppendorf tubes were stored at -80°C. The final robust linear regression model on 14 CpG sites are Methylation = asthma + age + center of brushing + gender + batch. The enrichment P value of 5 against 14 CpG sites was obtained by 14 x 100,000 Monte Carlo simulation of uniform distribution between 0 to 1.

Genotyping, MeQTL 
Genotype data from the individual cohorts were imputed to reference data of the 1000 Genomes’ CEU panel (release March 2012). Detailed information on the genotyping of BAMSE, INMA and PIAMA has already been published18. Subsequent quality control removed SNPs with minor allele frequency (MAF) <0.01, those with significant deviation of Hardy Weinberg equilibrium P<1x10-6, genotype call rate <0.95, the minimum MACH R2 measure to include SNPs (rsq<0.3) for BAMSE data and Info score<0.3 for PIAMA and INMA data. All the genotypes were aligned to the GIANT release of 1000G to facilitate further data integration and meta-analysis by genotype Harmonizer 1.4.919. We had overlapping genotype and methylation data for 182 INMA samples, 226 PIAMA and 88 BAMSE samples at age 4 year. The MeQTL analysis was performed using the R package MatrixEQTL20 using an additive linear model. To remove the effect of extreme outliers, we trimmed the methylation set using: (25th percentile -3*IQR) and (75th percentile+3*IQR), where IQR=interquartile range. SNPs were included in the cis-analysis if they were located within 250 kb of the methylation probe. The fixed-effect-model based on the inverse standard error was utilized for meta-analysing MeQTL results from three cohorts using METAL11.We filtered the cis-meQTLs effects by removing SNP-CpG pairs for which the same SNP was also located in the probe, or for which the SNP was outside the probe but in linkage disequilibrium (LD) (r2>0.2) with a SNP inside the probe. We tested for LD between SNPs pairs by using 1000 Genomes’ CEU data21 by using LDlink (https://analysistools.nci.nih.gov/LDlink/).
Expression Quantitative Trait Methylation (eQTM)
BAMSE 16 years data
RNA from 16-year-old 260 BAMSE subjects was extracted from PAXgene tubes (PAXgene Blood RNA Kit, Qiagen) with high quality standards, processed into biotin-labelled single-strand complementary DNA (sscDNA) according to manufacturer instructions of the WT Plus Reagent Kit and hybridized on Affymetrix Human Transcriptome Array 2.0 Genechips (HTA 2.0) for fluorometric intensity detection (Affymetrix Scanner 3000 7G). Experimental design including restricted randomization of samples into batches and replicate reference external samples at crucial steps offered an efficient tracking and management of batch-related variation and afferent experimental variables. Assessment of purified molecules yield and quality (RIN22,23) was performed with state-of-the-art spectrophotometry (Trinean DropSense 96) and lab-on-a-chip microfluidic technologies (Agilent Tapestation), respectively, to ensure a robust normalization of inputs. Quality control of the gene expression data confirmed high quality with metrics beyond required thresholds. The dataset includes 45 samples from a pilot phase and 224 samples from an extended phase. Quality assessment was satisfying for 263 samples in total24.
Data analysis was based on the space signal transformation robust multiarray average (SST-RMA) algorithm25 which combines Guanine Cytosine Count Normalization (GCCN) and Signal Space Transformation (SST) approaches, first normalizing intensities based on the probe affinity difference associated with GC content, then ‘stretching’ the intensity distribution by decompressing the Fold Change ratios with a power law mapping, prior to applying RMA algorithm with quantile normalization26. The Combat method27 was used to adjust for batch effect between pilot and extended phases. Data production (RNA extraction, QC, preparation, hybridization, CEL files) and analysis (pre-processing) was performed by CNRS-EISBM facility in Lyon.

INMA 4 years data
The methylation and expression levels were measured in DNA and RNA extracted from blood samples obtained from the same 119 4-year old subjects from the INMA-Sabadell birth cohort. Blood was collected in PAXgene tubes following standard operating procedures. RNA was extracted using the recommended kit for PAXgene tubes (PAXgene Blood RNA kit by Qiagen) and following manufacturer’s instructions (mean quantity as measured with Nanodrop: 6 ug; nanodrop 280/260 and 280/230 ratio quality test passed). RNA was processed into biotin-labelled single-strand complementary DNA (sscDNA) according to manufacturer instructions of the WT Plus Reagent Kit and hybridized on Affymetrix Human Transcriptome Array 2.0 Genechips (HTA 2.0) for fluorometric intensity detection (Affymetrix Scanner 3000 7G). Yield and quality (RIN22,23) were measured by spectrophotometry (Trinean DropSense 96) and lab-on-a-chip microfluidic technologies (Agilent Tapestation), respectively. Expression levels were computed using the robust multi-array average (RMA) algorithm28 . Data production (RNA QC, preparation, hybridization, CEL files) and analysis (pre-processing) was performed by CNRS-EISBM facility in Lyon. 
The DNA methylation data set comprises methylation levels measured at all CpG sites in 119 samples. Correlation was measured between the methylation level at each CpG sites and each of the transcripts in its 500 kb flanking regions. Affymetrix HTA 2.0 probesets within the 500 kb flanking regions for each CpG sites were retrieved from the Affymetrix annotation table. 
For each sample set, a linear regression model of gene expression vs. methylation was performed to evaluate the correlation.

Biobank-based Integrative Omics Studies (BIOS) data
To identify associations between methylation levels and gene expression levels, we used a total of 2,367 samples for which methylation, gene expression and eosinophil percentage were available from three cohorts of the BIOS consortium: Lifelines, Leiden Longevity and Netherland Twin study. We applied two models. In the first model, we regressed methylation M value on gene expression, sex, sampling age, lymphocytes percentage, monocyte percentage and RNA Flow cell Number. In the second model, we also added eosinophil percentage as co-variable. The inflation of models was corrected by using the “bacon” method29. We analyzed each cohort separately and meta-analyzed P-values using METAL11. To correct for multiple testing, we did Bonferroni correction at 5% for each CpG site.  For cis-eQTMs, we selected 250kb window and used FDR correction as threshold.
Next, we selected the genes most strongly correlated genes to the 14 CpG sites based on P-value of the association. We investigated if these genes cluster using hierarchical clustering by using R pheatmap-package with default setting approaches on the strength of the association (Z score) with the CpG sites, and intended to investigate approximately 100 genes. From model 1, we therefore selected top 34 genes of each CpG site(adding op to a total number of 99 genes) and from model 2, we selected the top 10 genes for each CpG site, also adding up to 99 genes. We used meta-analyzed Z-scores to show the clustering of 99 genes for each analysis. As shown in Figure 3, about half of the genes is overlapping. 


Functional annotation analysis
For molecular enrichment analysis, all 3,091 CpH sites were excluded in the enrichment analysis, leading to 437,792 CpG sites for the enrichment test. In addition, the epigenome Roadmap30 annotation was created by overlapping the histone marks and chromatin states for the 27 blood cell-types annotated in the epigenome Roadmap project with the CpG sites interrogated by the HM450 array. The raw annotation was retrieved from the Epigenome Roadmap web portal (http://egg2.wustl.edu/roadmap/web_portal/index.html). The mark states were combined over the 27 blood-related types by taking a state as present if it was in at least 1 of the 27 blood-related measurements. 
We annotated the CpG sites on the 450K array using GREAT (Genomic Regions Enrichment of Annotations Tool)31. Great assigns a cis region of each gene consisting of a basal domain that extends 5kb upstream and 1kb downstream from its transcription start site, if nothing is found within this basal domain it extends to the basal regulatory domain of the nearest upstream and downstream genes within 1Mb. 

Flow Cytometry and RNA-Seq Data Analysis: 500 FG data
Immune cells numbers from peripheral blood were measured by 10-color flow cytometry. Samples were processed within 2–3 hr after sample collection (to prevent any cell degradation) on a 10-color Navios flow cytometer (Beckman Coulter) equipped with three solid-state lasers (488 nm, 638 nm, and 405 nm). Calibration of the machine was performed once a week, and little adjustment to the machine setting had to be made during the inclusion period of the study. Data were then analyzed using Kaluza software version. Cell populations were gated manually. Complete details and gating strategies have been detailed in a previous study32. 

RNA-Seq data collection
We selected a representative subset of 89 samples (balanced for age and sex given the original distribution in the cohort), to perform RNA-Seq. Subsequently, samples were processed for sequencing using the Illumina TruSeq version 2 library preparation kits. Paired-end sequencing of 2 × 50-bp reads was performed using the Illumina HiSeq 2000 platform. The quality of the raw reads was checked using FastQC (http://www.bioinformatics.babraham.ac.uk/projects/fastqc/). Read alignment was performed using STAR 2.3.0e, whilst the aligned reads were sort using SAMTools. Lastly, gene level quantification of the reads was done using HTSeq233. 

Correlation between expression and cell counts 
Total read counts from HTSeq were first normalized using the trimmed means of M (TMM) values34. TMM expression values were then log2 transformed. Cells counts from the FACS quantifications were then converted to absolute percentages by calculating its relative abundance among total cell counts. Two clusters showed strong correlation between asthma associated CpG sites and genes after Eos correction (Figure 3b). We selected the genes in the blue cluster (from gene GNAO1 to gene MUGGC) on the left and the red cluster (from gene CHMP7 to gene DACT1) on the right based on the hierarchical clustering and calculated the association of these genes with cell counts to identify the cell type(s) that (differentially) express these genes. Correlation between expression values and cell counts was determined by using Spearman rho statistics in R.


2. Cohort-specific information (cohorts listed in alphabetical order)

BAMSE
Cohort description
BAMSE is a prospective population-based cohort study of children recruited at birth and followed during childhood and adolescence. Details of the study design, inclusion criteria, enrolment and data collection are described elsewhere35. In short, 4,089 children born between 1994 and 1996 in four municipalities of Stockholm County were enrolled. At baseline, when the infant was approximately 2 months of age, parents completed a questionnaire that assessed residential characteristics, as well as socioeconomic and lifestyle factors. When children were 1, 2, 4, 8, 12 and 16 years, the parents completed questionnaires focusing on children’s symptoms related to wheezing and allergic diseases, as well as various exposures. The survey response rates were 96%, 94%, 91%, 84%, 82% and 78%, respectively. Furthermore, blood was obtained at ages 4, 8 and 16 years from 2,605 (63.7%), 2,470 (60.4%) and 2,547 (62.2%) children, respectively.  Specific IgE at age 4 was measured by the ImmunoCAP System (Thermo Fisher Scientiﬁc, Uppsala, Sweden) with the technical cutoff 0.35 kUA/l,as recommended by the manufacturer. Sensitization was deﬁned as allergen-speciﬁc IgE≥0.35 kUA/l to a mix of common inhalant allergens with Phadiatop (cat, dog, horse, birch, timothy, mugwort, Dermatophagoides pteronyssinus, and Cladosporium herbarum) at 4 years of age. The baseline and follow-up studies were approved by the Regional Ethical Review Board, Karolinska Institutet, Stockholm, Sweden, and the parents of all participating children provided informed consent.

DNA extraction
DNA from peripheral blood samples was extracted using the QIAamp blood kit (Qiagen, Inc, Valencia, CA) or equivalent protocols, followed by a precipitation-based concentration using GlycoBlue (Ambion, Austin, Tex). DNA concentration was determined by Nanodrop measurement and picogreen quantification. 

Sample selection
The BAMSE MeDALL subset consisted of 270 paired samples collected at 4 and 8 years24. A second methylation dataset included 308 independent samples from the BAMSE cohort at age 8 years (BAMSE EpiGene, n=485) included asthma cases and healthy controls36.

Phenotype definition
Asthma was defined based on “Yes” to 2 of the following 3 criteria37:
1. Has your child ever been diagnosed by a doctor as having asthma?
2. Asthma-medication (yes to one on the list of bronchodilators, inhaled corticosteroids, anti-histamines, leukotriene receptor antagonist, cromoglycine acid) prescribed by a doctor for symptoms of the airways or lungs in the last 12 months.
3. “Has your child had wheezing or whistling in the chest in the last 12 months” and/or “Has your child had tightness of the chest/shortness of breath in the last 12 months”.

BIB
Cohort description
Born in Bradford (BiB)41 is a longitudinal multi-ethnic birth cohort study aiming to examine the impact of environmental, psychological and genetic factors on maternal and child health and wellbeing [1]. Women were recruited while waiting for their glucose tolerance test, a routine procedure offered to all pregnant women registered at the Bradford Royal Infirmary, at 26-28 weeks gestation. For those consenting, a baseline questionnaire was completed via an interview with a study administrator. The full BiB cohort recruited 12,453 women during 13,776 pregnancies between 2007 and 2010 and the cohort is broadly characteristic of the city’s maternal population. 9,158 babies donated a DNA sample from cord blood to the BiB research biobank. A subsample of mothers completed a child phenotype questionnaire (N=2594), and further DNA samples were taken from the child (N=234), when the child was between 4 and 5 years old.

DNA extraction
Venous blood samples were collected into 4ml Greiner Bio-One Vacuette (K2EDTA) tubes. The DNA was extracted using the Kleargene XL kit. Briefly, the method is based on detergent-driven cell lysis, followed by guanidium isothiocyanate-mediated DNA binding to silica. Following three buffer washes and an ethanol wash, the DNA was dried and then re-suspended in buffer. The final concentration was determined using the picogreen quantification and normalised to 50 ng/µL.

Sample selection
All available subjects provided DNA: 569 DNA samples from 4 year olds matched to 299 cord blood DNA samples. 

Phenotype definition
In BiB, mothers were asked questions related to the child’s breathing and associated medications, such as “Has your child had wheeze or whistling in the chest in the past 12 months?” and “Has your child taken any medicines for asthma?” 


ECA
Cohort description
Prospective birth cohort study established 1992 based upon recruitment from a general population in Oslo, Norway. Within 15 months from January 1st 1992, 3754 (74% of all eligible) healthy term infants were recruited and enrolled at the maternity wards of Aker and Ullevål Hospitals. Lung function39 was measured in 802 of the infants within five days (mean 2.4 days of age). A nested case (n=306)-control (n=306) cohort was established at two years of age with cases being children with at least two episodes or at least two weeks of continuous asthma-like symptoms (wheeze) with controls (1:1) being the child without asthma-like symptoms born closest in time to the case. At two years 526 of these children attended investigations. At ten years of age, all 1215 children with lung function measured in the new-born period and/or attendance at the case-control investigation were invited to a follow-up investigation, with an 87% (n=1019) attendance rate. At the 16-year follow-up investigation 550 of these children attended. 

DNA extraction: From the 2-yr-old subjects, DNA was extracted from blood clots with the Autopure LS extractor (Gentra) (by HUNT research centre, Verdal, Norway) obtained from the 2 yr investigation (1993–95) and stored at 70°C, as described elsewhere (16). From the 10-yr-old subjects, DNA was extracted from peripheral whole blood consecutively as blood samples were drawn, using mainly a magnetic bead–based method on MagnaPure LC (Roche, Oslo, Norway), while some of the earliest samples were extracted on a 340A Nucleic Acid Extractor.

Sample selection: The 265 children were selected on the basis of having lung
function measured at birth, completed questionnaires at 2 yr of age, and attending the 10 and 16 yr investigations. We selected age 10 yr data for the final meta analysis since most of samples were overlapping between age 10 and 16 years, yet at age 10 yr there was a larger sample size.

Phenotype definition: Disease definitions were based upon data from questionnaires, registry cards and doctor’s charts data from 0 to 2 years of age as well as structured interview data at 10 and 16 years of age. Asthma: at least two of the following were present: doctor’s diagnosis of asthma, asthma symptoms and use of anti-asthma medication.

EDEN
Cohort description
The EDEN (Etude des Déterminants pré et post natals du développement et de la santé de l′Enfant) study is a prospective Birth Cohort Study (https://eden.vjf.inserm.fr/), which has been described in detail elsewhere26. Pregnant women seen for a prenatal visit at the departments of Obstetrics and Gynecology of the University Hospital of Nancy and Poitiers before their twenty-fourth week of amenorrhea were invited to participate. Enrolment started in February 2003 in Poitiers and September 2003 in Nancy; it lasted 27 months in each centre. Among eligible women, 55% (2002 women) accepted to participate. The study has been approved by the ethical committees « Comité Consultatif pour la Protection des Personnes dans la Recherche Biomédicale », Le Kremlin-Bicêtre University hospital, and « Commission Nationale de l’Informatique et des Libertés ».

DNA extraction
DNA has been extracted from 1367 cord blood samples and 836 blood samples in 5–6-year-old children; 682 children had DNA both from cord blood and at 5–6 years. Amplified and genomic DNA samples are now stored in 96-well plates at -80°C. More than 40 single nucleotide polymorphisms (SNPs) have been genotyped either from genomic or from amplified DNA. The samples underwent bisulfite treatment using the EZ-96 DNA Methylation kit (Zymo Research Corporation, Irvine, USA), and were subsequently processed with the Illumina Infinium Human Methylation 450 BeadChip (Illumina Inc., San Diego, USA). In total, 439,306 CpG sites are available in children with DNA measurements. 

Sample selection
In discovery, children aged 4-5 years were selected and included in the study. 

Phenotype definition
In EDEN, asthma at preschool age was defined based on the following questions asked on questionnaire completed by the mother when the child was four years of age. Children were classified as having asthma if the mother responded “yes” to the following questions – “Has your child ever been diagnosed by a doctor as having asthma”. Further, the child was classified as asthmatic only if the mother also responded “yes” to either of the three following questions: 
1) Has your child had asthma in the past 12 months?
2) Has your child had medication for asthma in the past 12 months?
3) Wheezing in the last 12 months.
At age 4, specific IgE was measured against the following allergens: DerP1, Fel D1, Bet V1 and a mixture of grass allergens. (Gx3). Sensitization was deﬁned as allergen-speciﬁc IgE≥0.1 kUA/l.


INMA (INfancia y Medio Ambiente Project)
Cohort description:
The —INfancia y Medio Ambiente—(Environment and Childhood)4 Project is a network of birth cohorts in Spain that aim to study the role of environmental pollutants in air, water and diet during pregnancy and early childhood in relation to child growth and development (http://www.proyectoinma.org/). The study has been approved by the Ethical Committee of each participating centre and written consent was obtained from participating parents. Children from the following subcohorts participate in this study: INMA Gipukzoa, INMA Menorca, INMA Sabadell, and INMA Valencia.

DNA extraction:
DNA was obtained from whole blood at different ages: at birth (INMA Gipuzkoa, Sabadell and Valencia), at age 4/5y (INMA Gipuzkoa and Menorca, at age 7y (INMA Valencia) and at age 14y (INMA Menorca). 
DNA from whole blood from INMA Sabadell, Valencia, and Menorca was isolated using the Chemagic DNA Blood Kits (Perkin Elmer) in a Chemagen Magnetic Separation Module 1 station at the Spanish National Genotyping Center (CEGEN) (http://www.usc.es/cegen/). In INMA Gipuzkoa, DNA samples were isolated with the Flexigene DNA kit (Qiagen), manually or with the robot Autgen Flex Star, at the Basque Biobank (www.basquebiobank.com). 
DNA samples were quantified with the (Life Technologies) and DNA quality was evaluated for a subset of samples by a NanoDrop Spectrophotometer (Thermo Scientific) and by random visualization on agarose gels. 

Sample selection:
INMA Sabadell participated in the discovery step. Children with paired DNA samples at birth and at age 4/5y were selected, regardless of their disease status. 
Samples from INMA Gipuzkoa (0y and 4/5y), INMA Valencia (0y and 7y) and INMA Menorca (age 4y and 14y) participated in the replication step. All available DNAs were included in the replication study. Due to average low call rate (<0.3) of INMA-GIP sample (0y), we removed all INMA-GIP (0y) sample from analysis, INMA-Men (14y) samples are not used for final meta-analysis since there are overlapping with age 4y samples and had a low number of asthma cases. 

Phenotype definition:
In INMA SAB, GIP and MEN: Asthma was defined based on “Yes” to 2 of the following 3 criteria
1. Doctor diagnosed asthma ever
2. Wheezing, dyspnea /breathing difficulties in last 12 months
3. Asthma Medication in last 12 months
In INMA-VAL, no information on doctor’s diagnosis of asthma was available, so asthma was defined as both criteria 2 and 3.  In INMA-SAB at age 4, specific IgE was measured by using the RAST in 2 solid phases (IMMULITE; Siemens, Munich, Germany).  Children were classified as atopic if they had IgE levels of 0.35 kUA/L or greater to any of the following common allergens: (cat, Dermatophagoides pteronyssinus and timothy grass). 
Karelia
Cohort description
The subjects were originally a random sample of 7-11 years old school children recruited from the Finnish Karelia to a study of allergy in 200341. The follow-up in 2010 consisted of 118 14 to 18 years old children (participation rate 58 %). DNA was extracted from 108 out of the 118 study subjects.

DNA extraction
Peripheral blood samples were collected from the participants, and mononuclear cells isolated using BD Vacutainer CPT mononuclear cell preparation tubes (Biosciences). This was followed by DNA extraction using the QIAamp DNA Mini Kit (Qiagen) according to the manufacturer’s description. 

Sample selection
All 108 samples obtained in 2010 were investigated in the replication study.

Phenotype definition
Questionnaire was an extended phase I of the International Study of Asthma and Allergies in Childhood (ISAAC) questionnaire. In the baseline study the parents, but in the follow-up study the participants themselves filled in the survey questionnaires. Asthma was defined on the basis of three questions: physician diagnosed asthma ever, asthma medication in the past 12 months and wheezing in the past 12 months. Participants with at least two positive responses on these three questions were classified as having asthma.


Prevention and Incidence of Asthma and Mite Allergy (PIAMA)
Cohort description:
PIAMA (Prevention and Incidence of Asthma and Mite Allergy) is a birth cohort study of children born in 1996-1997 in the Netherlands. Details of the study design have been published previously 5. In brief, 10,232 pregnant women completed a validated screening questionnaire at their prenatal health care clinic (n=52). Based on this screening, 7,862 women were invited to participate, of whom 4,146 women agreed and gave informed consent. The study started with 3,963 newborns. Questionnaire based follow-up of the children took place at 3 months of age, yearly from 1 to 8 years of age , and at 11, 14, and 16 years of age, with clinical investigations at ages 4, 8, 12 and 16 years. Whole blood DNA was extracted of children who provided a blood samples at ages 4, 8 and 16 years. At the age of 16 years, nasal epithelial cells were collected by brushing. Briefly, the right nostril of the subjects was examined and the inferior turbinate was located using a speculum and penlight. Local anesthesia was provided with nasal spray (Lidocaine 1%). The lateral area underneath the inferior turbinate was then brushed for 3 seconds and the brush was placed in a 2ml screw-cap Eppendorf tube and put into a freezer at – 80oC until further processing. 
The Medical Ethical Committees of the participating institutes approved the study, and the parents and legal guardians of all participants as well as the participants themselves gave written informed consent. 

DNA extraction: 
Peripheral blood samples were collected from all consenting cohort participants and DNA was extracted using the QIAamp blood kit. DNA was extracted from nasal brushes using the DNA investigator kit (Qiagen, Benelux BV, Venlo, the Netherlands) which is an optimised protocol for isolating DNA from low quantities of human cells. This was followed by precipitation-based concentration using GlycoBlue (Ambion). DNA concentration and purity was determined by Nanodrop measurement and Picogreen quantification.

Sample selection:
In discovery, the samples at age 4 and 8 were selected using a paired case-control design. Samples at age 8 that were not paired, as well as all samples collected at age 16 year were investigated in the replication study. 

Asthma definition:
In PIAMA: Asthma was defined based on “Yes” to 2 of the following 3 criteria:
1. Has your child ever been diagnosed by a doctor as having asthma?
2. Asthma-medication (yes to at least one on the list of bronchodilators, inhaled corticosteroids, anti-histamines, leukotriene receptor antagonist, cromoglycine acid) prescribed by a doctor for symptoms of the airways or lungs in the last 12 months.
3. “Has your child had wheezing or whistling in the chest in the last 12 months” and/or “Has your child had tightness of the chest/shortness of breath in the last 12 months”.
At age 4, specific IgE to the following aeroallergens was measured: house dust mite, cat,  dog, mixed grasses, birch, and Alternaria alternata. Sensitization was deﬁned as allergen-speciﬁc IgE≥0.35 kUA/l.

Rhea
Cohort description
The Rhea study prospectively examines a population-based sample of pregnant women and their children at the prefecture of Heraklion, Crete, Greece. Methods are described in detail elsewhere 42 Briefly, female residents (Greek and immigrants) who became pregnant during a period of one year starting in February 2007 were contacted and asked to participate in the study. The first contact was made at the time of the first comprehensive ultrasound examination (mean ± SD 11.96 ± 1.49 weeks) and several contacts followed the postpartum period (6th month of pregnancy, at birth, 9 months, 1st year, 4 and 6 years after birth). To be eligible for inclusion in the study, women had to have a good understanding of the Greek language and be older than 16 years of age. The study was approved by the ethics committee of the University Hospital in Heraklion, Crete, Greece, and all participants provided written informed consent after complete description of the study. In total, 1370 mother-child pairs from the Rhea study were contacted and asked to participate at the 4 years follow-up. From these 879 (64%) attended the physical examination and interview, and 670 (76.2%) provided blood samples. A final cohort of 645 were included in the current analysis protocol with information on phenotype data.

DNA extraction
DNA was extracted at the UMCG using Qiagen DNA extraction kit. 

Sample selection
The Rhea study provided all available samples collected during the 4 years follow-up with adequate quantity of 0.5ml of whole blood.

Phenotype definition
The MeDALL partnership has developed harmonised variables, including harmonised definitions of asthma and wheeze43. ‘Ever asthma’ was defined by the question ‘Has your child ever been diagnosed by a doctor as having asthma?’ and ‘ever wheeze’ is captured by the question ‘Has your child ever had wheezing or whistling in the chest?’ A third outcome measure was constructed to capture the proportion of children whose parents reported wheeze at least once from birth until age four and who were reported to be diagnosed with asthma by the age of four. 

Robbic
Cohort description
Robbic (Rome and Bologna Birth Cohorts) is a network of two Italian birth cohorts: GASPII (enrolled in Rome in 2003-2004) and CONER (enrolled in Bologna in 2004-2005). These two cohorts joined to participate, as a unique cohort, in the MeDALL (Mechanisms of the Development of Allergy) project. 
 Details of the study design have been published previously44. Mothers and their children were recruited at delivery in selected hospitals in Rome and Bologna. A baseline questionnaire on environmental exposure, lifestyles, clinical and pregnancy history and diet during pregnancy, was administered at birth. Questionnaire based follow-up of the children took place at 6, 15 months of age and at 3, 7 and 8 years, with clinical investigations at age 8. DNA was extracted from cord blood and from children who provided a blood sample at age 8. The study was approved by the Ethical Committees of the participating institutes (Università Cattolica del Sacro Cuore, Rome and Sant’Orsola-Malpighi Hospital, Bologna) approved the study, and all participants gave written informed consent. 

DNA extraction: 
Rome cohort
Cord blood and peripheral blood samples at 8 years were collected from all consenting cohort participants and DNA was extracted using the QIAamp blood kit. 
Bologna cohort
The samples taken from children at 8 years and cord blood were processed at the Institute of Genetics of Sant’Orsola Malpighi Hospital. Samples were centrifuged at 1200 rpm for 10 'and after this step, the plasma was removed DNA from purified blood samples was also extracted and preserved following these steps: hemolysis in hypotonic solution, centrifugation and resuspension of the leukocyte pellet in saline solution, centrifugation and resuspension of the pellet in SE solution, incubated overnight in 1% SDS and proteinase K 200 micrograms / ml, adding 3.1 vol. 6 M NaCl and 1 vol. chloroform, centrifugation, addition of 1 vol. isopropanol to the aqueous phase, the transfer of the DNA cloud in 70% ethanol, transfer of the DNA in TE buffer pH 8.
The serum and the DNA were stored at -80 ° C in 2 aliquots each suitably catalogued.

Sample selection:
We selected all children with DNA extracted from cord blood and blood sample at 8 years. 

Asthma definition:
Asthma was defined based on “Yes” to 2 of the following 3 criteria:
1. Has your child ever been diagnosed by a doctor as having asthma?
2. Asthma-medication (yes to one on the list of bronchodilators, inhaled corticosteroids, anti-histamines, leukotriene receptor antagonist, cromoglycine acid) prescribed by a doctor for symptoms of the airways or lungs in the last 12 months.
3. “Has your child had wheezing or whistling in the chest in the last 12 months” and/or “Has your child had tightness of the chest/shortness of breath in the last 12 months”.

The Saguenay–Lac-Saint-Jean (SLSJ) asthma familial cohort

Cohort description
This cohort includes 1394 samples from 271 families from the SLSJ founder population and was previously described14. Recruitment was done through probands and their family members. Probands were selected if they fulfilled two out of three following criteria: (1) a minimum of three clinic visits for acute asthma within 1 year; (2) two or more asthma-related hospital admissions within 1 year; or (3) steroid dependency, as defined by either 6 months of oral or 1 year of inhaled corticosteroid use. For the rest of the cohort asthma was defined based: (1) reported history of asthma (validated by a physician) or (2) manifested asthma-related symptoms and positive PC20 (<8 mg/ml) at recruitment. 

DNA extraction 
DNA was extracted using the QIAamp DNA Blood Mini Kit for both whole-blood and EOS samples. “Isolation of human eosinophils was as described16. Briefly, platelet-rich plasma was removed from 200ml using centrifugation, followed by Dextran-mediated sedimentation to remove erythrocytes and removal of mononuclear cells using a lymphocyte separation medium. Hypotonic lysis with sterile water removed remaining erythrocytes and other granulocytes were removed using negative selection with anti-CD16 MicroBeads. 

Sample selection:
A subset of 167 (Whole-blood) and 24 (eosinophils) samples from the cohort was selected based on high and low levels of IgE in asthmatics.

Asthma definition
Participants were defined as asthmatics if they were positive for one of the two criteria:
1. Reported history of asthma validated by a physician
2. Presented asthma-related symptoms and positive PC20 (<8 mg/ml) at recruitment.
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4. Supplementary Tables

Table S1. Study characteristics of discovery cohorts and replication cohorts for whole blood methylation analyses.


	Cohorta
	Country
	Age group
	Numberb
	Age
	N(%) Male
	N(%) asthmatic
	Design
	Platform

	
	
	
	
	years
	
	
	
	

	
	
	
	
	(mean(SD))
	
	
	
	

	BAMSE
	Sweden
	Pre-school age
	244
	4.26(0.19)
	116(54.2%)
	98(40.2%)
	Discovery
	Illumina 450K

	EDEN
	France
	
	147
	5.64(0.12)
	87(59.2%)
	34(23.1%)
	
	

	INMA-SAB
	Spain
	
	212
	4.36(0.21)
	110(51.9%)
	35(16.5%)
	
	

	PIAMA
	Netherlands
	
	214
	4.08(0.20)
	132(54.1%)
	40(18.7%)
	
	

	BAMSE
	Sweden
	School age
	232
	8.32(0.40)
	123(53.0%)
	66(28.4%)
	
	

	BAMSE-epi
	Sweden
	
	308
	8.31(0.52)
	160(52.0%)
	96(31.2%)
	
	

	PIAMA
	Netherlands
	
	191
	8.07(0.27)
	96(50.3%)
	23(12.0%)
	
	

	BIB
	United Kingdom
	Pre-school age
	538
	4.53(0.36)
	289(53.7%)
	106(19.7%)
	Replication
	Agena iPlex

	INMA-GIP
	Spain
	
	127
	4
	62(48.9%)
	6(4.72%)
	
	

	INMA-MEN
	Spain
	
	359
	4
	175(48.7%)
	9(2.51%)
	
	

	Rhea
	Greece
	
	521
	4.27(0.27)
	275(52.8%)
	41(7.87%)
	
	

	ECA
	Norway
	School age
	213
	10.89(0.78)
	112(52.6%)
	12(14.3%)
	
	

	INMA-VAL
	Spain
	
	59
	7.50(0.20)
	31(52.5%)
	5(8.47%)c
	
	

	PIAMA
	Netherlands
	
	709
	8.28(0.43)
	351(49.5%)
	12(1.69%)
	
	

	Robbic-Bologna
	Italy
	
	126
	8.73(0.27)
	66(52.3%)
	5(3.97%)
	
	

	Robbic-Rome
	Italy
	
	214
	7.83(0.51)
	108(50.5%)
	9(4.21%)
	
	

	Karelia
	Finland
	Adolescent
	101
	15.73(1.59)
	40(39.6%)
	11(11.0%)c
	
	

	PIAMA
	Netherlands
	
	389
	16.33(0.21)
	196(50.4%)
	47(12.1%)
	
	



a Cohort names and additional information:  
BAMSE: Children’s Allergy Environment Stockholm Epidemiology study. 								
BAMSE-epi: Independent methylation data set from the BAMSE cohort at age 8 years.  						
EDEN: Etude des D eterminants pr e et post natals du d eveloppement et de la sant e de l’ Enfant. 					
INMA: Infancia y Medio Ambiente ,  INMA has four subsets which included in the study, INMA-SAB (Sabadel), INMA-GIP (Gipuzkoa), INMA-MEN(Menorca), INMA-VAL(Valencia).      												
PIAMA: Prevention and Incidence of Asthma and Mite Allergy . 
BIB: Born in Bradford. Rhea: Mother-Child Cohort in Crete.   										
Rhea: Mother-Child Cohort in Crete.  
ECA: Environment and Childhood Asthma study in Oslo.   										
Robbic: Rome and Bologna Birth Cohorts. Robbic has two subsets which included in the study, Robbic-Bologna and Robbic-Rome. 
Karelia:  is an area in Northern of Finland.												

b  For Illumina 450K data, the numbers refer to subjects who have asthma data, methylation data after QC and covariates.  For Agena iPlex data, the numbers refer to subjects who have asthma data, covariates and being assayed by iPlex.					

c Cohorts in which has less than 10 asthma cases after iPlex assay. The cohorts were not included in the main replication analysis, but were used for complete analyses using all tested samples.	


















Table S2. Eleven CpG sites discovered at age 4 in the EWAS asthma study with FDR< 0.1. All CpG sites passed quality control.						
	
	Cpg Site
	Regression coefficient
	P value
	FDR P value
	Great gene annotation
	Chr
	QC

	cg07019303
	-0.009
	7.96E-08
	0.03
	ETV6,BCL2L14
	12
	Y

	cg08085199
	-0.012
	3.94E-07
	0.07
	CIRH1A,CHTF8
	16
	Y

	cg15344640
	-0.009
	4.77E-07
	0.07
	LMAN2,MXD3
	5
	Y

	cg01770400
	-0.008
	1.17E-06
	0.09
	SERPINC1
	1
	Y

	cg19764973
	-0.009
	1.56E-06
	0.09
	STX3,MRPL16
	11
	Y

	cg13628444
	-0.011
	1.60E-06
	0.09
	MED27, RAPGEF1
	9
	Y

	cg01083050
	-0.015
	1.62E-06
	0.09
	IGSF21,KLHDC7A
	1
	Y

	cg05712073
	-0.009
	1.66E-06
	0.09
	ZNF384,ING4
	12
	Y

	cg11456013
	-0.013
	2.03E-06
	0.09
	AMD1
	6
	Y

	cg01445399
	-0.012
	2.15E-06
	0.09
	LOC339524
	1
	Y

	cg16592897
	-0.007
	2.35E-06
	0.09
	KCNA10, PROK1
	1
	Y



					

	Notes:  FDR P-values refers to the Benjamini & Hoechberg corrected P-values. 

	Great gene annotation:  the CpG sites were annotated by  GREAT version 2.0.2 (Genomic Regions of Annotations Tool, http://bejerano.stanford.edu/great/) .

	Chr: Chromosome.


			







Table S3. Twenty-six CpG sites associated with asthma at age 8 in the EWAS study with epigenome wide significance (pvalue <1.14 × 10-7).


	CpG Site
	Regression coefficient
	P value
	FDR P value
	Great gene annotaton
	Chr
	QC

	cg03695871
	-0.027
	8.82E-10
	3.88E-04
	AP5B1
	11
	Y

	cg03131767
	-0.016
	2.79E-09
	5.04E-04
	ABCB9, VPS37B
	12
	Y

	cg06756385
	-0.019
	4.74E-09
	5.04E-04
	EVL, DEGS2
	14
	Y

	cg21498475
	-0.016
	5.85E-09
	5.04E-04
	SLC24A6, TPCN1
	12
	Y

	cg00170714
	-0.015
	6.16E-09
	5.04E-04
	MLX;PSMC3IP
	17
	Y

	cg04321303
	-0.019
	8.47E-09
	5.04E-04
	PGAM2
	7
	Y

	cg14975122
	-0.016
	8.84E-09
	5.04E-04
	HDAC1, MARCKSL1
	1
	Y

	cg11456013
	-0.018
	1.15E-08
	5.04E-04
	AMD1
	6
	Y

	cg13408712
	-0.012
	1.17E-08
	5.04E-04
	PRDM10, NFRKB
	11
	Y

	cg09565310
	-0.015
	1.17E-08
	5.04E-04
	TSSK1B, DCP2
	5
	N

	cg20503329
	-0.010
	1.26E-08
	5.04E-04
	COL15A1
	9
	N

	cg06483820
	-0.016
	1.63E-08
	5.43E-04
	AKAP1, MSI2
	17
	Y

	cg20472746
	0.021
	1.71E-08
	5.43E-04
	C13orf15, KIAA0564
	13
	Y

	cg09447105
	-0.013
	1.73E-08
	5.43E-04
	PDE6H
	12
	N

	cg14011077
	-0.015
	3.12E-08
	9.13E-04
	PPP1R26, OLFM1
	9
	Y

	cg01864836
	-0.015
	3.33E-08
	9.15E-04
	LGALS3, SOCS4
	14
	Y

	cg13835688
	-0.021
	4.18E-08
	1.08E-03
	SLC25A25,PTGES2
	9
	Y

	cg19928703
	-0.015
	4.65E-08
	1.12E-03
	SLC7A1, MTUS2
	13
	N

	cg00114012
	-0.016
	4.83E-08
	1.12E-03
	SLC2A8
	9
	Y

	cg08776942
	-0.016
	6.92E-08
	1.52E-03
	LITAF,SNN
	16
	N

	cg13628444
	-0.014
	7.61E-08
	1.59E-03
	MED27, RAPGEF1
	9
	Y

	cg10142874
	-0.016
	9.42E-08
	1.72E-03
	LPIN1,TRIB2
	2
	Y

	cg13774539
	-0.018
	9.50E-08
	1.72E-03
	DCTN1, C2orf81
	2
	N

	cg01901579
	-0.018
	9.52E-08
	1.72E-03
	DICER1,CLMN
	14
	Y

	cg12077754
	-0.022
	9.83E-08
	1.72E-03
	HK2, POLE4
	2
	N

	cg01183122
	-0.024
	1.06E-07
	1.72E-03
	KCNE1, RCAN1
	21
	N




Notes:  FDR P-values refers to the Benjamini & Hoechberg corrected P-values. 						
Great gene annotation:  the CpG sites were annotated by GREAT version 2.0.2 (Genomic Regions of Annotations Tool, http://bejerano.stanford.edu/great/) .		
Chr: Chromosome.						
QC Quality control:  Y- Yes; CpG sites were successfully designed and passed QC.  N- No; CpG sites were not successfully designed or did not pass QC.           				





























Table S4. Cohort characteristics of extra replication cohorts.

	Cohort
	Country
	Tissue
	Numberb
	Age
	N(%) Male
	N(%) asthmaticc
	Platform

	
	
	
	
	years
	
	
	

	
	
	
	
	(mean(SD))
	
	
	

	EDEN
	France
	Cord blood
	146
	NA
	86(58.9%)
	34(23.3%)
	Illumina 450k

	INMA-SAB
	Spain
	
	196
	
	101(51.5%)
	32(16.3%)
	

	BIB
	United Kingdom
	
	296
	
	160(54.0%)
	52(17.6%)
	Agena iPlex 

	INMA-VAL
	Spain
	
	300
	
	164(54.7%)
	48(16.0%)
	

	Robbic-Bologna
	Italy
	
	123
	
	72(58.5%)
	15(12.2%)
	

	Robbic-Rome
	Italy
	
	255
	
	127(49.8%)
	48(18.9%)
	

	PIAMA
	Netherlands
	Nasal epithelial cells
	455
	16.35(0.20)
	217(47.7%)
	37(8.13%)
	Illumina 450k

	SLSJa
	Canada
	Whole blood
	167
	26.8(17.3)b
	84(50.3%)
	74(44.3%)
	

	SLSJ
	Canada
	Eosinophils
	24
	30.5 (15.8)c
	16(66.7%)
	16(66.7%)
	

	
	
	
	
	
	
	
	



	


	NA: not available.
	
	
	
	
	

	a SLSJ: Saguenay-Lac-Saint-Jean.  b The age range is 1-79 years c The age range is 2-56 years.







Table S5: Replicated CpG sites associated to asthma at age 4 years. 

 

	                                                               


Table continued (part 1)

	CpG site
	Chr
	Basepair position
	Great gene annotation
	location in relation to gene

	cg19764973
	11
	59525433
	STX3 (+2878), MRPL16 (+52935)
	Body

	cg16592897
	1
	111023201
	PROK1 (+29390), KCNA10 (+38619)
	TSS200

	cg15344640
	5
	176774729
	MXD3 (-35414), LMAN2 (+4179)
	Body

	cg13628444
	9
	134883788
	RAPGEF1 (-298536), MED27 (+71509)
	Body

	cg11456013
	6
	111192760
	AMD1 (-3202)
	

	cg08085199
	16
	69170548
	CHTF8 (-4502), CHTF8 (-4080), CIRH1A (+4074)
	Body

	cg01770400
	1
	173886485
	SERPINC1 (+54)
	5'UTR;1stExon

	cg01445399
	1
	87596934
	LOC339524 (-769)
	Body;TSS1500




Table continued (part 2)

	Location in relation to  to CpG island
	Coef-discovery
	P-value-discovery
	Coef-discovery_cell_Eos
	% Coef change1

	S_Shelf
	-0.009
	1.56E-06
	-0.006
	0.40

	
	-0.007
	2.35E-06
	-0.004
	0.42

	N_Shelf
	-0.009
	4.77E-07
	-0.005
	0.47

	
	-0.011
	1.60E-06
	-0.005
	0.54

	N_Shelf
	-0.013
	2.03E-06
	-0.005
	0.58

	S_Shelf
	-0.012
	3.94E-07
	-0.006
	0.48

	
	-0.008
	1.17E-06
	-0.005
	0.35

	N_Shore
	-0.012
	2.15E-06
	-0.005
	0.53




Table continued (part 3)

	pvalue_discovery__cell_Eos
	Coef-discovery_cell_houseman
	% Coef change2
	Pvalue_discovery_cell_Houseman

	8.70E-04
	-0.009
	0.066
	1.74E-05

	9.91E-04
	-0.007
	0.076
	6.75E-06

	7.74E-04
	-0.008
	0.074
	1.04E-05

	2.96E-03
	-0.009
	0.161
	4.40E-05

	1.23E-02
	-0.011
	0.131
	4.93E-05

	1.23E-03
	-0.010
	0.169
	2.85E-05

	2.52E-04
	-0.008
	0.017
	2.92E-06

	4.49E-03
	-0.010
	0.139
	3.30E-05




Table continued (part 4)

	Coef-replication
	Pvalue replication
	Coef-meta_analysis
	Pvalue Meta_analysis 
	Direction

	-0.0136
	5.16E-10
	-0.0112
	1.14E-14
	---?-???-

	-0.0053
	2.37E-04
	-0.0062
	3.69E-09
	---------

	-0.0105
	1.93E-04
	-0.0095
	4.09E-10
	---+-+-+-

	-0.0115
	5.71E-05
	-0.0111
	3.85E-10
	-----???-

	-0.0141
	3.37E-11
	-0.0135
	3.79E-16
	---------

	-0.0111
	2.84E-07
	-0.0117
	5.79E-13
	-----+-?-

	-0.0094
	1.70E-08
	-0.0087
	1.15E-13
	---+-----

	-0.0156
	3.01E-05
	-0.0129
	4.01E-10
	---?-???-




Table continued (part 5)

	Correlation (450k vs iplex)
	Pvalue (450k vs iplex)
	Call.Rate (iPlex)

	0.347
	2.31E-09
	0.95

	0.267
	3.16E-06
	0.99

	0.225
	2.17E-04
	0.96

	0.446
	1.79E-14
	0.92

	0.538
	4.83E-23
	0.99

	0.437
	3.05E-13
	0.91

	0.257
	1.03E-05
	0.99

	0.255
	2.22E-05
	0.95





Chr: Chromosome.			
Basepair postion: Basepair position according to Genome build 37.			
Great gene annotation:  the CpG sites were annotated by  GREAT version 2.0.2 (Genomic Regions of Annotations Tool, http://bejerano.stanford.edu/great/). 		Coef-discovery：Regression coefficient from discovery study.			
P-value-discovery: P value from discovery study.			
% Coef change 1:  (coef-discovery_cell_Eos- Coef-discovery)/Coef-discovery.			
Coef-discovery_cell_Eos: Regression coefficient after correcting estimated cell counts including Eosinophils ( T cells( CD8T), T cells (CD4T), Natural Killer (NK) cells,  B cell, Monocytes, Neutrophils (Neu) and  Eosinophils (Eos))			
P-value_discovery_cell_Eos: P value from discovery study after correct estimated cell counts including Eosinophils.			
% Coef change 2:  (coef-discovery_cell_Houseman- Coef-discovery)/Coef-discovery.			
Coef-discovery_cell_Houseman: Regression coefficient after correcting estimated cell counts with default Houseman setting ( T cells( CD8T), T cells (CD4T), Natural Killer (NK) cells,  B cell, Monocytes, Granulocytes)).			
P-value_discovery_cell_Houseman: P value from discovery study after correct estimated cell counts with default Houseman setting. 			
Coef-replication：Regression coefficient from replication study.			
P-value replication: P-value from replication study.			
Coef-meta_analysis: regression coefficient from meta analysis of discovery and replication.			
P- value meta_analysis: p value from meta analysis of discovery and replication. 			
Direction: Direction of effect across cohorts included in the meta analysis:  "+ " the coefficient is positive , "-" the coefficent is negative, " ?" the value ismissing	correlation (450k vs iplex): the sperman correltion of 450k data vs iplex data on 304 PIAMA samples.			
P-value (450k vs iplex): the pvalue measing the signifiicance of sperman corrlation of 450k data vs iplex data.			
Call.Rate (iplex): the rate of samples passing iplex detection.	



Table S6. Replicated CpG sites associated to asthma to age 8 years	


Table continued (part 1)

	CpG site
	Chr
	Basepair postion
	Great gene annotation
	Location in relation to gene

	cg10142874
	2
	11917623
	TRIB2 (-939350), LPIN1 (+30908)
	Body

	cg11456013
	6
	111192760
	AMD1 (-3202)
	

	cg14011077
	9
	138362327
	PPP1R26 (-9344), OLFM1 (+395215)
	

	cg13835688
	9
	130859454
	SLC25A25 (+29000), PTGES2 (+30995)
	Body;TSS1500

	cg03131767
	12
	123446272
	VPS37B (-65585), ABCB9 (+4759)
	5'UTR

	cg01901579
	14
	95615731
	DICER1 (-7623), CLMN (+170537)
	5'UTR

	cg06483820
	17
	55167149
	MSI2 (-166757), AKAP1 (+4621)
	5'UTR




Table continued (part 2)


	Location in relation to  to CpG island
	Coef-discovery
	Pvalue-discovery
	Coef-discovery_cell_Eos
	% Coef change1

	
	-0.0158
	9.42E-08
	-0.0082
	0.48

	N_Shelf
	-0.0181
	1.15E-08
	-0.0079
	0.56

	
	-0.0154
	3.12E-08
	-0.0085
	0.45

	
	-0.0212
	4.18E-08
	-0.0126
	0.41

	S_Shore
	-0.0159
	2.79E-09
	-0.0083
	0.48

	
	-0.0177
	9.52E-08
	-0.0099
	0.44

	S_Shelf
	-0.0159
	1.63E-08
	-0.0078
	0.51



Table continued (part 3)


	Pvalue_discovery_cell_Eos
	Coef-discovery_cell_Houseman
	% Coef change2
	Pvalue_discovery_cell_Houseman
	Coef-replication

	9.89E-04
	-0.0152
	0.04
	2.05E-06
	-0.0181

	3.28E-04
	-0.0155
	0.14
	9.67E-07
	-0.0124

	8.60E-04
	-0.0153
	0.01
	2.76E-07
	-0.0138

	4.41E-06
	-0.0217
	-0.02
	5.64E-08
	-0.0193

	2.51E-04
	-0.0141
	0.11
	2.49E-07
	-0.0134

	5.64E-05
	-0.0170
	0.04
	1.03E-06
	-0.0188

	2.65E-04
	-0.0137
	0.14
	1.27E-06
	-0.0119




Table continued (part 4)


	Coef-replication
	Pvalue replication
	Coef-meta_analysis
	Pvalue Meta_analysis 
	Direction

	-0.0181
	1.64E-06
	-0.0167
	7.93E-14
	------?-

	-0.0124
	1.81E-07
	-0.0144
	4.83E-23
	--------

	-0.0138
	6.02E-05
	-0.0148
	6.32E-16
	----+-+-

	-0.0193
	0.0003946
	-0.0205
	2.52E-14
	--+-???-

	-0.0134
	2.08E-05
	-0.0148
	4.38E-10
	-+--+---

	-0.0188
	5.58E-11
	-0.0183
	3.01E-08
	--------

	-0.0119
	2.20E-05
	-0.0139
	4.80E-12
	--------




Table continued (part 5)

	Correlation (450k vs iplex)
	P-value (450k vs iplex)
	Call.Rate (iPlex)

	0.449
	1.20E-12
	0.92

	0.538
	4.00E-14
	0.99

	0.453
	1.06E-11
	0.98

	0.445
	9.01E-11
	0.92

	0.378
	4.48E-13
	0.93

	0.318
	2.55E-17
	0.98

	0.406
	2.30E-12
	0.94




Chr: Chromosome			
Basepair postion: Basepair position according to Genome build 37.			
Great gene annotation:  the CpG sites were annotated by GREAT version 2.0.2 (Genomic Regions of Annotations Tool,http://bejerano.stanford.edu/great/) Coef-discovery：Regression coefficient from discovery study.			
P-value-discovery: P value from discovery study.			
% Coef change 1:  (coef-discovery_cell_Eos- Coef-discovery)/Coef-discovery.			
Coef-discovery_cell_Eos: Regression coefficient after correcting estimated cell counts including Eosinophils ( T cells( CD8T), T cells (CD4T), Natural Killer (NK) cells,  B cell, Monocytes, Neutrophils (Neu) and  Eosinophils (Eos)).			
P-value_discovery_cell_Eos: P value from discovery study after correct estimated cell counts including Eosinophils.			
% Coef change 2:  (coef-discovery_cell_Houseman- Coef-discovery)/Coef-discovery.			
Coef-discovery_cell_Houseman: Regression coefficient after correcting estimated cell counts with default Houseman setting ( T cells( CD8T), T cells (CD4T), Natural Killer (NK) cells,  B cell, Monocytes, Granulocytes)).			
P-value_discovery_cell_Houseman: P value from discovery study after correct estimated cell counts with default Houseman setting. 			
Coef-replication：Regression coefficient from replication study.			
P-value replication: P-value from replication study.			
Coef-meta_analysis: regression coefficient from meta analysis of discovery and replication			
P- value meta_analysis: p value from meta analysis of discovery and replication 			
Direction: Direction of effect across cohorts included in the meta analysis:  "+ " the coefficient is positive , "-" the coefficent is negative, " ?" the value ismissing	correlation (450k vs iplex): The sperman correlation of 450k data vs iplex data on  304 PIAMA samples	
P-value (450k vs iplex): the pvalue measing the signifiicance of sperman corrlation of 450k data vs iplex data.			
Call.Rate (iplex): the rate of samples passing iplex detection.	












Table S7: The full annotation of 14 asthma CpG sites 

	CpG Site
	Chr.
	Gene symbol *
	Full gene name
(Hugo nomenclature at genenames.org)
	Gene expression 
(GTEX, Human Protein Atlas, FANTOM5, expression atlas) or literature
	Gene function & lung specific expression regulation
(OMIM, Gene cards, Pubmed search)
	Disease association (OMIM / GWAS catalogue at genome wide significance) / expression

	cg01445399
	1
	LOC339524 (LINC01140)* 
	Long intergenic non-protein coding RNA 1140
	Baseline LINC01140 RNA expression low but ubiquitous, relatively highest in fetal lung. 
	LOC339524 has not been characterized in humans. Predicted function of the orthologue gene in Sprague–Dawley rats is regulation of the inflammatory response.1 LINC01140 has been annotated as a long intergenic non-protein coding RNA of unknown function.
	No/No GWAS / No expression association.

	cg01770400
	1
	SERPINC1
	Serine (or cysteine) proteinase inhibitor, clade C (antithrombin), member 1, also known as antithrombin.
	Baseline SERPINC1 RNA expression is high in liver, with low or no expression in other tissues Protein expression is more ubiquitous (liver, kidney, lung, intestine, skin) 

	SERPINC1 regulates clot formation through inhibition of coagulation factors IX and X2.  Next to blood clotting, Serpins may play a role in inflammation, immune function, tumorigenesis, dementia, and cancer metastasis. 
	Thrombophilia due to congenital antithrombin III deficiency (MIM 613118) / No GWAS hits / Cancer, digestive system disease.

	cg16592897
	1
	PROK1
	Prokineticin 1
	Baseline PROK1 RNA expression in ovary, testis, vagina, placenta. Low, or no expression in other tissues. No expression of protein reported (Protein atlas).
	PROK1 (Endocrine gland-derived vascular endothelial growth factor, EG-VEGF) induces proliferation, migration, and fenestration (the formation of membrane discontinuities) in capillary endothelial cells derived from endocrine glands. Expressed in ovary, testis, adrenal, and placenta. Recently, increased expression of PROK1 was described in airway wall biopsies of Cystic Fibrosis patients.3 
	No / No GWAS hits / No expression association.

	cg16592897
	1
	KCNA10
	Potassium voltage-gated channel subfamily A member 10
	Baseline KCNA10 RNA expression is poorly characterized, with only 1 source reporting ubiquitous expression at low levels. No protein expression reported.
	KCNA10 represents a class of K channels specifically regulated by cGMP. Expression is reported in kidney 4 and heart 5 The mouse orthologue is expressed in organ of Corti6, and loss of Kcna10 leads to vestibular dysfunction 7. KCNA10 expression is induced in pulmonary artery smooth muscle cells by BMP2. Bone morphogenetic protein-2 up regulates expression and function of voltage-gated K+ channels in human pulmonary artery smooth muscle cells.8
	No /No GWAS hits / No expression correlation.

	cg15344640
	5
	LMAN2
	Lectin, Mannose Binding 2
	Baseline LMAN2 RNA expression is ubiquitous. Protein expression is highest in testis, placenta, epididymis, seminal vesicle and thyroid.
	Type I transmembrane lectin. This protein shuttles between the endoplasmic reticulum, the Golgi apparatus and the plasma membrane. Binds high mannose type glycoproteins and may facilitate their sorting, trafficking and quality control. Implicated in sphingolipid transport.
	No / GWAS: Activated partial thromboplastin time, chronic kidney disease / only weak data for expression association.

	Cg15344640
	5
	MXD3
	MAX dimerization protein 3
	Baseline MXD3 RNA expression is highest in the GI tract and skin, but expressed at low levels in other tissues. Protein expression not reported.
	MXD3 encodes a member of the Myc superfamily of basic helix-loop-helix leucine zipper transcriptional regulators. Disruption of the MAX-MXD3 complex is associated with uncontrolled cell proliferation and tumorigenesis.
	No / GWAS: Activated partial thromboplastin time, chronic kidney disease / weak association of expression with cancer.

	cg11456013
	6
	AMD1
	Adenosylmethionine decarboxylase 1
	Baseline AMD1 RNA expression is high in prostrate, but widely expressed at low levels in other tissues. Baseline protein expression is ubiquitous
	Encodes a key enzyme in polyamine biosynthesis, and the product of the catalytic reaction, decarboxylated AdoMet, serves as an aminopropyl donor in the biosynthesis of spermidine and spermine. SNP association with childhood obesity has been reported9, as well as with smoking behaviour.10
	No / No GWAS hits / weak association with cancer.

	cg11456013
	9
	RAPGEF1
	Rap guanine nucleotide exchange factor 1
	Baseline expression of RNA is widespread, but highest in skeletal muscle, peripheral blood cells and lung. Baseline protein expression is ubiquitous and highest in stomach and skeletal muscle.
	Part of The RAS-CRK-RAP1 cellular signal transduction system, Plays a role in small cell lung cancer. SNP association with response to amphetamines11.
	No / No GWAS hits / weak association with cancer.

	cg13628444
	9
	MED27
	Mediator Complex Subunit 27
	Baseline RNA expression of MED27 isubiquitous. Baseline protein expression is ubiquitous, and highest in gallbladder.
	A subunit of the CRSP (cofactor required for SP1 activation) complex, as well as other nuclear complexes e.g. thyroid hormone receptor-(TR-) associated proteins.
	No / No GWAS hits / weak association with cancer.

	cg19764973
	11
	STX3
	Syntaxin 3
	Baseline RNA expression is ubiquitous but highest in lung, kidney and leucocytes. Protein expression is ubiquitous, and highest in pancreas, kidney and seminal vesicle.
	STX3 is targeted to the apical membrane of epithelial cells where it forms clusters and is important in establishing and maintaining polarity necessary for protein trafficking involving vesicle fusion and exocytosis. Also implicated in neutrophil granule exocytosis and secretion of IL-1α, IL-1β, IL-12b, and CCL4.12 as well as release of the  CXCL8, CCL2, CCL3, and CCL4 by  human mast cells.13
	Microvillus inclusion disease (MVID).  / No GWAS hits / weak association with cancer.

	cg19764973
	11
	MRPL16
	Mitochondrial ribosomal protein L16
	RNA and protein expression is high and ubiquitous at baseline.
	Is involved in a 39S subunit protein of the mitochondrial ribosome.
	No / No GWAS hits.

	cg08085199
	16
	CIRH1A (UTP4*)
	Cirrhosis, Autosomal Recessive 1A; Small Subunit Processome Component *
	RNA expression of UTP4 is widely expressed  at baseline. Protein expression is largely restricted to brain. 
	A WD40-repeat-containing protein that is localized to the nucleolus and that may act as a transcriptional regulator. It acts as a core component of the t-UTP subcomplex of the ribosomal RNA (rRNA)-processing complex. 
	North American Indian childhood cirrhosis (NAIC; MIM 604901) / No GWAS hits / no association with expression.

	cg08085199
	16
	CHTF8
	chromosome transmission fidelity factor 8
	RNA and protein expression are ubiquitously expressed at baseline.
	CHTF8 is a component of the alternative replication factor C complex that loads PCNA onto DNA during S phase of the cell cycle.
	No / No GWAS hits / no expression association.

	cg01901579
	14
	DICER1
	dicer 1, ribonuclease III
	RNA and protein are widely expressed at baseline.
	A member of the ribonuclease III (RNaseIII) family, involved in the generation of microRNAs which modulate gene expression at the posttranscriptional level. Mast cell specific Dicer knockout mice did not establish functional mast cells in vivo and are unresponsive to allergen.14  Mice lacking dicer1 with induced ablation of Dicer in epidermal KCs were more sensitive to TSLP induced eczema.15
	Goiter, multinodular 1, with or without Sertoli-Leydig cell tumors	(MIM 138800); Pleuropulmonary blastoma (MIM 601200) and Rhabdomyosarcoma, embryonal, 2 (MIM 180295). IN GWAS: response to statin therapy. Genetic association with malignancies and thyroid disease / Numerous somatic mutations in a variety of malignancies / espression association with teratozzospermia.

	cg01901579
	14
	CLMN
	Calmin
	RNA is widely expressed at baseline, high in testis. Protein is widely expressed.
	Calponine like transmembrane protein of unknown function. 
	No / Alzheimer’s disease, response to statin therapy / expression association with Li-Fraumeni syndrome, Azoosperima and malignancies.

	cg03131767
	12
	ABCB9
	ATP Binding Cassette Subfamily B Member 9
	RNA expression at baseline is strongest in brain tissue and testis, low expression in other tissues. Protein expressed ubiquitously at baseline.
	ABC proteins are transport molecules; ABCB9 belongs to subfamily implicated in multdrug resistance and antigen presentation. 
	No / Schizophrenia, IgG serum glycosylation and pletelet count / expression associated with breast cancer.

	cg03131767
	12
	VPS37B
	Vacuolar protein sorting 37 homolog B (S. cerevisiae)
	RNA at baseline is widely expressed, high in esophagus, heart, leucocytes and lung. Protein expression ubiquitous and high.
	Potentially involved in vesicle transport.
	No / No GWAS hits / weak association with adiponectin levels and malignancies.

	cg10142874
	2
	LPIN1
	Lipin 1
	RNA at baseline is widely expressed, high in testis, skeletal muscle and brain. Protein at baseline ubiquitous and highest in kidney, lung and testis.
	A Mg(2+)-dependent phosphatidic acid phosphohydrolase that catalyzes a key reaction in glycerolipid biosynthesis. Lipin-1 also functions as a transcriptional coactivator in conjunction with members of the peroxisome proliferator-activated receptor family. 16 Lipin 1 Regulated PPAR gamma activity 17 Lipin1 is part of the MTORC1 pathway. Lipin1 was recently shown to mediate macrophage proinflammatory activation during TLR signaling. After TLR4 stimulation lipin-1-deficient macrophages showed a decreased production of diacylglycerol and activation of MAPKs and AP-1, accompagnied by a reduced production of proinflammatory cytokines such as  IL-6, IL-12, IL-23, or enzymes such as Inducible NO synthase.18 Finally, LPIN1 was shown to negatively regulate  mast cell degranulation and the anaphylactic response through inhibiting the PKC-SNAP-23 pathway. 19
	Myoglobinuria,20 acute recurrent, autosomal recessive (MIM 268200) / Associated with FEV1 post bronchodilator 21, bipolar disorder and hair morphology / expression associated with malignancies and ulcerative colitis.

	cg10142874
	2
	TRIB2
	Tribbles pseudokinase 2
	RNA at baseline is widely expressed, high in ovary and secondary lymphoid organs. Protein expression is somewhat more restricted, high in spleen, bladder, liver kidney prostate bladder and thyroid gland.
	Member of the tribbles family involved in activating and modulating signal transduction pathways in a number of physiological and pathological processes. This Tribbles member induces apoptosis of cells mainly of the hematopoietic origin. One substrate for TRIB2-mediated degradation is the myeloid transcription factor CCAAT enhancer binding protein α (C/EBPα).
Plays role in cancers, including human leukaemia, lung and liver cancer, melanoma.22 
A SNP in this gene was associated to diisocyanote induced asthma23 in a GWAS, yet this finding did not pass genome wide significance.
Induced by RV16 in cultured primary bronchial epithelial cells from asthma patients (E-GEOD-61141)
	No / Pericardial fat, optic cup area and Type-I diabetes mellitus / expression associated with malignancies, ulcerative colitis and asthma.

	cg06483820
	17
	AKAP1
	A-kinase anchoring protein 1
	RNA and protein at baseline widely expressed, highest in skeletal muscle and testis.
	Scaffolding protein, that binds to type I and type II regulatory subunits of Protein Kinase A and anchors them to the mitochondrion. This protein is involved in the cAMP-dependent signal transduction pathway. 
	No / Crohn’s disease / expression associated with azoospermia.

	cg06483820
	17
	MSI2
	Musashi RNA binding protein 2
	RNA and protein at baseline widely expressed, RNA highest in adrenal gland, ovary, brain tissue. 
	Involved in RNA binding (poly U). The encoded protein is transcriptional regulator that targets genes involved in development and cell cycle regulation. Overexpressed in NonSmall Cell Lung Cancer where it supports TGF-β signaling and inhibits claudins to promote metastasis. 24
	Somatic mutations in a range of malignancies;  / SNPs associated with schizophrenia25 and coronary artery calcification26,

	cg14011077
	9
	PPP1R26
	Protein phosphatase 1 regulatory subunit 26 
	RNA at baseline widely expressed but at low levels. Protein expression ubiquitous and highest in kidney and cerebellum.
	Inhibits phosphatase activity of protein phosphatase 1 (PP1) complexes. May positively regulate cell proliferation.
	No / No GWAS hits / no expression association.

	cg14011077
	9
	OLFM1
	Olfactomedin 1
	RNA at baseline mainly expressed in brain, low levels in other organs. Protein expression more ubiquitous, highest in epithelial tissues.
	May play a role in neural function. Recently shown to negatively regulate NFkappa B signaling in colon cancer.27
	No / No GWAS hits / expression associated in malignancies, Li fraumenie syndrome. 

	cg13835688
	9
	SLC25A25
	Solute Carrier Family 25 Member 25
	RNA and protein at baseline widely expressed, high expression in liver and skeletal muscle.
	Calcium-dependent mitochondrial solute carrier.
	No / No GWAS hits / expression associated with breast carcinoma.

	cg13835688
	9
	PTGES2
	Prostaglandin E synthase 2
	RNA and protein at baseline widely expressed.
	Catalyzes the conversion of prostaglandin H2 to prostaglandin E2. Genetic variation in this gene is associated with primary lung graft dysfunction after lung transplantation. Functional analysis indicated a role in suppression of regulatory T cells.28
	No / No GWAS hits / no expression association.




Legend: Chr = Chromosome. GREAT gene annotation:  the CpG sites were annotated by GREAT version 2.0.2 (Genomic Regions of Annotations Tool, http://bejerano.stanford.edu/great/). Gene expression was assessed using GTEX database (http://www.gtexportal.org/home/gene/) and the Human Protein Atlas platform (http://www.proteinatlas.org) also including Fantom 5 data. Gene function and disease associations were addressed through Pubmed searches, OMIM, and Genecards (www.genecards.org). Genome wide association results were accessed in the GWAS catalogue (https://www.ebi.ac.uk/gwas/), and genome wide significant results are reported (P < 5 ×10 -8).  
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Table S8. 3 CpG sites discovered at age 4 and replicated at age 4  

Table continued (part 1)

	CpG site
	Chr
	Basepair postion
	Great gene annotation
	Location in relation to gene

	cg11456013
	6
	111192760
	AMD1
	

	cg19764973
	11
	59525433
	STX3, MRPL16
	Body

	cg08085199
	16
	69170548
	CHTF8 , CIRH1A 
	Body




Table continued (part 2)

	Location in relation to  to CpG island
	Coef-replication
	Pvalue-replication
	Coef-meta analysis

	N_Shelf
	-0.0122
	2.06E-05
	-0.0124

	S_Shelf
	-0.0124
	0.0009337
	-0.01

	S_Shelf
	-0.0092
	0.002595
	-0.0112



Table continued (part 3)

	P.value-meta analysis
	Direction

	1.78E-10
	----

	7.10E-09
	---?

	5.16E-09
	----



Great gene annotation:  the CpG sites were annotated by  GREAT version 2.0.2 (Genomic Regions of Annotations Tool, http://bejerano.stanford.edu/great/).
Coef-replication：Regression coefficient from replication study.						
P-value replication: P-value from replication study.						
Coef-meta_analysis: regression coefficient from meta analysis of discovery and replication.						
P- value meta_analysis: p value from meta analysis of discovery and replication. 						
Direction: Direction of effect across cohorts included in the meta analysis:  "+ " the coefficient is positive , "-" the coefficient is negative, " ?" the value is missing.	


Table S9: The prevalence of IgE sensitization to common aeroallergens in the discovery cohorts at age 4.


	Cohort
	
Age
	Number
	N(%) IgE sensitization to aeroallergens

	BAMSE
	4.26(0.19)
	244
	53 (21.7%)

	EDEN
	5.64(0.12)
	147
	27(18.4%)

	INMA-SAB
	4.36(0.21)
	212
	9 (4.2%)

	PIAMA
	4.08(0.20)
	214
	42 (19.6%)






Table S10: Association of top 11 CpG sites from the discovery analyses at age 4 with specific IgE negative asthma

	CpG Site
	Regression coefficient
	Stand Error
	P value

	cg07019303
	-0.008
	0.0019
	5.41E-05

	cg08085199
	-0.007
	0.0026
	1.08E-02

	cg15344640
	-0.006
	0.0018
	7.13E-04

	cg01770400
	-0.006
	0.0017
	1.16E-03

	cg19764973
	-0.006
	0.0020
	2.97E-03

	cg13628444
	-0.006
	0.0024
	7.70E-03

	cg01083050
	-0.015
	0.0033
	4.97E-06

	cg05712073
	-0.007
	0.0020
	4.06E-04

	cg11456013
	-0.008
	0.0027
	4.76E-03

	cg01445399
	-0.007
	0.0026
	4.40E-03



Legend: Association was analyzed using same statistical models as presented in the main paper in 151 asthma vs. 610 controls (specific IgE negative asthma vs. controls)





Table S11 : Association of top 11 CpG sites from the discovery analyses at age 4 with specific IgE positive asthma 


	CpG Site
	Regression coefficient
	Stand Error
	P value

	cg07019303
	-0.013
	0.0029
	2.04E-06

	cg08085199
	-0.028
	0.0047
	7.20E-10

	cg15344640
	-0.017
	0.0046
	1.92E-04

	cg01770400
	-0.015
	0.0031
	3.44E-07

	cg19764973
	-0.018
	0.0034
	1.00E-06

	cg13628444
	-0.022
	0.0046
	8.47E-07

	cg01083050
	-0.016
	0.0059
	4.23E-02

	cg05712073
	-0.015
	0.0034
	6.46E-05

	cg11456013
	-0.026
	0.0054
	8.55E-07

	cg01445399
	-0.024
	0.0045
	2.13E-07



Legend: Association was analyzed using same statistical models as presented in the main paper in 64 asthma vs. 610 controls (specific IgE positive asthma vs. controls)


















Table S12. Association between cord blood methylation in 14 CpG sites with childhood asthma*.

	CpG Site
	coef-450k
	Pvalue-450k
	coef-BIB
	Pvalue-BIB
	coef-INMA
	Pvalue-INMA
	coef-Robbic
	Pvalue-Robbic
	coef-Meta
	Pvalue-Meta

	cg01445399
	0.003
	0.336
	0.038
	0.177
	-0.077
	0.016
	0.015
	0.477
	0.003
	0.335

	cg01770400
	0.001
	0.564
	0.001
	0.787
	0.005
	0.604
	0.002
	0.548
	0.002
	0.349

	cg01901579
	-0.001
	0.756
	-0.005
	0.513
	-0.001
	0.787
	-0.005
	0.364
	-0.002
	0.367

	cg03131767
	0.001
	0.793
	-0.001
	0.945
	-0.002
	0.820
	0.001
	0.899
	0.000
	0.879

	cg06483820
	0.001
	0.570
	0.004
	0.629
	0.005
	0.341
	0.005
	0.454
	0.002
	0.220

	cg08085199
	0.003
	0.509
	0.009
	0.087
	0.000
	0.982
	-0.014
	0.003
	-0.001
	0.721

	cg10142874
	0.001
	0.796
	0.015
	0.429
	-0.012
	0.188
	-0.008
	0.309
	-0.001
	0.760

	cg11456013
	-0.001
	0.837
	0.013
	0.051
	0.023
	0.040
	-0.005
	0.455
	0.004
	0.279

	cg13628444
	-0.004
	0.108
	0.011
	0.086
	0.000
	0.993
	-0.003
	0.647
	-0.002
	0.383

	cg13835688
	0.001
	0.860
	0.014
	0.308
	-0.010
	0.508
	-0.009
	0.204
	-0.001
	0.764

	cg14011077
	-0.003
	0.177
	0.000
	0.982
	-0.008
	0.457
	0.001
	0.875
	-0.003
	0.179

	cg15344640
	0.003
	0.093
	0.007
	0.453
	0.009
	0.337
	0.007
	0.430
	0.004
	0.037

	cg16592897
	-0.001
	0.797
	0.000
	0.961
	-0.004
	0.639
	0.005
	0.410
	0.000
	0.974

	cg19764973
	-0.002
	0.423
	0.001
	0.864
	-0.007
	0.293
	0.001
	0.779
	-0.002
	0.406


	

Coef：Regression coefficient of association study of cord blood methylation with childhood asthma. 						
450K: 	The methylation data is from illumina 450k and include EDEN and INMA-SAB.									
INMA:	Include samples from INMA-GIP and INMA-VAL.									
· The childhood asthma definition: For INMA-SAB and EDEN , BIB, INMA-GIP and INMA-VAL are from 4 years and for Robbic is from 3 years.	





Table S13. Association of measured blood smear manual cell count with asthma status in 4-year-old children participating in the INMA study (n=120). 


	 
	Asthmatics/Controls (n/n)
	Neutrophils
	Eosinophil
	Basophils
	Lymphocytes
	Monocytes

	P value*
	21/99
	0.24
	0.26
	0.75
	0.05
	0.48



						

· The association of measured cell counts with asthma status was tested by using with Wilcoxon rank sum test.



Table S14. Association P values for estimated cell counts and asthma status in three datasets.     

	Studies, age
	Asthmatics/controls (n/n)
	CD8T
	CD4T
	NK
	Bcell
	Mono
	Eos
	Neu

	MeDALL, age 4
	207/610
	0.05
	0.36
	0.64
	0.1
	0.012
	0.17
	0.45

	MeDALL, age8
	89/334
	0.00086
	0.0013
	0.13
	0.9
	0.33
	0.97
	0.04

	BAMSE epi, age 8
	96/212
	0.0004
	0.06
	0.21
	0.34
	0.37
	0.06
	0.014





	The white blood cell counts were estimated by using Houseman algorithm[ 1] based on Reinius’s data[2]. T cells( CD8T), T cells (CD4T)  
NK: Natural Killer cells, Mono: Monocytes, Eos: Eosinophils, Neu: Neutrophils.

	* The association of measured cell counts with asthma status was tested by using with Wilcoxon rank sum test.











Table S15. Methylation levels linked with different cell types using data from Reinius' data*.	


	CpG Site
	CD14Mono
	CD19B
	CD4T
	CD56NK
	CD8T
	Eosinophils
	Granulocytes
	Neutrophils
	PBMC
	WB

	cg10142874
	3.639
	4.672
	4.333
	3.870
	4.394
	-0.656
	2.432
	1.553
	3.640
	3.098

	cg06483820
	3.264
	3.939
	3.876
	3.395
	3.498
	-0.603
	2.296
	1.707
	3.155
	2.838

	cg19764973
	3.292
	3.420
	3.348
	3.234
	3.142
	-1.090
	2.780
	1.685
	3.551
	3.157

	cg08085199
	1.941
	1.934
	2.433
	0.916
	1.896
	-1.268
	1.348
	0.858
	1.772
	1.546

	cg01445399
	2.375
	1.899
	1.922
	1.866
	1.705
	-0.838
	1.883
	1.099
	2.061
	1.919

	cg01901579
	3.042
	3.838
	3.583
	3.464
	3.592
	-0.705
	2.379
	1.307
	2.988
	2.698

	cg16592897
	2.482
	2.177
	2.148
	1.910
	1.741
	1.018
	2.230
	1.883
	2.195
	2.071

	cg11456013
	2.385
	2.852
	2.538
	1.853
	2.441
	-1.208
	1.487
	0.781
	2.469
	1.653

	cg03131767
	2.418
	2.925
	3.135
	2.869
	2.728
	-1.055
	1.977
	1.089
	2.643
	2.301

	cg13835688
	2.527
	2.745
	2.771
	2.712
	2.876
	-1.110
	2.076
	0.943
	2.492
	2.211

	cg13628444
	2.464
	2.735
	2.500
	2.440
	2.603
	-1.052
	1.687
	1.000
	2.378
	1.936

	cg14011077
	4.197
	3.821
	4.302
	3.599
	3.576
	0.411
	2.944
	2.002
	3.929
	3.204

	cg01770400
	2.982
	3.674
	3.444
	3.177
	3.587
	0.202
	2.822
	1.991
	3.159
	2.983

	cg15344640
	3.018
	3.475
	2.889
	3.036
	3.169
	-0.815
	2.426
	1.535
	2.930
	2.675






[image: ][image: ]

* Reinius LE, Acevedo N, Joerink M, Pershagen G, Dahlen SE, Greco D. Differential DNA methylation in purified human blood cells: implications for cell lineage and studies on disease susceptibility. PLoS One [Internet] 2012;7. Available from: http://dx.doi.org/10.1371/journal.pone.0041361

















Table S16. cis-MeQTL analyses of asthma associated CpG sites.


	cis-MeQTL
	Effect Allele
	Non_effect Allele
	Coef
	SE
	Pvalue
	FDR Pvalue
	Direction

	rs7197515_cg08085199
	A
	C
	-0.0107
	0.0021
	3.35E-07
	4.48E-05
	---

	rs112334589_cg08085199
	A
	G
	0.011
	0.0022
	4.87E-07
	6.40E-05
	+++

	rs11103022_cg14011077
	A
	G
	0.0117
	0.0016
	5.91E-14
	1.81E-11
	+++

	rs73668848_cg14011077
	A
	G
	-0.011
	0.0015
	8.39E-13
	2.43E-10
	---

	rs9425436_cg01770400
	A
	G
	-0.0057
	0.0016
	0.00055
	0.039 
	---

	rs12055496_cg11456013
	A
	G
	0.008
	0.0023
	0.00046
	0.035
	+++






Table S17. Results of mediation analysis SNP-methylation-asthma (n= 459).


	SNP
	cg01770400
	Coef
	Pvalue

	rs9425436
	Average mediation effect
	-1.32E-02
	0.03

	
	Average direct effect
	-7.86E-02
	0.05

	
	Total effect
	-9.18E-02
	0.02

	
	Prop.Mediated
	1.44E-01
	0.05




Coef: Regression coefficient.










Table S18.  Molecular enrichment of 14 asthma-associated CpG sites for regulatory features by using 27 blood cells from Roadmap Epigenomics project and ENCODE data. 


	 
	27 blood cell types showing enrichment

	Type of regulatory elementsb
	Asthma CpG sites           
	All CpG sites (%)
	Pvalue

	All promoter statesc
	0/14
	45.7
	 2.09×10-4

	Active promoter statesc
	0/14
	44
	 4.90×10-4

	All enhancer statesc 
	13/14
	42.6
	 1.27×10-4

	Active enhancer statesc
	13/14
	34.1
	 8.12×10-6




a) Enrichment was assessed at 14 asthma-CpG sites identified by this study. b) Enhancer and promoter states were derived from a 15-state model based on five chromatin marks; the core set of five histone modification marks was shared by 127 reference epigenomes of 27 blood cells from the Roadmap Epigenomics project and ENCODE data (Kundaje, Meuleman et al. 2015).
c) Promoter states include active promoter states (TssA , TssAFlnk) and inactive states (TssBiv); enhancer states include active enhancer states (Enh, EnhG) and inactive states (EnhBiv).d enrichment of asthma-associated loci in regulatory elements was estimated by using Fisher exact test. 







Table S19. Molecular enrichment of asthma-associated CpG sites for regulatory features by using 27 blood cells from Roadmap Epigenomics project and ENCODE data using different cut-off for significance.

The CpG sites were selected from discovery phases at age 4 and age 8.

Table continued (part 1)

	Type of regulatory elements
	Age 4 (pvalue<1E-5)
	Pvalue 
	Age 4 (pvalue<1E-4)
	Pvalue 
	Age 8 (pvalue<1E-6)         
	Pvalue

	All promoter states
	5/ 34 *
	2.00E-04
	48/178
	3.43E-07
	 27/97
	3.35E-04

	Active promoter states
	  5/34
	4.06E-04
	47/178
	1.55E-06
	 26/97
	6.59E-04

	All enhancer states
	23/34
	4.73E-03
	127/178
	1.11E-14
	 84/97
	2.77E-19

	Active enhancer states
	23/34
	8.11E-05
	123/178
	2.66E-21
	 82/97
	1.64E-24





Table continued (part 2)

	Age 8 (pvalue <1E-5)         
	Pvalue
	Age 8 (Pvalue< 1E-4)         
	Pvalue

	80/275
	1.93E-08
	213/702
	8.28E-17

	79/275
	2.03E-07
	211/702
	3.46E-14

	227/275
	4.33E-42
	 532/702
	1.81E-71

	224/275
	1.72E-58
	522/702
	4.65E-105





· 5/34 means: 34 CpG sites are found pvalue <1E-5 and 5 are annotated to promoter




Table S20. Correlation analysis of DNA methylation and gene transcription levels (in cis) in 16-year-old BAMSE children (n=260).


	CpG site
	Probe name
	Gene
	Coef
	P value
	FDR Pvalue

	cg06483820
	TC17000702.hg.1
	SCPEP1
	-2.564
	4.17E-07
	1.67E-06

	cg14011077
	TC09000795.hg.1
	PPP1R26
	-0.890
	1.55E-04
	1.40E-03

	cg01770400
	TC01003531.hg.1
	CENPL
	1.066
	1.80E-04
	1.44E-03

	cg11456013
	TC06000889.hg.1
	SLC16A10
	0.940
	3.87E-03
	1.64E-02

	cg01770400
	TC01001518.hg.1
	ZBTB37
	-1.270
	4.11E-03
	1.93E-02

































Table S21. Correlation analysis of DNA methylation and gene transcription levels (in cis) in 4-year-old INMA children (n=119).

	CpG site
	Probe name
	Gene
	Coef
	Pvalue
	FDR Pvalue

	cg15344640
	TC05001011.hg.1
	NSD1
	1.90
	0.034
	0.89

	cg15344640
	TC05001013.hg.1
	RGS14
	-1.40
	0.019
	0.89

	cg15344640
	TC05001021.hg.1
	OTTHUMG00000163405
	-2.89
	0.040
	0.89

	cg15344640
	TC05002106.hg.1
	PRR7-AS1
	-1.66
	0.030
	0.89

	cg15344640
	TC05002110.hg.1
	PDLIM7
	-1.93
	0.034
	0.89

	cg15344640
	TC05002113.hg.1
	FAM193B
	-0.69
	0.034
	0.89

	cg13835688
	TC09001633.hg.1
	OTTHUMG00000020752
	-0.84
	0.019
	0.89

	cg15344640
	TC05002762.hg.1
	AK001546
	-2.88
	0.026
	0.89

	cg15344640
	TC05003368.hg.1
	NR_024019
	-1.28
	0.043
	0.89

	cg14011077
	TC09002847.hg.1
	AK097774
	2.18
	0.007
	0.76

	cg01770400
	TC01001519.hg.1
	DQ593451
	7.15
	0.044
	0.89

	cg16592897
	TC01002969.hg.1
	LOC440600
	1.70
	0.002
	0.57

	cg10142874
	TC02001584.hg.1
	OTTHUMG00000151836
	-1.95
	0.035
	0.89

	cg11456013
	TC06000889.hg.1
	SLC16A10
	2.97
	0.004
	0.57

	cg11456013
	TC06000891.hg.1
	OTTHUMG00000015374
	2.79
	0.004
	0.57

	cg11456013
	TC06002017.hg.1
	REV3L
	2.14
	0.009
	0.76

	cg06483820
	TC17000700.hg.1
	ENSG00000212469
	-2.58
	0.015
	0.89

	cg06483820
	TC17000705.hg.1
	MSI2
	1.53
	0.046
	0.89

	cg01770400
	TC01005940.hg.1
	linc-TNFSF4
	1.93
	0.040
	0.89

	cg10142874
	TC02003034.hg.1
	linc-GREB1-2
	-1.48
	0.050
	0.89

	cg10142874
	TC02003040.hg.1
	linc-TRIB2-3
	-2.90
	0.001
	0.57

	cg19764973
	TC11002690.hg.1
	linc-PLAC1L-2
	-2.70
	0.037
	0.89

	cg01901579
	TC14001827.hg.1
	linc-TCL1B-1
	-1.57
	0.049
	0.89

	cg01901579
	TC14002141.hg.1
	linc-C14orf49
	-1.82
	0.019
	0.89


	
Table S22. Correlation analysis of DNA methylation and gene transcription levels in cis using the BIOS data (n=2,367).





	CpG site
	Genename
	Num
	Zscore
	Pvalue
	Direction
	FDR pvalue
	hgnc_symbol

	cg14011077
	ENSG00000196422
	2367
	-15.108
	1.43E-51
	---
	5.71E-51
	PPP1R26

	cg13628444
	ENSG00000160563
	2367
	-5.567
	2.59E-08
	---
	5.18E-08
	MED27

	cg01445399
	ENSG00000143013
	2367
	-4.973
	6.58E-07
	---
	1.32E-06
	LMO4

	cg03131767
	ENSG00000130787
	2367
	4.941
	7.77E-07
	+++
	6.99E-06
	HIP1R

	cg08085199
	ENSG00000141076
	2367
	4.777
	1.78E-06
	+++
	1.42E-05
	CIRH1A

	cg03131767
	ENSG00000090975
	2367
	4.092
	4.28E-05
	+++
	1.93E-04
	PITPNM2

	cg14011077
	ENSG00000122140
	2367
	-3.757
	0.0001722
	---
	3.44E-04
	MRPS2

	cg06483820
	ENSG00000121057
	2367
	4.027
	5.64E-05
	+++
	3.95E-04
	AKAP1

	cg15344640
	ENSG00000184840
	2367
	-4.003
	6.25E-05
	---
	1.13E-03
	TMED9

	cg08085199
	ENSG00000157315
	2367
	3.593
	0.0003275
	+++
	1.31E-03
	TMED6

	cg03131767
	ENSG00000130783
	2367
	3.483
	0.0004952
	+++
	1.49E-03
	CCDC62

	cg11456013
	ENSG00000155115
	2367
	-3.171
	0.001519
	+--
	7.60E-03
	GTF3C6

	cg15344640
	ENSG00000131187
	2367
	-3.307
	0.0009433
	---
	8.49E-03
	F12

	cg06483820
	ENSG00000121064
	2367
	-3.007
	0.002637
	---
	9.23E-03
	SCPEP1

	cg16592897
	ENSG00000177272
	2367
	-3.2
	0.001375
	-+-
	1.10E-02
	KCNA3

	cg08085199
	ENSG00000103044
	2367
	2.865
	0.004174
	+++
	1.11E-02
	HAS3

	cg11456013
	ENSG00000213149
	2367
	2.693
	0.007083
	+++
	1.77E-02
	CNN2P9

	cg01901579
	ENSG00000259143
	2367
	2.765
	0.005684
	+++
	2.27E-02
	NA

	cg15344640
	ENSG00000183258
	2367
	-2.838
	0.004538
	---
	2.72E-02
	DDX41

	cg03131767
	ENSG00000111325
	2367
	2.417
	0.01563
	+-+
	3.52E-02
	OGFOD2

	cg15344640
	ENSG00000246334
	2367
	2.6
	0.009322
	+++
	4.17E-02
	PRR7-AS1

	cg15344640
	ENSG00000248996
	2367
	2.525
	0.01157
	+++
	4.17E-02
	NA





Table S23. Correlation analysis of DNA methylation and gene transcription levels using the BIOS data (n=2,367).



	CpG site
	Genename
	Num
	Zscore
	Pvalue
	Direction
	fdr
	hgnc_symbol

	cg19764973
	ENSG00000105366
	2367
	-18.891
	1.36E-79
	---
	2.55E-75
	SIGLEC8

	cg19764973
	ENSG00000112759
	2367
	-18.612
	2.57E-77
	---
	2.40E-73
	SLC29A1

	cg19764973
	ENSG00000091181
	2367
	-18.195
	5.65E-74
	---
	3.52E-70
	IL5RA

	cg19764973
	ENSG00000205927
	2367
	-18.096
	3.41E-73
	---
	1.59E-69
	OLIG2

	cg19764973
	ENSG00000103056
	2367
	-17.978
	2.91E-72
	---
	1.09E-68
	SMPD3

	cg19764973
	ENSG00000121933
	2367
	-17.943
	5.46E-72
	---
	1.70E-68
	ADORA3

	cg19764973
	ENSG00000183134
	2367
	-17.844
	3.21E-71
	---
	8.56E-68
	PTGDR2

	cg19764973
	ENSG00000103355
	2367
	-17.65
	1.02E-69
	---
	2.39E-66
	PRSS33

	cg19764973
	ENSG00000174083
	2367
	-16.864
	8.24E-64
	---
	1.71E-60
	PIK3R6

	cg19764973
	ENSG00000167236
	2367
	-16.307
	8.83E-60
	---
	1.65E-56
	CCL23

	cg19764973
	ENSG00000092067
	2367
	-15.881
	8.53E-57
	---
	1.45E-53
	CEBPE

	cg19764973
	ENSG00000131203
	2367
	-15.75
	6.90E-56
	---
	1.07E-52
	IDO1

	cg19764973
	ENSG00000255587
	2367
	-15.558
	1.41E-54
	---
	2.02E-51
	RAB44

	cg19764973
	ENSG00000168004
	2367
	-15.423
	1.16E-53
	---
	1.54E-50
	HRASLS5

	cg19764973
	ENSG00000182557
	2367
	-15.252
	1.59E-52
	---
	1.99E-49
	SPNS3

	cg19764973
	ENSG00000138623
	2367
	-15.044
	3.80E-51
	---
	4.44E-48
	SEMA7A

	cg19764973
	ENSG00000100628
	2367
	-14.97
	1.16E-50
	---
	1.27E-47
	ASB2

	cg19764973
	ENSG00000105205
	2367
	-14.875
	4.82E-50
	---
	5.00E-47
	CLC

	cg19764973
	ENSG00000130433
	2367
	-14.554
	5.51E-48
	---
	5.42E-45
	CACNG6

	cg19764973
	ENSG00000157368
	2367
	-14.423
	3.70E-47
	---
	3.46E-44
	IL34

	cg19764973
	ENSG00000215148
	2367
	-14.216
	7.27E-46
	---
	6.47E-43
	PRSS41

	cg19764973
	ENSG00000140263
	2367
	-14.194
	1.00E-45
	---
	8.50E-43
	SORD

	cg19764973
	ENSG00000142408
	2367
	-14.097
	3.94E-45
	---
	3.20E-42
	CACNG8

	cg19764973
	ENSG00000166016
	2367
	-13.991
	1.76E-44
	---
	1.37E-41
	ABTB2

	cg19764973
	ENSG00000182240
	2367
	-13.627
	2.75E-42
	---
	2.06E-39
	BACE2

	cg19764973
	ENSG00000109099
	2367
	-13.393
	6.65E-41
	---
	4.78E-38
	PMP22

	cg19764973
	ENSG00000179627
	2367
	-13.279
	3.05E-40
	---
	2.11E-37
	ZBTB42

	cg19764973
	ENSG00000160180
	2367
	-13.117
	2.62E-39
	---
	1.75E-36
	TFF3

	cg19764973
	ENSG00000161905
	2367
	-12.979
	1.61E-38
	---
	1.04E-35
	ALOX15

	cg19764973
	ENSG00000133317
	2367
	-12.966
	1.91E-38
	---
	1.19E-35
	LGALS12

	cg19764973
	ENSG00000186204
	2367
	-12.942
	2.60E-38
	---
	1.57E-35
	CYP4F12

	cg19764973
	ENSG00000184221
	2367
	-12.869
	6.76E-38
	---
	3.95E-35
	OLIG1

	cg19764973
	ENSG00000134489
	2367
	-12.781
	2.08E-37
	---
	1.18E-34
	HRH4

	cg19764973
	ENSG00000151689
	2367
	-12.471
	1.08E-35
	---
	5.92E-33
	INPP1

	cg19764973
	ENSG00000072134
	2367
	-12.422
	1.99E-35
	---
	1.06E-32
	EPN2

	cg19764973
	ENSG00000071242
	2367
	-12.399
	2.66E-35
	---
	1.38E-32
	RPS6KA2

	cg19764973
	ENSG00000268758
	2367
	-12.22
	2.43E-34
	---
	1.23E-31
	EMR4P

	cg19764973
	ENSG00000115602
	2367
	-12.218
	2.51E-34
	---
	1.23E-31
	IL1RL1

	cg19764973
	ENSG00000099377
	2367
	-12.186
	3.67E-34
	---
	1.76E-31
	HSD3B7

	cg19764973
	ENSG00000114315
	2367
	-12.14
	6.50E-34
	---
	3.03E-31
	HES1

	cg19764973
	ENSG00000260401
	2367
	-11.95
	6.46E-33
	---
	2.94E-30
	NA

	cg19764973
	ENSG00000119943
	2367
	-11.91
	1.05E-32
	---
	4.67E-30
	PYROXD2

	cg19764973
	ENSG00000162390
	2367
	-11.794
	4.19E-32
	---
	1.82E-29
	ACOT11

	cg19764973
	ENSG00000196220
	2367
	-11.765
	5.93E-32
	---
	2.52E-29
	SRGAP3

	cg19764973
	ENSG00000264695
	2367
	-11.647
	2.39E-31
	---
	9.92E-29
	NA

	cg19764973
	ENSG00000175591
	2367
	-11.611
	3.64E-31
	---
	1.48E-28
	P2RY2

	cg19764973
	ENSG00000120279
	2367
	-11.566
	6.16E-31
	---
	2.45E-28
	MYCT1

	cg19764973
	ENSG00000113296
	2367
	-11.558
	6.74E-31
	---
	2.62E-28
	THBS4

	cg19764973
	ENSG00000184371
	2367
	-11.171
	5.68E-29
	---
	2.17E-26
	CSF1

	cg19764973
	ENSG00000121691
	2367
	-11.159
	6.44E-29
	---
	2.41E-26
	CAT

	cg19764973
	ENSG00000250548
	2367
	-11.143
	7.78E-29
	---
	2.85E-26
	NA

	cg19764973
	ENSG00000174837
	2367
	-10.755
	5.59E-27
	---
	2.01E-24
	EMR1

	cg19764973
	ENSG00000250696
	2367
	-10.704
	9.71E-27
	---
	3.42E-24
	NA

	cg19764973
	ENSG00000184313
	2367
	-10.528
	6.45E-26
	---
	2.23E-23
	MROH7

	cg19764973
	ENSG00000259479
	2367
	-10.43
	1.81E-25
	---
	6.13E-23
	NA

	cg19764973
	ENSG00000134072
	2367
	-10.32
	5.72E-25
	---
	1.88E-22
	CAMK1

	cg19764973
	ENSG00000156869
	2367
	-10.321
	5.68E-25
	---
	1.88E-22
	FRRS1

	cg19764973
	ENSG00000189068
	2367
	-10.26
	1.07E-24
	---
	3.44E-22
	VSTM1

	cg19764973
	ENSG00000103319
	2367
	-10.095
	5.80E-24
	---
	1.84E-21
	EEF2K

	cg19764973
	ENSG00000010310
	2367
	-9.876
	5.32E-23
	---
	1.66E-20
	GIPR

	cg19764973
	ENSG00000183625
	2367
	-9.751
	1.83E-22
	---
	5.60E-20
	CCR3

	cg19764973
	ENSG00000188822
	2367
	-9.712
	2.67E-22
	---
	8.04E-20
	CNR2

	cg19764973
	ENSG00000163053
	2367
	-9.424
	4.35E-21
	---
	1.29E-18
	SLC16A14

	cg19764973
	ENSG00000169330
	2367
	-9.42
	4.50E-21
	---
	1.31E-18
	KIAA1024

	cg19764973
	ENSG00000153721
	2367
	-9.344
	9.27E-21
	---
	2.66E-18
	CNKSR3

	cg19764973
	ENSG00000102900
	2367
	-9.281
	1.67E-20
	---
	4.74E-18
	NUP93

	cg19764973
	ENSG00000196422
	2367
	-9.272
	1.82E-20
	---
	5.07E-18
	PPP1R26

	cg19764973
	ENSG00000167107
	2367
	-9.107
	8.49E-20
	---
	2.33E-17
	ACSF2

	cg19764973
	ENSG00000165702
	2367
	-9.059
	1.32E-19
	---
	3.56E-17
	GFI1B

	cg19764973
	ENSG00000116016
	2367
	-8.986
	2.56E-19
	---
	6.83E-17
	EPAS1

	cg19764973
	ENSG00000062485
	2367
	-8.969
	3.00E-19
	---
	7.89E-17
	CS

	cg19764973
	ENSG00000135605
	2367
	-8.894
	5.92E-19
	---
	1.54E-16
	TEC

	cg19764973
	ENSG00000010278
	2367
	-8.869
	7.35E-19
	---
	1.88E-16
	CD9

	cg19764973
	ENSG00000076555
	2367
	-8.687
	3.73E-18
	---
	9.41E-16
	ACACB

	cg19764973
	ENSG00000162174
	2367
	-8.647
	5.31E-18
	---
	1.32E-15
	ASRGL1

	cg19764973
	ENSG00000162881
	2367
	-8.599
	8.03E-18
	---
	1.98E-15
	OXER1

	cg19764973
	ENSG00000124191
	2367
	-8.579
	9.60E-18
	---
	2.33E-15
	TOX2

	cg19764973
	ENSG00000117640
	2367
	-8.55
	1.23E-17
	---
	2.95E-15
	MTFR1L

	cg19764973
	ENSG00000204161
	2367
	-8.491
	2.06E-17
	---
	4.87E-15
	C10orf128

	cg19764973
	ENSG00000152207
	2367
	-8.392
	4.79E-17
	---
	1.12E-14
	CYSLTR2

	cg19764973
	ENSG00000165914
	2367
	-8.367
	5.89E-17
	---
	1.36E-14
	TTC7B

	cg19764973
	ENSG00000261888
	2367
	-8.287
	1.16E-16
	---
	2.65E-14
	NA

	cg19764973
	ENSG00000153885
	2367
	-8.246
	1.64E-16
	---
	3.68E-14
	KCTD15

	cg19764973
	ENSG00000196581
	2367
	-8.235
	1.80E-16
	---
	4.00E-14
	AJAP1

	cg19764973
	ENSG00000171282
	2367
	-8.188
	2.65E-16
	---
	5.84E-14
	NA

	cg19764973
	ENSG00000165659
	2367
	-8.06
	7.61E-16
	---
	1.65E-13
	DACH1

	cg19764973
	ENSG00000138395
	1464
	-7.979
	1.47E-15
	--?
	3.16E-13
	CDK15

	cg19764973
	ENSG00000165140
	2367
	-7.96
	1.72E-15
	---
	3.65E-13
	FBP1

	cg19764973
	ENSG00000049089
	2367
	-7.949
	1.88E-15
	---
	3.95E-13
	COL9A2

	cg19764973
	ENSG00000119711
	2367
	-7.897
	2.87E-15
	---
	5.96E-13
	ALDH6A1

	cg19764973
	ENSG00000118513
	2367
	-7.848
	4.22E-15
	---
	8.67E-13
	MYB

	cg19764973
	ENSG00000213759
	1464
	-7.845
	4.34E-15
	--?
	8.81E-13
	UGT2B11

	cg19764973
	ENSG00000225339
	2367
	-7.843
	4.39E-15
	---
	8.81E-13
	NA

	cg19764973
	ENSG00000066468
	2367
	-7.82
	5.27E-15
	---
	1.04E-12
	FGFR2

	cg19764973
	ENSG00000145990
	2367
	-7.82
	5.29E-15
	---
	1.04E-12
	GFOD1

	cg19764973
	ENSG00000262823
	2367
	-7.687
	1.51E-14
	---
	2.94E-12
	NA

	cg19764973
	ENSG00000248593
	2367
	-7.555
	4.20E-14
	---
	8.09E-12
	DSTNP2

	cg19764973
	ENSG00000124019
	2367
	-7.553
	4.24E-14
	---
	8.09E-12
	FAM124B

	cg19764973
	ENSG00000157388
	2367
	-7.542
	4.64E-14
	---
	8.76E-12
	CACNA1D

	cg19764973
	ENSG00000186792
	2367
	-7.446
	9.66E-14
	---
	1.80E-11
	HYAL3

	cg19764973
	ENSG00000106003
	2367
	-7.415
	1.22E-13
	---
	2.26E-11
	LFNG

	cg19764973
	ENSG00000261113
	2367
	-7.405
	1.31E-13
	---
	2.40E-11
	NA

	cg19764973
	ENSG00000139629
	2367
	-7.401
	1.35E-13
	---
	2.45E-11
	GALNT6

	cg19764973
	ENSG00000238164
	2367
	-7.372
	1.68E-13
	---
	3.03E-11
	NA

	cg19764973
	ENSG00000032444
	2367
	-7.292
	3.06E-13
	---
	5.45E-11
	PNPLA6

	cg19764973
	ENSG00000128268
	2367
	-7.255
	4.01E-13
	---
	7.07E-11
	MGAT3

	cg19764973
	ENSG00000092068
	2367
	-7.216
	5.35E-13
	---
	9.35E-11
	SLC7A8

	cg19764973
	ENSG00000158246
	2367
	-7.187
	6.61E-13
	---
	1.14E-10
	FAM46B

	cg19764973
	ENSG00000137672
	2367
	-7.102
	1.23E-12
	---
	2.10E-10
	TRPC6

	cg19764973
	ENSG00000138801
	2367
	-7.068
	1.57E-12
	---
	2.67E-10
	PAPSS1

	cg19764973
	ENSG00000117461
	2367
	-7.004
	2.48E-12
	---
	4.18E-10
	PIK3R3

	cg19764973
	ENSG00000147872
	2367
	-6.947
	3.73E-12
	---
	6.23E-10
	PLIN2

	cg19764973
	ENSG00000005187
	2367
	-6.919
	4.55E-12
	---
	7.53E-10
	ACSM3

	cg19764973
	ENSG00000105048
	2367
	-6.851
	7.31E-12
	---
	1.20E-09
	TNNT1

	cg19764973
	ENSG00000099957
	2367
	-6.822
	9.00E-12
	---
	1.46E-09
	P2RX6

	cg19764973
	ENSG00000117480
	2367
	-6.724
	1.76E-11
	---
	2.84E-09
	FAAH

	cg19764973
	ENSG00000175857
	2367
	-6.691
	2.21E-11
	---
	3.53E-09
	GAPT

	cg19764973
	ENSG00000175130
	2367
	-6.676
	2.46E-11
	---
	3.89E-09
	MARCKSL1

	cg19764973
	ENSG00000139641
	2367
	-6.643
	3.08E-11
	---
	4.84E-09
	ESYT1

	cg19764973
	ENSG00000105220
	2367
	-6.589
	4.42E-11
	---
	6.89E-09
	GPI

	cg19764973
	ENSG00000243477
	2367
	-6.577
	4.80E-11
	---
	7.42E-09
	NAT6

	cg19764973
	ENSG00000005189
	2367
	-6.573
	4.95E-11
	---
	7.58E-09
	NA

	cg19764973
	ENSG00000249763
	1464
	-6.522
	6.93E-11
	--?
	1.05E-08
	NA

	cg19764973
	ENSG00000159618
	2367
	-6.515
	7.28E-11
	---
	1.10E-08
	GPR114

	cg19764973
	ENSG00000002726
	2367
	-6.51
	7.50E-11
	---
	1.12E-08
	AOC1

	cg19764973
	ENSG00000258987
	1464
	-6.488
	8.67E-11
	--?
	1.29E-08
	NA

	cg19764973
	ENSG00000105088
	2367
	-6.437
	1.22E-10
	---
	1.80E-08
	OLFM2

	cg19764973
	ENSG00000183579
	2367
	-6.423
	1.33E-10
	---
	1.95E-08
	ZNRF3

	cg19764973
	ENSG00000168765
	2367
	-6.414
	1.42E-10
	---
	2.06E-08
	GSTM4

	cg19764973
	ENSG00000166689
	2367
	-6.404
	1.51E-10
	---
	2.17E-08
	PLEKHA7

	cg19764973
	ENSG00000142512
	2367
	-6.371
	1.88E-10
	---
	2.68E-08
	SIGLEC10

	cg19764973
	ENSG00000167549
	2367
	-6.367
	1.93E-10
	---
	2.73E-08
	CORO6

	cg19764973
	ENSG00000230107
	2367
	-6.353
	2.11E-10
	---
	2.96E-08
	NA

	cg19764973
	ENSG00000131773
	2367
	-6.296
	3.05E-10
	---
	4.25E-08
	KHDRBS3

	cg19764973
	ENSG00000256347
	1464
	-6.214
	5.16E-10
	--?
	7.14E-08
	OR8R1P

	cg19764973
	ENSG00000228549
	2367
	-6.206
	5.43E-10
	---
	7.46E-08
	NA

	cg19764973
	ENSG00000100150
	2367
	-6.203
	5.55E-10
	---
	7.56E-08
	DEPDC5

	cg19764973
	ENSG00000220349
	1464
	-6.202
	5.58E-10
	--?
	7.56E-08
	NA

	cg19764973
	ENSG00000174944
	2367
	-6.133
	8.61E-10
	---
	1.16E-07
	P2RY14

	cg19764973
	ENSG00000149657
	2367
	-6.122
	9.24E-10
	---
	1.23E-07
	LSM14B

	cg19764973
	ENSG00000119720
	2367
	-6.093
	1.11E-09
	---
	1.47E-07
	NRDE2

	cg19764973
	ENSG00000251390
	2367
	-6.02
	1.75E-09
	---
	2.30E-07
	NA

	cg19764973
	ENSG00000204084
	2367
	-6.012
	1.84E-09
	---
	2.40E-07
	INPP5B

	cg19764973
	ENSG00000071205
	2367
	-5.971
	2.36E-09
	---
	3.05E-07
	ARHGAP10

	cg19764973
	ENSG00000166428
	2367
	-5.97
	2.37E-09
	---
	3.05E-07
	PLD4

	cg19764973
	ENSG00000139531
	2367
	-5.965
	2.44E-09
	---
	3.13E-07
	SUOX

	cg19764973
	ENSG00000169385
	2367
	-5.956
	2.59E-09
	---
	3.29E-07
	RNASE2

	cg19764973
	ENSG00000130695
	2367
	-5.903
	3.58E-09
	---
	4.52E-07
	CEP85

	cg19764973
	ENSG00000103222
	2367
	-5.879
	4.13E-09
	---
	5.18E-07
	ABCC1

	cg19764973
	ENSG00000185052
	2367
	-5.875
	4.22E-09
	---
	5.26E-07
	SLC24A3

	cg19764973
	ENSG00000115828
	2367
	5.863
	4.54E-09
	+++
	5.61E-07
	QPCT

	cg19764973
	ENSG00000103569
	2367
	5.835
	5.37E-09
	+++
	6.60E-07
	AQP9

	cg19764973
	ENSG00000135503
	2367
	-5.831
	5.51E-09
	---
	6.73E-07
	ACVR1B

	cg19764973
	ENSG00000166147
	2367
	-5.828
	5.62E-09
	---
	6.81E-07
	FBN1

	cg19764973
	ENSG00000099998
	2367
	-5.803
	6.53E-09
	---
	7.87E-07
	GGT5

	cg19764973
	ENSG00000131018
	2367
	-5.767
	8.09E-09
	---
	9.69E-07
	SYNE1

	cg19764973
	ENSG00000116717
	2367
	-5.679
	1.36E-08
	---
	1.62E-06
	GADD45A

	cg19764973
	ENSG00000180767
	2367
	-5.665
	1.47E-08
	---
	1.74E-06
	CHST13

	cg19764973
	ENSG00000174004
	2367
	-5.642
	1.68E-08
	---
	1.98E-06
	NRROS

	cg19764973
	ENSG00000143119
	2367
	5.565
	2.62E-08
	+++
	3.06E-06
	CD53

	cg19764973
	ENSG00000136068
	2367
	-5.552
	2.83E-08
	---
	3.28E-06
	FLNB

	cg19764973
	ENSG00000006534
	2367
	-5.543
	2.97E-08
	---
	3.42E-06
	ALDH3B1

	cg19764973
	ENSG00000160325
	2367
	-5.521
	3.36E-08
	---
	3.86E-06
	CACFD1

	cg19764973
	ENSG00000171631
	2367
	-5.513
	3.53E-08
	---
	4.02E-06
	P2RY6

	cg19764973
	ENSG00000259953
	2367
	-5.494
	3.94E-08
	---
	4.46E-06
	NA

	cg19764973
	ENSG00000135116
	2367
	-5.484
	4.16E-08
	---
	4.67E-06
	HRK

	cg19764973
	ENSG00000081760
	2367
	-5.483
	4.18E-08
	---
	4.67E-06
	AACS

	cg19764973
	ENSG00000162430
	2367
	-5.48
	4.26E-08
	---
	4.74E-06
	SEPN1

	cg19764973
	ENSG00000177685
	2367
	-5.455
	4.90E-08
	---
	5.42E-06
	EFCAB4A

	cg19764973
	ENSG00000213366
	2367
	-5.432
	5.59E-08
	---
	6.14E-06
	GSTM2

	cg19764973
	ENSG00000185344
	2367
	-5.413
	6.19E-08
	---
	6.77E-06
	ATP6V0A2

	cg19764973
	ENSG00000166743
	2367
	-5.397
	6.78E-08
	---
	7.37E-06
	ACSM1

	cg19764973
	ENSG00000166949
	2367
	-5.396
	6.82E-08
	---
	7.37E-06
	SMAD3

	cg19764973
	ENSG00000148180
	2367
	-5.395
	6.87E-08
	---
	7.37E-06
	GSN

	cg19764973
	ENSG00000188290
	2367
	-5.39
	7.06E-08
	---
	7.54E-06
	HES4

	cg19764973
	ENSG00000121053
	2367
	-5.379
	7.51E-08
	---
	7.97E-06
	EPX

	cg19764973
	ENSG00000186951
	2367
	-5.338
	9.39E-08
	---
	9.92E-06
	PPARA

	cg19764973
	ENSG00000109332
	2367
	5.311
	1.09E-07
	+++
	1.14E-05
	UBE2D3

	cg19764973
	ENSG00000167995
	2367
	5.307
	1.11E-07
	+++
	1.16E-05
	BEST1

	cg19764973
	ENSG00000152229
	2367
	-5.288
	1.24E-07
	---
	1.28E-05
	PSTPIP2

	cg19764973
	ENSG00000113273
	2367
	-5.27
	1.37E-07
	---
	1.41E-05
	ARSB

	cg19764973
	ENSG00000050438
	2367
	-5.229
	1.70E-07
	---
	1.75E-05
	SLC4A8

	cg19764973
	ENSG00000179348
	2367
	-5.221
	1.78E-07
	---
	1.82E-05
	GATA2

	cg19764973
	ENSG00000177374
	2367
	-5.211
	1.88E-07
	---
	1.91E-05
	HIC1

	cg16592897
	ENSG00000152969
	2367
	-13.372
	8.84E-41
	---
	1.65E-36
	JAKMIP1

	cg16592897
	ENSG00000188001
	2367
	-13.242
	5.00E-40
	---
	4.67E-36
	TPRG1

	cg16592897
	ENSG00000149328
	2367
	-13.14
	1.96E-39
	---
	1.22E-35
	GLB1L2

	cg16592897
	ENSG00000156475
	2367
	-13.111
	2.84E-39
	---
	1.33E-35
	PPP2R2B

	cg16592897
	ENSG00000175505
	2367
	-12.986
	1.47E-38
	---
	5.50E-35
	CLCF1

	cg16592897
	ENSG00000197093
	2367
	12.787
	1.93E-37
	+++
	6.00E-34
	GAL3ST4

	cg16592897
	ENSG00000143842
	2367
	-12.719
	4.63E-37
	---
	1.24E-33
	SOX13

	cg16592897
	ENSG00000100450
	2367
	-12.384
	3.18E-35
	---
	7.44E-32
	GZMH

	cg16592897
	ENSG00000178860
	2367
	-12.333
	6.03E-35
	---
	1.25E-31
	MSC

	cg16592897
	ENSG00000108370
	2367
	-12.201
	3.08E-34
	---
	5.75E-31
	RGS9

	cg16592897
	ENSG00000160791
	2367
	-12.173
	4.32E-34
	---
	7.35E-31
	CCR5

	cg16592897
	ENSG00000135631
	2367
	-12.101
	1.05E-33
	---
	1.63E-30
	RAB11FIP5

	cg16592897
	ENSG00000256128
	2367
	-11.907
	1.09E-32
	---
	1.57E-29
	LINC00944

	cg16592897
	ENSG00000225783
	2367
	-11.82
	3.08E-32
	---
	4.12E-29
	MIAT

	cg16592897
	ENSG00000161570
	2367
	-11.752
	6.88E-32
	---
	8.57E-29
	CCL5

	cg16592897
	ENSG00000087258
	2367
	-11.708
	1.16E-31
	---
	1.36E-28
	GNAO1

	cg16592897
	ENSG00000139187
	2367
	-11.702
	1.24E-31
	---
	1.36E-28
	KLRG1

	cg16592897
	ENSG00000167094
	2367
	-11.67
	1.82E-31
	---
	1.89E-28
	TTC16

	cg16592897
	ENSG00000119714
	2367
	-11.648
	2.34E-31
	---
	2.30E-28
	GPR68

	cg16592897
	ENSG00000162676
	2367
	-11.556
	6.92E-31
	---
	6.47E-28
	GFI1

	cg16592897
	ENSG00000186854
	2367
	11.528
	9.54E-31
	+++
	8.49E-28
	TRABD2A

	cg16592897
	ENSG00000163508
	2367
	-11.461
	2.07E-30
	---
	1.76E-27
	EOMES

	cg16592897
	ENSG00000117643
	2367
	11.396
	4.36E-30
	+++
	3.54E-27
	MAN1C1

	cg16592897
	ENSG00000189283
	2367
	11.359
	6.67E-30
	+++
	5.19E-27
	FHIT

	cg16592897
	ENSG00000126353
	2367
	11.326
	9.75E-30
	+++
	7.29E-27
	CCR7

	cg16592897
	ENSG00000198885
	2367
	-11.173
	5.52E-29
	---
	3.97E-26
	ITPRIPL1

	cg16592897
	ENSG00000138795
	2367
	11.158
	6.58E-29
	+++
	4.56E-26
	LEF1

	cg16592897
	ENSG00000142686
	2367
	-11.105
	1.19E-28
	---
	7.66E-26
	C1orf216

	cg16592897
	ENSG00000181036
	2367
	-11.105
	1.19E-28
	---
	7.66E-26
	FCRL6

	cg16592897
	ENSG00000162739
	2367
	-11.046
	2.30E-28
	---
	1.43E-25
	SLAMF6

	cg16592897
	ENSG00000132718
	2367
	-11.031
	2.70E-28
	---
	1.63E-25
	SYT11

	cg16592897
	ENSG00000101445
	2367
	-11.022
	2.98E-28
	---
	1.74E-25
	PPP1R16B

	cg16592897
	ENSG00000146904
	2367
	11.011
	3.36E-28
	+++
	1.91E-25
	EPHA1

	cg16592897
	ENSG00000153563
	2367
	-10.96
	5.93E-28
	---
	3.26E-25
	CD8A

	cg16592897
	ENSG00000145220
	2367
	-10.913
	1.00E-27
	---
	5.36E-25
	LYAR

	cg16592897
	ENSG00000196586
	2367
	-10.892
	1.26E-27
	---
	6.52E-25
	MYO6

	cg16592897
	ENSG00000227191
	2367
	-10.879
	1.45E-27
	---
	7.33E-25
	TRGC2

	cg16592897
	ENSG00000089692
	2367
	-10.87
	1.61E-27
	---
	7.92E-25
	LAG3

	cg16592897
	ENSG00000099204
	2367
	10.778
	4.39E-27
	+++
	2.10E-24
	ABLIM1

	cg16592897
	ENSG00000246526
	2367
	-10.768
	4.88E-27
	---
	2.28E-24
	NA

	cg16592897
	ENSG00000135362
	2367
	-10.711
	9.00E-27
	---
	4.10E-24
	PRR5L

	cg16592897
	ENSG00000232022
	2367
	-10.666
	1.47E-26
	---
	6.52E-24
	NA

	cg16592897
	ENSG00000188011
	2367
	-10.603
	2.89E-26
	---
	1.26E-23
	CXXC11

	cg16592897
	ENSG00000232021
	2367
	10.583
	3.56E-26
	+++
	1.51E-23
	LEF1-AS1

	cg16592897
	ENSG00000184545
	2367
	-10.578
	3.78E-26
	---
	1.57E-23
	DUSP8

	cg16592897
	ENSG00000204219
	2367
	10.539
	5.74E-26
	+++
	2.30E-23
	TCEA3

	cg16592897
	ENSG00000147457
	2367
	10.538
	5.78E-26
	+++
	2.30E-23
	CHMP7

	cg16592897
	ENSG00000069702
	2367
	-10.518
	7.12E-26
	---
	2.77E-23
	TGFBR3

	cg16592897
	ENSG00000164483
	2367
	-10.488
	9.78E-26
	---
	3.73E-23
	SAMD3

	cg16592897
	ENSG00000111863
	2367
	10.452
	1.44E-25
	+++
	5.37E-23
	ADTRP

	cg16592897
	ENSG00000154027
	2367
	10.433
	1.76E-25
	+++
	6.44E-23
	AK5

	cg16592897
	ENSG00000135960
	2367
	10.414
	2.14E-25
	+++
	7.68E-23
	EDAR

	cg16592897
	ENSG00000198915
	2367
	-10.316
	5.96E-25
	---
	2.10E-22
	RASGEF1A

	cg16592897
	ENSG00000120915
	2367
	10.3
	7.07E-25
	+++
	2.45E-22
	EPHX2

	cg16592897
	ENSG00000229474
	2367
	-10.279
	8.76E-25
	---
	2.98E-22
	PATL2

	cg16592897
	ENSG00000182983
	2367
	10.223
	1.56E-24
	+++
	5.22E-22
	ZNF662

	cg16592897
	ENSG00000169252
	2367
	-10.218
	1.65E-24
	---
	5.39E-22
	ADRB2

	cg16592897
	ENSG00000176083
	2367
	-10.197
	2.04E-24
	---
	6.58E-22
	ZNF683

	cg16592897
	ENSG00000100298
	2367
	-10.136
	3.81E-24
	---
	1.21E-21
	APOBEC3H

	cg16592897
	ENSG00000167664
	2367
	10.131
	4.02E-24
	+++
	1.25E-21
	TMIGD2

	cg16592897
	ENSG00000068028
	2367
	-10.118
	4.61E-24
	---
	1.41E-21
	RASSF1

	cg16592897
	ENSG00000196814
	2367
	-10.116
	4.70E-24
	---
	1.42E-21
	MVB12B

	cg16592897
	ENSG00000117461
	2367
	-10.096
	5.76E-24
	---
	1.71E-21
	PIK3R3

	cg16592897
	ENSG00000059915
	2367
	10.086
	6.36E-24
	+++
	1.86E-21
	PSD

	cg16592897
	ENSG00000153898
	2367
	-10.063
	8.09E-24
	---
	2.33E-21
	MCOLN2

	cg16592897
	ENSG00000197077
	2367
	-10.017
	1.28E-23
	---
	3.63E-21
	KIAA1671

	cg16592897
	ENSG00000188389
	2367
	-9.964
	2.18E-23
	---
	6.09E-21
	PDCD1

	cg16592897
	ENSG00000104490
	2367
	-9.962
	2.25E-23
	---
	6.17E-21
	NCALD

	cg16592897
	ENSG00000000971
	2367
	-9.914
	3.60E-23
	---
	9.76E-21
	CFH

	cg16592897
	ENSG00000141576
	2367
	9.867
	5.76E-23
	+++
	1.54E-20
	RNF157

	cg16592897
	ENSG00000138311
	2367
	-9.846
	7.10E-23
	---
	1.87E-20
	ZNF365

	cg16592897
	ENSG00000189233
	2367
	-9.815
	9.73E-23
	---
	2.53E-20
	NUGGC

	cg16592897
	ENSG00000101665
	2367
	-9.796
	1.17E-22
	---
	2.99E-20
	SMAD7

	cg16592897
	ENSG00000183691
	2367
	9.776
	1.43E-22
	+++
	3.61E-20
	NOG

	cg16592897
	ENSG00000081059
	2367
	9.774
	1.46E-22
	+++
	3.64E-20
	TCF7

	cg16592897
	ENSG00000182534
	2367
	-9.736
	2.12E-22
	---
	5.20E-20
	MXRA7

	cg16592897
	ENSG00000166483
	2367
	-9.692
	3.26E-22
	---
	7.92E-20
	WEE1

	cg16592897
	ENSG00000092096
	2367
	9.69
	3.31E-22
	+++
	7.93E-20
	SLC22A17

	cg16592897
	ENSG00000163564
	2367
	-9.682
	3.60E-22
	---
	8.51E-20
	PYHIN1

	cg16592897
	ENSG00000183473
	2367
	9.673
	3.93E-22
	+++
	9.18E-20
	SSTR3

	cg16592897
	ENSG00000181847
	2367
	-9.615
	6.89E-22
	---
	1.59E-19
	TIGIT

	cg16592897
	ENSG00000026751
	2367
	-9.59
	8.82E-22
	---
	2.01E-19
	SLAMF7

	cg16592897
	ENSG00000090975
	2367
	9.533
	1.53E-21
	+++
	3.44E-19
	PITPNM2

	cg16592897
	ENSG00000197880
	2367
	9.51
	1.91E-21
	+++
	4.26E-19
	MDS2

	cg16592897
	ENSG00000238241
	2367
	9.481
	2.52E-21
	+++
	5.54E-19
	CCR12P

	cg16592897
	ENSG00000160271
	2367
	-9.473
	2.72E-21
	---
	5.91E-19
	RALGDS

	cg16592897
	ENSG00000154358
	2367
	9.461
	3.05E-21
	+++
	6.56E-19
	OBSCN

	cg16592897
	ENSG00000129270
	2367
	9.456
	3.21E-21
	+++
	6.77E-19
	MMP28

	cg16592897
	ENSG00000157985
	2367
	-9.455
	3.22E-21
	---
	6.77E-19
	AGAP1

	cg16592897
	ENSG00000204314
	2367
	9.447
	3.49E-21
	+++
	7.24E-19
	PRRT1

	cg16592897
	ENSG00000239713
	2367
	-9.409
	4.99E-21
	---
	1.03E-18
	APOBEC3G

	cg16592897
	ENSG00000134308
	2367
	-9.378
	6.75E-21
	---
	1.37E-18
	YWHAQ

	cg16592897
	ENSG00000189238
	2367
	-9.361
	7.91E-21
	---
	1.59E-18
	LINC00943

	cg16592897
	ENSG00000116667
	2367
	-9.322
	1.14E-20
	---
	2.26E-18
	C1orf21

	cg16592897
	ENSG00000109956
	2367
	-9.319
	1.18E-20
	---
	2.32E-18
	B3GAT1

	cg16592897
	ENSG00000231062
	2367
	9.316
	1.21E-20
	+++
	2.36E-18
	NA

	cg16592897
	ENSG00000213420
	2367
	9.304
	1.35E-20
	+++
	2.61E-18
	GPC2

	cg16592897
	ENSG00000125864
	2367
	-9.265
	1.95E-20
	---
	3.72E-18
	BFSP1

	cg16592897
	ENSG00000159733
	2367
	-9.222
	2.93E-20
	---
	5.52E-18
	ZFYVE28

	cg16592897
	ENSG00000060140
	2367
	-9.221
	2.95E-20
	---
	5.52E-18
	STYK1

	cg16592897
	ENSG00000157978
	2367
	9.213
	3.18E-20
	+++
	5.88E-18
	LDLRAP1

	cg16592897
	ENSG00000264198
	2367
	-9.209
	3.29E-20
	---
	6.03E-18
	NA

	cg16592897
	ENSG00000168056
	2367
	9.207
	3.34E-20
	+++
	6.06E-18
	LTBP3

	cg16592897
	ENSG00000235194
	2367
	9.175
	4.51E-20
	+++
	8.10E-18
	PPP1R3E

	cg16592897
	ENSG00000100100
	2367
	9.159
	5.24E-20
	+++
	9.32E-18
	PIK3IP1

	cg16592897
	ENSG00000164402
	2367
	-9.138
	6.35E-20
	---
	1.12E-17
	Aug-04

	cg16592897
	ENSG00000116824
	2367
	-9.132
	6.72E-20
	---
	1.17E-17
	CD2

	cg16592897
	ENSG00000158555
	2367
	-9.105
	8.63E-20
	---
	1.49E-17
	GDPD5

	cg16592897
	ENSG00000198353
	2367
	-9.099
	9.13E-20
	---
	1.55E-17
	HOXC4

	cg16592897
	ENSG00000105409
	2367
	-9.099
	9.08E-20
	---
	1.55E-17
	ATP1A3

	cg16592897
	ENSG00000258511
	2367
	9.088
	1.01E-19
	+++
	1.70E-17
	NA

	cg16592897
	ENSG00000225632
	2367
	9.072
	1.17E-19
	+++
	1.96E-17
	NA

	cg16592897
	ENSG00000211696
	2367
	-9.065
	1.25E-19
	---
	2.06E-17
	TRGV8

	cg16592897
	ENSG00000162545
	2367
	-9.062
	1.29E-19
	---
	2.09E-17
	CAMK2N1

	cg16592897
	ENSG00000114812
	2367
	9.062
	1.29E-19
	+++
	2.09E-17
	VIPR1

	cg16592897
	ENSG00000119772
	2367
	9.051
	1.41E-19
	+++
	2.26E-17
	DNMT3A

	cg16592897
	ENSG00000233306
	2367
	-9.052
	1.40E-19
	---
	2.26E-17
	TRGV2

	cg16592897
	ENSG00000180739
	2367
	-9.048
	1.46E-19
	---
	2.31E-17
	S1PR5

	cg16592897
	ENSG00000072195
	2367
	9.04
	1.56E-19
	+++
	2.45E-17
	SPEG

	cg16592897
	ENSG00000131686
	2367
	9.002
	2.22E-19
	+++
	3.46E-17
	CA6

	cg16592897
	ENSG00000110324
	2367
	-8.965
	3.10E-19
	---
	4.79E-17
	IL10RA

	cg16592897
	ENSG00000006555
	2367
	-8.964
	3.14E-19
	---
	4.80E-17
	TTC22

	cg16592897
	ENSG00000181652
	2367
	8.963
	3.16E-19
	+++
	4.80E-17
	ATG9B

	cg16592897
	ENSG00000178038
	2367
	8.962
	3.18E-19
	+++
	4.80E-17
	ALS2CL

	cg16592897
	ENSG00000113088
	2367
	-8.961
	3.22E-19
	---
	4.82E-17
	GZMK

	cg16592897
	ENSG00000112378
	2367
	-8.953
	3.47E-19
	---
	5.15E-17
	PERP

	cg16592897
	ENSG00000073861
	2367
	-8.925
	4.47E-19
	---
	6.58E-17
	TBX21

	cg16592897
	ENSG00000112182
	2367
	8.896
	5.77E-19
	+++
	8.36E-17
	BACH2

	cg16592897
	ENSG00000230537
	2367
	-8.896
	5.77E-19
	---
	8.36E-17
	NA

	cg16592897
	ENSG00000167106
	2367
	8.823
	1.11E-18
	+++
	1.60E-16
	FAM102A

	cg16592897
	ENSG00000078304
	2367
	-8.799
	1.38E-18
	---
	1.96E-16
	PPP2R5C

	cg16592897
	ENSG00000196169
	2367
	-8.794
	1.45E-18
	---
	2.04E-16
	KIF19

	cg16592897
	ENSG00000198668
	2367
	-8.793
	1.45E-18
	---
	2.04E-16
	CALM1

	cg16592897
	ENSG00000145649
	2367
	-8.768
	1.83E-18
	---
	2.55E-16
	GZMA

	cg16592897
	ENSG00000235162
	2367
	-8.762
	1.92E-18
	---
	2.65E-16
	C12orf75

	cg16592897
	ENSG00000074590
	2367
	-8.724
	2.70E-18
	---
	3.71E-16
	NUAK1

	cg16592897
	ENSG00000211694
	2367
	-8.72
	2.78E-18
	---
	3.80E-16
	TRGV10

	cg16592897
	ENSG00000181104
	2367
	-8.68
	3.96E-18
	---
	5.36E-16
	F2R

	cg16592897
	ENSG00000073350
	2367
	-8.673
	4.22E-18
	---
	5.68E-16
	LLGL2

	cg16592897
	ENSG00000165617
	2367
	8.668
	4.41E-18
	+++
	5.89E-16
	DACT1

	cg16592897
	ENSG00000119943
	2367
	-8.655
	4.95E-18
	---
	6.56E-16
	PYROXD2

	cg16592897
	ENSG00000125868
	2367
	-8.631
	6.10E-18
	---
	8.03E-16
	DSTN

	cg16592897
	ENSG00000173482
	2367
	-8.623
	6.52E-18
	---
	8.52E-16
	PTPRM

	cg16592897
	ENSG00000159784
	2367
	-8.589
	8.77E-18
	---
	1.14E-15
	FAM131B

	cg16592897
	ENSG00000173530
	2367
	8.54
	1.34E-17
	+++
	1.73E-15
	TNFRSF10D

	cg16592897
	ENSG00000235576
	2367
	-8.517
	1.64E-17
	---
	2.10E-15
	NA

	cg16592897
	ENSG00000134539
	2367
	-8.515
	1.67E-17
	---
	2.12E-15
	KLRD1

	cg16592897
	ENSG00000182319
	2367
	8.459
	2.70E-17
	+++
	3.40E-15
	NA

	cg16592897
	ENSG00000166313
	2367
	8.455
	2.79E-17
	+++
	3.50E-15
	APBB1

	cg16592897
	ENSG00000112394
	2367
	8.454
	2.82E-17
	+++
	3.51E-15
	SLC16A10

	cg16592897
	ENSG00000125657
	2367
	-8.451
	2.88E-17
	---
	3.56E-15
	TNFSF9

	cg16592897
	ENSG00000131459
	2367
	-8.439
	3.20E-17
	---
	3.91E-15
	GFPT2

	cg16592897
	ENSG00000135253
	2367
	-8.439
	3.20E-17
	---
	3.91E-15
	KCP

	cg16592897
	ENSG00000148175
	2367
	-8.434
	3.35E-17
	---
	4.06E-15
	STOM

	cg16592897
	ENSG00000172005
	2367
	8.432
	3.39E-17
	+++
	4.09E-15
	MAL

	cg16592897
	ENSG00000136213
	2367
	-8.417
	3.87E-17
	---
	4.64E-15
	CHST12

	cg16592897
	ENSG00000178732
	2367
	8.401
	4.43E-17
	+++
	5.27E-15
	GP5

	cg16592897
	ENSG00000136997
	2367
	8.398
	4.54E-17
	+++
	5.37E-15
	MYC

	cg16592897
	ENSG00000225079
	2367
	-8.391
	4.80E-17
	---
	5.64E-15
	FTH1P22

	cg16592897
	ENSG00000048028
	2367
	-8.361
	6.22E-17
	---
	7.26E-15
	USP28

	cg16592897
	ENSG00000171476
	2367
	-8.355
	6.57E-17
	---
	7.62E-15
	HOPX

	cg16592897
	ENSG00000052126
	2367
	-8.337
	7.60E-17
	---
	8.77E-15
	PLEKHA5

	cg16592897
	ENSG00000125726
	2367
	-8.298
	1.06E-16
	---
	1.22E-14
	CD70

	cg16592897
	ENSG00000126217
	2367
	8.291
	1.12E-16
	+++
	1.27E-14
	MCF2L

	cg16592897
	ENSG00000088899
	2367
	8.292
	1.12E-16
	+++
	1.27E-14
	NA

	cg16592897
	ENSG00000146674
	2367
	-8.289
	1.14E-16
	---
	1.29E-14
	IGFBP3

	cg16592897
	ENSG00000100628
	2367
	-8.274
	1.30E-16
	---
	1.45E-14
	ASB2

	cg16592897
	ENSG00000238268
	2367
	-8.271
	1.32E-16
	---
	1.47E-14
	NA

	cg16592897
	ENSG00000154229
	2367
	8.256
	1.51E-16
	+++
	1.67E-14
	PRKCA

	cg16592897
	ENSG00000228794
	2367
	8.246
	1.64E-16
	+++
	1.81E-14
	LINC01128

	cg16592897
	ENSG00000166341
	2367
	8.23
	1.88E-16
	+++
	2.05E-14
	DCHS1

	cg16592897
	ENSG00000101298
	2367
	8.219
	2.05E-16
	+++
	2.23E-14
	SNPH

	cg16592897
	ENSG00000129277
	2367
	-8.213
	2.15E-16
	---
	2.33E-14
	CCL4

	cg16592897
	ENSG00000054654
	2367
	-8.192
	2.56E-16
	---
	2.75E-14
	SYNE2

	cg16592897
	ENSG00000138623
	2367
	-8.185
	2.72E-16
	---
	2.90E-14
	SEMA7A

	cg16592897
	ENSG00000105641
	2367
	8.16
	3.34E-16
	+++
	3.55E-14
	SLC5A5

	cg16592897
	ENSG00000020633
	2367
	-8.153
	3.54E-16
	---
	3.73E-14
	RUNX3

	cg16592897
	ENSG00000151136
	2367
	8.137
	4.05E-16
	+++
	4.25E-14
	BTBD11

	cg16592897
	ENSG00000246223
	2367
	8.127
	4.41E-16
	+++
	4.61E-14
	C14orf64

	cg16592897
	ENSG00000105374
	2367
	-8.095
	5.72E-16
	---
	5.93E-14
	NKG7

	cg16592897
	ENSG00000204934
	2367
	8.093
	5.83E-16
	+++
	6.02E-14
	ATP6V0E2-AS1

	cg16592897
	ENSG00000149582
	2367
	8.09
	5.98E-16
	+++
	6.14E-14
	TMEM25

	cg16592897
	ENSG00000244649
	1464
	-8.085
	6.20E-16
	--?
	6.33E-14
	NA

	cg16592897
	ENSG00000101096
	2367
	-8.076
	6.68E-16
	---
	6.78E-14
	NFATC2

	cg16592897
	ENSG00000140577
	2367
	8.06
	7.63E-16
	+++
	7.70E-14
	CRTC3

	cg16592897
	ENSG00000164574
	2367
	-8.059
	7.68E-16
	---
	7.72E-14
	GALNT10

	cg16592897
	ENSG00000172348
	1464
	-8.052
	8.17E-16
	--?
	8.16E-14
	RCAN2

	cg16592897
	ENSG00000174292
	2367
	8.046
	8.56E-16
	+++
	8.51E-14
	TNK1

	cg16592897
	ENSG00000205336
	2367
	-8.037
	9.20E-16
	---
	9.10E-14
	GPR56

	cg16592897
	ENSG00000174807
	2367
	8.029
	9.85E-16
	+++
	9.69E-14
	CD248

	cg16592897
	ENSG00000065357
	2367
	8.018
	1.08E-15
	+++
	1.05E-13
	DGKA

	cg16592897
	ENSG00000158292
	2367
	-8.016
	1.09E-15
	---
	1.06E-13
	GPR153

	cg16592897
	ENSG00000230747
	2367
	-8.007
	1.18E-15
	---
	1.14E-13
	NA

	cg16592897
	ENSG00000134107
	2367
	-7.998
	1.26E-15
	---
	1.22E-13
	BHLHE40

	cg16592897
	ENSG00000172653
	2367
	-7.996
	1.29E-15
	---
	1.23E-13
	C17orf66

	cg16592897
	ENSG00000139116
	2367
	-7.991
	1.34E-15
	---
	1.27E-13
	KIF21A

	cg16592897
	ENSG00000137441
	2367
	-7.989
	1.36E-15
	---
	1.29E-13
	FGFBP2

	cg16592897
	ENSG00000139289
	2367
	-7.972
	1.56E-15
	---
	1.47E-13
	PHLDA1

	cg16592897
	ENSG00000135426
	2367
	7.966
	1.64E-15
	+++
	1.54E-13
	TESPA1

	cg16592897
	ENSG00000182985
	2367
	-7.959
	1.74E-15
	---
	1.62E-13
	CADM1

	cg16592897
	ENSG00000160007
	2367
	-7.942
	1.99E-15
	---
	1.85E-13
	ARHGAP35

	cg16592897
	ENSG00000183734
	2367
	-7.915
	2.48E-15
	---
	2.29E-13
	ASCL2

	cg16592897
	ENSG00000156463
	1464
	-7.908
	2.61E-15
	--?
	2.40E-13
	SH3RF2

	cg16592897
	ENSG00000232208
	2367
	7.894
	2.92E-15
	+++
	2.68E-13
	NA

	cg16592897
	ENSG00000159618
	2367
	-7.889
	3.05E-15
	---
	2.78E-13
	GPR114

	cg16592897
	ENSG00000145107
	2367
	-7.883
	3.18E-15
	---
	2.89E-13
	TM4SF19

	cg16592897
	ENSG00000090006
	2367
	-7.883
	3.20E-15
	---
	2.89E-13
	LTBP4

	cg16592897
	ENSG00000154814
	2367
	7.872
	3.49E-15
	+++
	3.14E-13
	OXNAD1

	cg16592897
	ENSG00000150687
	2367
	-7.871
	3.51E-15
	---
	3.14E-13
	PRSS23

	cg16592897
	ENSG00000162104
	2367
	-7.87
	3.55E-15
	---
	3.16E-13
	ADCY9

	cg16592897
	ENSG00000122223
	2367
	-7.864
	3.73E-15
	---
	3.31E-13
	CD244

	cg16592897
	ENSG00000260807
	2367
	7.819
	5.35E-15
	+++
	4.71E-13
	NA

	cg16592897
	ENSG00000169991
	2367
	-7.811
	5.68E-15
	---
	4.99E-13
	IFFO2

	cg16592897
	ENSG00000161381
	2367
	7.789
	6.78E-15
	+++
	5.92E-13
	PLXDC1

	cg16592897
	ENSG00000198846
	2367
	-7.783
	7.06E-15
	---
	6.13E-13
	TOX

	cg16592897
	ENSG00000058668
	2367
	-7.779
	7.31E-15
	---
	6.33E-13
	ATP2B4

	cg16592897
	ENSG00000188042
	2367
	-7.761
	8.44E-15
	---
	7.27E-13
	ARL4C

	cg16592897
	ENSG00000186197
	2367
	-7.744
	9.64E-15
	---
	8.26E-13
	EDARADD

	cg16592897
	ENSG00000008283
	2367
	-7.742
	9.82E-15
	---
	8.38E-13
	CYB561

	cg16592897
	ENSG00000235823
	2367
	7.737
	1.02E-14
	+++
	8.67E-13
	LINC00263

	cg16592897
	ENSG00000092820
	2367
	-7.691
	1.46E-14
	---
	1.24E-12
	EZR

	cg16592897
	ENSG00000225756
	2367
	7.682
	1.57E-14
	+++
	1.32E-12
	DBH-AS1

	cg16592897
	ENSG00000137266
	2367
	7.672
	1.69E-14
	+++
	1.42E-12
	SLC22A23

	cg16592897
	ENSG00000131018
	2367
	-7.628
	2.39E-14
	---
	1.99E-12
	SYNE1

	cg16592897
	ENSG00000108852
	2367
	7.563
	3.94E-14
	+++
	3.27E-12
	MPP2

	cg16592897
	ENSG00000172215
	2367
	-7.561
	4.01E-14
	---
	3.32E-12
	CXCR6

	cg16592897
	ENSG00000070882
	2367
	-7.543
	4.59E-14
	---
	3.78E-12
	OSBPL3

	cg16592897
	ENSG00000176049
	2367
	-7.541
	4.67E-14
	---
	3.82E-12
	JAKMIP2

	cg16592897
	ENSG00000153395
	2367
	-7.514
	5.73E-14
	---
	4.68E-12
	LPCAT1

	cg16592897
	ENSG00000121413
	2367
	7.5
	6.38E-14
	+++
	5.18E-12
	ZSCAN18

	cg16592897
	ENSG00000160191
	2367
	7.499
	6.43E-14
	+++
	5.20E-12
	PDE9A

	cg16592897
	ENSG00000234771
	2367
	7.498
	6.48E-14
	+++
	5.22E-12
	NA

	cg16592897
	ENSG00000065717
	2367
	7.486
	7.12E-14
	+++
	5.69E-12
	TLE2

	cg16592897
	ENSG00000211689
	2367
	-7.486
	7.10E-14
	---
	5.69E-12
	TRGC1

	cg16592897
	ENSG00000173114
	2367
	7.481
	7.39E-14
	+++
	5.87E-12
	LRRN3

	cg16592897
	ENSG00000136379
	2367
	-7.48
	7.43E-14
	---
	5.89E-12
	ABHD17C

	cg16592897
	ENSG00000167912
	2367
	-7.431
	1.08E-13
	---
	8.48E-12
	NA

	cg16592897
	ENSG00000021300
	2367
	7.424
	1.14E-13
	+++
	8.92E-12
	PLEKHB1

	cg16592897
	ENSG00000117411
	2367
	-7.419
	1.18E-13
	---
	9.20E-12
	B4GALT2

	cg16592897
	ENSG00000137501
	2367
	-7.418
	1.19E-13
	---
	9.26E-12
	SYTL2

	cg16592897
	ENSG00000162543
	2367
	-7.405
	1.31E-13
	---
	1.01E-11
	UBXN10

	cg16592897
	ENSG00000101230
	2367
	7.395
	1.41E-13
	+++
	1.09E-11
	ISM1

	cg16592897
	ENSG00000116237
	2367
	-7.391
	1.46E-13
	---
	1.12E-11
	ICMT

	cg16592897
	ENSG00000106624
	2367
	7.387
	1.50E-13
	+++
	1.15E-11
	AEBP1

	cg16592897
	ENSG00000169992
	2367
	7.385
	1.52E-13
	+++
	1.16E-11
	NLGN2

	cg16592897
	ENSG00000185920
	2367
	-7.384
	1.53E-13
	---
	1.16E-11
	PTCH1

	cg16592897
	ENSG00000214944
	2367
	-7.379
	1.60E-13
	---
	1.21E-11
	ARHGEF28

	cg16592897
	ENSG00000197859
	2367
	7.374
	1.66E-13
	+++
	1.25E-11
	ADAMTSL2

	cg16592897
	ENSG00000124942
	2367
	-7.361
	1.82E-13
	---
	1.37E-11
	AHNAK

	cg16592897
	ENSG00000167191
	2367
	7.36
	1.84E-13
	+++
	1.38E-11
	GPRC5B

	cg16592897
	ENSG00000116771
	2367
	7.35
	1.98E-13
	+++
	1.48E-11
	AGMAT

	cg16592897
	ENSG00000071205
	2367
	-7.346
	2.05E-13
	---
	1.52E-11
	ARHGAP10

	cg16592897
	ENSG00000066294
	2367
	-7.324
	2.40E-13
	---
	1.77E-11
	CD84

	cg16592897
	ENSG00000130511
	2367
	-7.306
	2.76E-13
	---
	2.03E-11
	SSBP4

	cg16592897
	ENSG00000197283
	2367
	7.3
	2.88E-13
	+++
	2.11E-11
	SYNGAP1

	cg16592897
	ENSG00000050555
	2367
	7.295
	2.98E-13
	+++
	2.17E-11
	LAMC3

	cg16592897
	ENSG00000106868
	2367
	-7.287
	3.16E-13
	---
	2.30E-11
	SUSD1

	cg16592897
	ENSG00000236213
	2367
	-7.275
	3.45E-13
	---
	2.50E-11
	NA

	cg16592897
	ENSG00000238121
	2367
	-7.272
	3.55E-13
	---
	2.56E-11
	LINC00426

	cg16592897
	ENSG00000166949
	2367
	-7.267
	3.67E-13
	---
	2.64E-11
	SMAD3

	cg16592897
	ENSG00000112796
	2367
	-7.242
	4.43E-13
	---
	3.17E-11
	ENPP5

	cg16592897
	ENSG00000136950
	2367
	-7.216
	5.36E-13
	---
	3.82E-11
	ARPC5L

	cg16592897
	ENSG00000162398
	2367
	-7.202
	5.91E-13
	---
	4.20E-11
	C1orf177

	cg16592897
	ENSG00000133067
	2367
	-7.192
	6.39E-13
	---
	4.52E-11
	LGR6

	cg16592897
	ENSG00000267128
	2367
	7.182
	6.86E-13
	+++
	4.84E-11
	RNF157-AS1

	cg16592897
	ENSG00000248746
	1464
	-7.175
	7.21E-13
	--?
	5.07E-11
	ACTN3

	cg16592897
	ENSG00000237943
	2367
	7.162
	7.94E-13
	+++
	5.56E-11
	PRKCQ-AS1

	cg16592897
	ENSG00000181467
	2367
	-7.16
	8.04E-13
	---
	5.61E-11
	RAP2B

	cg16592897
	ENSG00000226979
	2367
	7.149
	8.76E-13
	+++
	6.09E-11
	LTA

	cg16592897
	ENSG00000170485
	2367
	7.147
	8.85E-13
	+++
	6.13E-11
	NPAS2

	cg16592897
	ENSG00000189350
	2367
	-7.147
	8.89E-13
	---
	6.13E-11
	FAM179A

	cg16592897
	ENSG00000141458
	2367
	-7.146
	8.96E-13
	---
	6.15E-11
	NPC1

	cg16592897
	ENSG00000003249
	2367
	7.144
	9.04E-13
	+++
	6.19E-11
	DBNDD1

	cg16592897
	ENSG00000268510
	2367
	7.137
	9.51E-13
	+++
	6.49E-11
	IFNL3P1

	cg16592897
	ENSG00000198648
	2367
	-7.128
	1.02E-12
	---
	6.93E-11
	STK39

	cg16592897
	ENSG00000196407
	2367
	-7.119
	1.09E-12
	---
	7.35E-11
	THEM5

	cg16592897
	ENSG00000134716
	2367
	7.112
	1.15E-12
	+++
	7.73E-11
	CYP2J2

	cg16592897
	ENSG00000256069
	2367
	-7.103
	1.23E-12
	---
	8.21E-11
	A2MP1

	cg16592897
	ENSG00000196700
	2367
	7.103
	1.22E-12
	+++
	8.21E-11
	ZNF512B

	cg16592897
	ENSG00000117602
	2367
	7.075
	1.49E-12
	+++
	9.97E-11
	RCAN3

	cg16592897
	ENSG00000140511
	2367
	7.071
	1.53E-12
	+++
	1.02E-10
	HAPLN3

	cg16592897
	ENSG00000125384
	2367
	-7.066
	1.60E-12
	---
	1.06E-10
	PTGER2

	cg16592897
	ENSG00000131067
	2367
	7.059
	1.68E-12
	+++
	1.11E-10
	GGT7

	cg16592897
	ENSG00000170779
	2367
	-7.056
	1.72E-12
	---
	1.13E-10
	CDCA4

	cg16592897
	ENSG00000144152
	2367
	7.047
	1.83E-12
	+++
	1.20E-10
	FBLN7

	cg16592897
	ENSG00000185090
	2367
	-7.041
	1.90E-12
	---
	1.24E-10
	MANEAL

	cg16592897
	ENSG00000080493
	2367
	-7.038
	1.95E-12
	---
	1.27E-10
	SLC4A4

	cg16592897
	ENSG00000090097
	2367
	-7.036
	1.98E-12
	---
	1.29E-10
	PCBP4

	cg16592897
	ENSG00000100346
	2367
	7.027
	2.10E-12
	+++
	1.36E-10
	CACNA1I

	cg16592897
	ENSG00000257495
	2367
	7.011
	2.37E-12
	+++
	1.53E-10
	NA

	cg16592897
	ENSG00000197142
	2367
	-7.006
	2.45E-12
	---
	1.57E-10
	ACSL5

	cg16592897
	ENSG00000158006
	2367
	-7.002
	2.52E-12
	---
	1.61E-10
	PAFAH2

	cg16592897
	ENSG00000129654
	2367
	7.001
	2.54E-12
	+++
	1.62E-10
	FOXJ1

	cg16592897
	ENSG00000162909
	2367
	-6.998
	2.60E-12
	---
	1.65E-10
	CAPN2

	cg16592897
	ENSG00000170962
	2367
	-6.993
	2.70E-12
	---
	1.71E-10
	PDGFD

	cg16592897
	ENSG00000266947
	2367
	6.991
	2.73E-12
	+++
	1.72E-10
	NA

	cg16592897
	ENSG00000138172
	2367
	-6.989
	2.76E-12
	---
	1.74E-10
	CALHM2

	cg16592897
	ENSG00000196975
	2367
	-6.978
	3.00E-12
	---
	1.88E-10
	ANXA4

	cg16592897
	ENSG00000185697
	2367
	-6.974
	3.07E-12
	---
	1.92E-10
	MYBL1

	cg16592897
	ENSG00000006638
	2367
	6.958
	3.44E-12
	+++
	2.14E-10
	TBXA2R

	cg16592897
	ENSG00000070756
	2367
	6.953
	3.56E-12
	+++
	2.21E-10
	PABPC1

	cg16592897
	ENSG00000102760
	2367
	6.946
	3.75E-12
	+++
	2.32E-10
	RGCC

	cg16592897
	ENSG00000180867
	2367
	-6.944
	3.82E-12
	---
	2.36E-10
	PDIA3P1

	cg16592897
	ENSG00000166289
	2367
	-6.943
	3.85E-12
	---
	2.37E-10
	PLEKHF1

	cg16592897
	ENSG00000125462
	2367
	-6.931
	4.18E-12
	---
	2.56E-10
	C1orf61

	cg16592897
	ENSG00000164300
	2367
	6.93
	4.22E-12
	+++
	2.58E-10
	SERINC5

	cg16592897
	ENSG00000169242
	2367
	6.924
	4.39E-12
	+++
	2.67E-10
	EFNA1

	cg16592897
	ENSG00000168826
	2367
	-6.913
	4.74E-12
	---
	2.87E-10
	ZBTB49

	cg16592897
	ENSG00000233850
	2367
	6.913
	4.74E-12
	+++
	2.87E-10
	NA

	cg16592897
	ENSG00000244509
	2367
	-6.912
	4.78E-12
	---
	2.88E-10
	APOBEC3C

	cg16592897
	ENSG00000143851
	2367
	-6.907
	4.94E-12
	---
	2.97E-10
	PTPN7

	cg16592897
	ENSG00000174136
	2367
	6.906
	4.98E-12
	+++
	2.98E-10
	RGMB

	cg16592897
	ENSG00000162373
	2367
	6.905
	5.03E-12
	+++
	3.00E-10
	BEND5

	cg16592897
	ENSG00000130340
	2367
	6.905
	5.02E-12
	+++
	3.00E-10
	SNX9

	cg16592897
	ENSG00000116128
	2367
	6.9
	5.20E-12
	+++
	3.09E-10
	BCL9

	cg16592897
	ENSG00000179715
	2367
	6.866
	6.63E-12
	+++
	3.92E-10
	PCED1B

	cg16592897
	ENSG00000186951
	2367
	-6.865
	6.65E-12
	---
	3.92E-10
	PPARA

	cg16592897
	ENSG00000164342
	2367
	-6.848
	7.49E-12
	---
	4.40E-10
	TLR3

	cg16592897
	ENSG00000238062
	2367
	-6.847
	7.56E-12
	---
	4.43E-10
	SPATA3-AS1

	cg16592897
	ENSG00000269969
	2367
	6.845
	7.66E-12
	+++
	4.48E-10
	NA

	cg16592897
	ENSG00000184613
	2367
	6.842
	7.79E-12
	+++
	4.53E-10
	NELL2

	cg16592897
	ENSG00000110651
	2367
	-6.824
	8.85E-12
	---
	5.14E-10
	CD81

	cg16592897
	ENSG00000196187
	2367
	6.803
	1.03E-11
	+++
	5.94E-10
	TMEM63A

	cg16592897
	ENSG00000211804
	2367
	-6.8
	1.04E-11
	---
	6.02E-10
	TRDV1

	cg16592897
	ENSG00000188636
	2367
	-6.798
	1.06E-11
	---
	6.10E-10
	LDOC1L

	cg16592897
	ENSG00000089006
	2367
	-6.792
	1.11E-11
	---
	6.35E-10
	SNX5

	cg16592897
	ENSG00000232434
	2367
	-6.791
	1.11E-11
	---
	6.35E-10
	C9orf172

	cg16592897
	ENSG00000224863
	1464
	-6.783
	1.17E-11
	--?
	6.69E-10
	NA

	cg16592897
	ENSG00000151929
	2367
	6.774
	1.25E-11
	+++
	7.08E-10
	BAG3

	cg16592897
	ENSG00000110881
	2367
	6.774
	1.25E-11
	+++
	7.08E-10
	ASIC1

	cg16592897
	ENSG00000100311
	2367
	-6.768
	1.31E-11
	---
	7.39E-10
	PDGFB

	cg16592897
	ENSG00000213071
	2367
	-6.765
	1.34E-11
	---
	7.52E-10
	LPAL2

	cg16592897
	ENSG00000136002
	2367
	6.762
	1.36E-11
	+++
	7.62E-10
	ARHGEF4

	cg16592897
	ENSG00000106351
	2367
	-6.755
	1.43E-11
	---
	7.97E-10
	AGFG2

	cg16592897
	ENSG00000163820
	2367
	-6.75
	1.48E-11
	---
	8.26E-10
	FYCO1

	cg16592897
	ENSG00000165821
	2367
	6.743
	1.56E-11
	+++
	8.66E-10
	SALL2

	cg16592897
	ENSG00000115738
	2367
	-6.717
	1.85E-11
	---
	1.03E-09
	ID2

	cg16592897
	ENSG00000072310
	2367
	6.71
	1.94E-11
	+++
	1.08E-09
	SREBF1

	cg16592897
	ENSG00000120910
	2367
	-6.707
	1.99E-11
	---
	1.10E-09
	PPP3CC

	cg16592897
	ENSG00000204055
	2367
	6.702
	2.05E-11
	+++
	1.13E-09
	NA

	cg16592897
	ENSG00000170074
	2367
	6.69
	2.23E-11
	+++
	1.22E-09
	FAM153A

	cg16592897
	ENSG00000077585
	2367
	-6.682
	2.36E-11
	---
	1.29E-09
	GPR137B

	cg16592897
	ENSG00000256862
	2367
	6.681
	2.37E-11
	+++
	1.29E-09
	NA

	cg16592897
	ENSG00000127561
	2367
	-6.68
	2.40E-11
	---
	1.30E-09
	SYNGR3

	cg16592897
	ENSG00000205927
	2367
	-6.673
	2.51E-11
	---
	1.36E-09
	OLIG2

	cg16592897
	ENSG00000161835
	2367
	6.671
	2.54E-11
	+++
	1.37E-09
	GRASP

	cg16592897
	ENSG00000172878
	2367
	6.667
	2.62E-11
	+++
	1.41E-09
	METAP1D

	cg16592897
	ENSG00000164512
	2367
	6.666
	2.64E-11
	+++
	1.42E-09
	ANKRD55

	cg16592897
	ENSG00000147889
	2367
	-6.648
	2.97E-11
	---
	1.59E-09
	CDKN2A

	cg16592897
	ENSG00000146021
	2367
	6.64
	3.15E-11
	+++
	1.68E-09
	KLHL3

	cg16592897
	ENSG00000161267
	2367
	6.624
	3.49E-11
	+++
	1.86E-09
	BDH1

	cg16592897
	ENSG00000168004
	2367
	-6.613
	3.76E-11
	---
	2.00E-09
	HRASLS5

	cg16592897
	ENSG00000163517
	2367
	-6.608
	3.89E-11
	---
	2.06E-09
	HDAC11

	cg16592897
	ENSG00000174600
	2367
	-6.604
	3.99E-11
	---
	2.11E-09
	CMKLR1

	cg16592897
	ENSG00000225720
	2367
	-6.6
	4.12E-11
	---
	2.17E-09
	NA

	cg16592897
	ENSG00000162383
	2367
	-6.596
	4.22E-11
	---
	2.22E-09
	SLC1A7

	cg16592897
	ENSG00000158122
	2367
	-6.595
	4.26E-11
	---
	2.23E-09
	AAED1

	cg16592897
	ENSG00000140451
	2367
	-6.585
	4.54E-11
	---
	2.37E-09
	PIF1

	cg16592897
	ENSG00000170004
	2367
	6.574
	4.89E-11
	+++
	2.54E-09
	CHD3

	cg16592897
	ENSG00000198720
	2367
	-6.572
	4.95E-11
	---
	2.57E-09
	ANKRD13B

	cg16592897
	ENSG00000169884
	2367
	-6.567
	5.13E-11
	---
	2.65E-09
	WNT10B

	cg16592897
	ENSG00000158321
	2367
	-6.565
	5.22E-11
	---
	2.70E-09
	AUTS2

	cg16592897
	ENSG00000188191
	2367
	6.557
	5.49E-11
	+++
	2.83E-09
	PRKAR1B

	cg16592897
	ENSG00000245648
	2367
	-6.548
	5.82E-11
	---
	2.99E-09
	NA

	cg16592897
	ENSG00000158106
	2367
	6.547
	5.87E-11
	+++
	2.99E-09
	RHPN1

	cg16592897
	ENSG00000143870
	2367
	-6.547
	5.87E-11
	---
	2.99E-09
	PDIA6

	cg16592897
	ENSG00000148468
	2367
	6.548
	5.84E-11
	+++
	2.99E-09
	FAM171A1

	cg16592897
	ENSG00000181585
	2367
	6.546
	5.91E-11
	+++
	3.00E-09
	TMIE

	cg16592897
	ENSG00000173040
	2367
	-6.535
	6.36E-11
	---
	3.22E-09
	EVC2

	cg16592897
	ENSG00000167775
	2367
	-6.531
	6.51E-11
	---
	3.29E-09
	CD320

	cg16592897
	ENSG00000235531
	2367
	-6.531
	6.52E-11
	---
	3.29E-09
	NA

	cg16592897
	ENSG00000003400
	2367
	6.528
	6.65E-11
	+++
	3.34E-09
	CASP10

	cg16592897
	ENSG00000104341
	2367
	6.517
	7.18E-11
	+++
	3.60E-09
	LAPTM4B

	cg16592897
	ENSG00000186815
	2367
	6.516
	7.21E-11
	+++
	3.60E-09
	TPCN1

	cg16592897
	ENSG00000187118
	2367
	-6.508
	7.61E-11
	---
	3.78E-09
	CMC1

	cg16592897
	ENSG00000142173
	2367
	-6.508
	7.61E-11
	---
	3.78E-09
	COL6A2

	cg16592897
	ENSG00000167861
	2367
	6.507
	7.65E-11
	+++
	3.79E-09
	HID1

	cg16592897
	ENSG00000249978
	2367
	-6.503
	7.89E-11
	---
	3.90E-09
	TRGV7

	cg16592897
	ENSG00000007402
	2367
	-6.494
	8.35E-11
	---
	4.12E-09
	CACNA2D2

	cg16592897
	ENSG00000268041
	2367
	6.491
	8.55E-11
	+++
	4.21E-09
	NA

	cg16592897
	ENSG00000173848
	2367
	6.487
	8.77E-11
	+++
	4.30E-09
	NET1

	cg16592897
	ENSG00000005844
	2367
	-6.472
	9.67E-11
	---
	4.73E-09
	ITGAL

	cg16592897
	ENSG00000130653
	2367
	6.467
	9.99E-11
	+++
	4.87E-09
	PNPLA7

	cg16592897
	ENSG00000091181
	2367
	-6.46
	1.05E-10
	---
	5.09E-09
	IL5RA

	cg16592897
	ENSG00000112759
	2367
	-6.457
	1.07E-10
	---
	5.19E-09
	SLC29A1

	cg16592897
	ENSG00000102934
	2367
	6.456
	1.07E-10
	+++
	5.20E-09
	PLLP

	cg16592897
	ENSG00000186564
	2367
	-6.455
	1.08E-10
	---
	5.22E-09
	FOXD2

	cg16592897
	ENSG00000196155
	2367
	6.452
	1.10E-10
	+++
	5.31E-09
	PLEKHG4

	cg16592897
	ENSG00000112033
	2367
	6.434
	1.25E-10
	+++
	5.98E-09
	PPARD

	cg16592897
	ENSG00000126838
	2367
	-6.432
	1.26E-10
	---
	6.01E-09
	PZP

	cg16592897
	ENSG00000116574
	2367
	-6.432
	1.26E-10
	---
	6.01E-09
	RHOU

	cg16592897
	ENSG00000196968
	2367
	-6.425
	1.32E-10
	---
	6.29E-09
	FUT11

	cg16592897
	ENSG00000156127
	2367
	-6.423
	1.34E-10
	---
	6.36E-09
	BATF

	cg16592897
	ENSG00000168329
	2367
	-6.422
	1.35E-10
	---
	6.40E-09
	CX3CR1

	cg16592897
	ENSG00000204161
	2367
	-6.419
	1.37E-10
	---
	6.47E-09
	C10orf128

	cg16592897
	ENSG00000179855
	2367
	6.413
	1.43E-10
	+++
	6.74E-09
	GIPC3

	cg16592897
	ENSG00000172985
	2367
	6.406
	1.49E-10
	+++
	7.02E-09
	SH3RF3

	cg16592897
	ENSG00000050730
	2367
	-6.404
	1.52E-10
	---
	7.12E-09
	TNIP3

	cg16592897
	ENSG00000100003
	2367
	6.401
	1.55E-10
	+++
	7.24E-09
	SEC14L2

	cg16592897
	ENSG00000114423
	2367
	-6.4
	1.56E-10
	---
	7.27E-09
	CBLB

	cg16592897
	ENSG00000178573
	2367
	-6.394
	1.62E-10
	---
	7.53E-09
	MAF

	cg16592897
	ENSG00000156395
	2367
	6.387
	1.70E-10
	+++
	7.89E-09
	SORCS3

	cg16592897
	ENSG00000154016
	2367
	6.378
	1.80E-10
	+++
	8.33E-09
	GRAP

	cg16592897
	ENSG00000103056
	2367
	-6.363
	1.97E-10
	---
	9.13E-09
	SMPD3

	cg16592897
	ENSG00000182173
	2367
	-6.358
	2.04E-10
	---
	9.41E-09
	TSEN54

	cg16592897
	ENSG00000175873
	2367
	-6.347
	2.20E-10
	---
	1.01E-08
	NA

	cg16592897
	ENSG00000163113
	2367
	-6.345
	2.23E-10
	---
	1.02E-08
	OTUD7B

	cg16592897
	ENSG00000227184
	2367
	6.342
	2.27E-10
	+++
	1.04E-08
	EPPK1

	cg16592897
	ENSG00000089060
	2367
	6.33
	2.44E-10
	+++
	1.12E-08
	SLC8B1

	cg16592897
	ENSG00000114473
	2367
	-6.33
	2.46E-10
	---
	1.12E-08
	IQCG

	cg16592897
	ENSG00000182463
	2367
	6.313
	2.74E-10
	+++
	1.24E-08
	TSHZ2

	cg16592897
	ENSG00000145284
	2367
	-6.311
	2.78E-10
	---
	1.26E-08
	SCD5

	cg16592897
	ENSG00000105366
	2367
	-6.309
	2.81E-10
	---
	1.27E-08
	SIGLEC8

	cg16592897
	ENSG00000148019
	2367
	-6.308
	2.83E-10
	---
	1.28E-08
	CEP78

	cg16592897
	ENSG00000175707
	2367
	6.298
	3.02E-10
	+++
	1.36E-08
	C1orf172

	cg16592897
	ENSG00000115155
	2367
	-6.296
	3.05E-10
	---
	1.37E-08
	OTOF

	cg16592897
	ENSG00000105662
	2367
	6.294
	3.10E-10
	+++
	1.39E-08
	CRTC1

	cg16592897
	ENSG00000106327
	2367
	-6.291
	3.16E-10
	---
	1.41E-08
	TFR2

	cg16592897
	ENSG00000246214
	2367
	6.284
	3.30E-10
	+++
	1.47E-08
	NA

	cg16592897
	ENSG00000171843
	2367
	6.276
	3.48E-10
	+++
	1.55E-08
	MLLT3

	cg16592897
	ENSG00000131871
	2367
	-6.266
	3.71E-10
	---
	1.65E-08
	VIMP

	cg16592897
	ENSG00000136986
	2367
	-6.265
	3.74E-10
	---
	1.66E-08
	DERL1

	cg16592897
	ENSG00000181754
	2367
	6.246
	4.20E-10
	+++
	1.86E-08
	AMIGO1

	cg16592897
	ENSG00000227372
	2367
	6.241
	4.35E-10
	+++
	1.92E-08
	TP73-AS1

	cg16592897
	ENSG00000143819
	2367
	6.236
	4.50E-10
	+++
	1.98E-08
	EPHX1

	cg16592897
	ENSG00000185800
	2367
	-6.231
	4.64E-10
	---
	2.04E-08
	DMWD

	cg16592897
	ENSG00000115423
	2367
	6.223
	4.88E-10
	+++
	2.13E-08
	DNAH6

	cg16592897
	ENSG00000115112
	2367
	-6.223
	4.87E-10
	---
	2.13E-08
	TFCP2L1

	cg16592897
	ENSG00000151729
	2367
	-6.217
	5.05E-10
	---
	2.20E-08
	SLC25A4

	cg16592897
	ENSG00000242861
	2367
	6.217
	5.07E-10
	+++
	2.21E-08
	NA

	cg16592897
	ENSG00000007264
	2367
	-6.208
	5.37E-10
	---
	2.33E-08
	MATK

	cg16592897
	ENSG00000117519
	2367
	6.207
	5.39E-10
	+++
	2.33E-08
	CNN3

	cg16592897
	ENSG00000233355
	2367
	6.205
	5.48E-10
	+++
	2.36E-08
	CHRM3-AS2

	cg16592897
	ENSG00000070018
	2367
	6.197
	5.75E-10
	+++
	2.48E-08
	LRP6

	cg16592897
	ENSG00000008517
	2367
	-6.193
	5.89E-10
	---
	2.53E-08
	IL32

	cg16592897
	ENSG00000072071
	2367
	6.192
	5.94E-10
	+++
	2.55E-08
	LPHN1

	cg16592897
	ENSG00000117280
	2367
	-6.191
	5.98E-10
	---
	2.56E-08
	RAB7L1

	cg16592897
	ENSG00000128596
	2367
	-6.183
	6.28E-10
	---
	2.68E-08
	CCDC136

	cg16592897
	ENSG00000099139
	2367
	6.178
	6.48E-10
	+++
	2.76E-08
	PCSK5

	cg16592897
	ENSG00000139998
	2367
	6.17
	6.83E-10
	+++
	2.90E-08
	RAB15

	cg16592897
	ENSG00000159753
	2367
	6.169
	6.89E-10
	+++
	2.92E-08
	RLTPR

	cg16592897
	ENSG00000132670
	2367
	-6.164
	7.10E-10
	---
	3.00E-08
	PTPRA

	cg16592897
	ENSG00000111319
	2367
	6.163
	7.15E-10
	+++
	3.02E-08
	SCNN1A

	cg16592897
	ENSG00000170522
	2367
	-6.16
	7.26E-10
	---
	3.05E-08
	ELOVL6

	cg16592897
	ENSG00000139193
	2367
	6.158
	7.36E-10
	+++
	3.09E-08
	CD27

	cg16592897
	ENSG00000162639
	2367
	-6.15
	7.77E-10
	---
	3.25E-08
	HENMT1

	cg16592897
	ENSG00000117318
	2367
	6.14
	8.26E-10
	+++
	3.45E-08
	ID3

	cg16592897
	ENSG00000135919
	2367
	6.139
	8.31E-10
	+++
	3.47E-08
	SERPINE2

	cg16592897
	ENSG00000152990
	2367
	6.137
	8.42E-10
	+++
	3.51E-08
	GPR125

	cg16592897
	ENSG00000215788
	2367
	6.129
	8.86E-10
	+++
	3.68E-08
	TNFRSF25

	cg16592897
	ENSG00000010810
	2367
	-6.118
	9.46E-10
	---
	3.92E-08
	FYN

	cg16592897
	ENSG00000089012
	2367
	6.117
	9.56E-10
	+++
	3.95E-08
	SIRPG

	cg16592897
	ENSG00000261685
	2367
	6.113
	9.77E-10
	+++
	4.03E-08
	NA

	cg16592897
	ENSG00000140545
	2367
	6.092
	1.11E-09
	+++
	4.58E-08
	MFGE8

	cg16592897
	ENSG00000160318
	2367
	-6.085
	1.17E-09
	---
	4.79E-08
	CLDND2

	cg16592897
	ENSG00000064300
	2367
	-6.076
	1.23E-09
	---
	5.04E-08
	NGFR

	cg16592897
	ENSG00000120942
	2367
	6.073
	1.26E-09
	+++
	5.15E-08
	UBIAD1

	cg16592897
	ENSG00000240219
	2367
	6.069
	1.29E-09
	+++
	5.26E-08
	NA

	cg16592897
	ENSG00000123453
	2367
	6.063
	1.33E-09
	+++
	5.43E-08
	SARDH

	cg16592897
	ENSG00000117560
	2367
	-6.053
	1.43E-09
	---
	5.79E-08
	FASLG

	cg16592897
	ENSG00000259062
	2367
	6.051
	1.44E-09
	+++
	5.82E-08
	ACTN1-AS1

	cg16592897
	ENSG00000047849
	2367
	-6.042
	1.52E-09
	---
	6.16E-08
	MAP4

	cg16592897
	ENSG00000077984
	2367
	-6.035
	1.59E-09
	---
	6.41E-08
	CST7

	cg16592897
	ENSG00000185664
	2367
	6.033
	1.61E-09
	+++
	6.50E-08
	PMEL

	cg16592897
	ENSG00000232224
	2367
	6.031
	1.63E-09
	+++
	6.53E-08
	LINC00202-1

	cg16592897
	ENSG00000130766
	2367
	-6.031
	1.63E-09
	---
	6.53E-08
	SESN2

	cg16592897
	ENSG00000148248
	2367
	-6.029
	1.65E-09
	---
	6.59E-08
	SURF4

	cg16592897
	ENSG00000134242
	2367
	-6.022
	1.73E-09
	---
	6.89E-08
	PTPN22

	cg16592897
	ENSG00000164611
	2367
	-6.018
	1.76E-09
	---
	7.02E-08
	PTTG1

	cg16592897
	ENSG00000243811
	2367
	-6.012
	1.83E-09
	---
	7.29E-08
	APOBEC3D

	cg16592897
	ENSG00000115468
	2367
	6.009
	1.87E-09
	+++
	7.42E-08
	EFHD1

	cg16592897
	ENSG00000232810
	2367
	-5.998
	2.00E-09
	---
	7.92E-08
	TNF

	cg16592897
	ENSG00000107331
	2367
	-5.992
	2.07E-09
	---
	8.19E-08
	ABCA2

	cg16592897
	ENSG00000205356
	2367
	5.99
	2.10E-09
	+++
	8.27E-08
	TECPR1

	cg16592897
	ENSG00000255545
	2367
	-5.986
	2.15E-09
	---
	8.44E-08
	NA

	cg16592897
	ENSG00000168612
	2367
	5.981
	2.21E-09
	+++
	8.69E-08
	ZSWIM1

	cg16592897
	ENSG00000160223
	2367
	5.977
	2.27E-09
	+++
	8.89E-08
	ICOSLG

	cg16592897
	ENSG00000103064
	2367
	5.974
	2.31E-09
	+++
	9.04E-08
	SLC7A6

	cg16592897
	ENSG00000176919
	2367
	-5.973
	2.33E-09
	---
	9.08E-08
	C8G

	cg16592897
	ENSG00000129595
	2367
	-5.973
	2.33E-09
	---
	9.08E-08
	EPB41L4A

	cg16592897
	ENSG00000172543
	2367
	-5.97
	2.38E-09
	---
	9.23E-08
	CTSW

	cg16592897
	ENSG00000184428
	2367
	5.969
	2.39E-09
	+++
	9.26E-08
	TOP1MT

	cg16592897
	ENSG00000100380
	2367
	5.964
	2.47E-09
	+++
	9.54E-08
	ST13

	cg16592897
	ENSG00000034053
	2367
	5.963
	2.48E-09
	+++
	9.58E-08
	APBA2

	cg16592897
	ENSG00000107819
	2367
	-5.958
	2.55E-09
	---
	9.81E-08
	SFXN3

	cg16592897
	ENSG00000154153
	2367
	5.956
	2.58E-09
	+++
	9.94E-08
	FAM134B

	cg16592897
	ENSG00000182253
	2367
	-5.947
	2.73E-09
	---
	1.05E-07
	SYNM

	cg16592897
	ENSG00000136813
	2367
	-5.943
	2.80E-09
	---
	1.07E-07
	KIAA0368

	cg16592897
	ENSG00000237429
	2367
	5.927
	3.08E-09
	+++
	1.18E-07
	NA

	cg16592897
	ENSG00000154025
	2367
	5.927
	3.09E-09
	+++
	1.18E-07
	SLC5A10

	cg16592897
	ENSG00000136286
	2367
	-5.927
	3.09E-09
	---
	1.18E-07
	MYO1G

	cg16592897
	ENSG00000106123
	2367
	5.925
	3.12E-09
	+++
	1.19E-07
	EPHB6

	cg16592897
	ENSG00000172031
	2367
	-5.922
	3.17E-09
	---
	1.20E-07
	EPHX4

	cg16592897
	ENSG00000135423
	2367
	5.914
	3.34E-09
	+++
	1.26E-07
	GLS2

	cg16592897
	ENSG00000106479
	2367
	5.911
	3.39E-09
	+++
	1.28E-07
	ZNF862

	cg16592897
	ENSG00000107815
	2367
	5.909
	3.45E-09
	+++
	1.30E-07
	C10orf2

	cg16592897
	ENSG00000168646
	2367
	5.899
	3.66E-09
	+++
	1.38E-07
	AXIN2

	cg16592897
	ENSG00000136153
	2367
	5.885
	3.97E-09
	+++
	1.49E-07
	LMO7

	cg16592897
	ENSG00000239636
	2367
	-5.885
	3.99E-09
	---
	1.49E-07
	NA

	cg16592897
	ENSG00000166979
	2367
	-5.884
	4.00E-09
	---
	1.50E-07
	EVA1C

	cg16592897
	ENSG00000187535
	2367
	5.877
	4.18E-09
	+++
	1.56E-07
	IFT140

	cg16592897
	ENSG00000171101
	2367
	-5.872
	4.31E-09
	---
	1.60E-07
	SIGLEC17P

	cg16592897
	ENSG00000157593
	2367
	-5.871
	4.34E-09
	---
	1.61E-07
	SLC35B2

	cg16592897
	ENSG00000211695
	2367
	-5.87
	4.36E-09
	---
	1.62E-07
	TRGV9

	cg16592897
	ENSG00000157303
	2367
	5.869
	4.38E-09
	+++
	1.62E-07
	SUSD3

	cg16592897
	ENSG00000259953
	2367
	-5.868
	4.42E-09
	---
	1.63E-07
	NA

	cg16592897
	ENSG00000168754
	2367
	5.862
	4.58E-09
	+++
	1.69E-07
	FAM178B

	cg16592897
	ENSG00000057657
	2367
	-5.847
	5.01E-09
	---
	1.84E-07
	PRDM1

	cg16592897
	ENSG00000183134
	2367
	-5.842
	5.15E-09
	---
	1.89E-07
	PTGDR2

	cg16592897
	ENSG00000142156
	2367
	5.83
	5.56E-09
	+++
	2.04E-07
	COL6A1

	cg16592897
	ENSG00000121933
	2367
	-5.822
	5.82E-09
	---
	2.12E-07
	ADORA3

	cg16592897
	ENSG00000139626
	2367
	-5.822
	5.82E-09
	---
	2.12E-07
	ITGB7

	cg16592897
	ENSG00000197540
	2367
	-5.82
	5.89E-09
	---
	2.14E-07
	GZMM

	cg16592897
	ENSG00000197471
	2367
	-5.819
	5.92E-09
	---
	2.15E-07
	SPN

	cg16592897
	ENSG00000150093
	2367
	-5.808
	6.31E-09
	---
	2.29E-07
	ITGB1

	cg16592897
	ENSG00000105205
	2367
	-5.808
	6.33E-09
	---
	2.29E-07
	CLC

	cg16592897
	ENSG00000139182
	2367
	-5.806
	6.40E-09
	---
	2.31E-07
	CLSTN3

	cg16592897
	ENSG00000148600
	2367
	-5.8
	6.65E-09
	---
	2.40E-07
	CDHR1

	cg16592897
	ENSG00000170222
	2367
	5.798
	6.71E-09
	+++
	2.41E-07
	ADPRM

	cg16592897
	ENSG00000026652
	2367
	-5.796
	6.79E-09
	---
	2.44E-07
	AGPAT4

	cg16592897
	ENSG00000162894
	2367
	5.794
	6.89E-09
	+++
	2.47E-07
	FAIM3

	cg16592897
	ENSG00000116983
	2367
	5.792
	6.97E-09
	+++
	2.49E-07
	HPCAL4

	cg16592897
	ENSG00000136770
	2367
	-5.785
	7.27E-09
	---
	2.60E-07
	DNAJC1

	cg16592897
	ENSG00000184221
	2367
	-5.783
	7.33E-09
	---
	2.61E-07
	OLIG1

	cg16592897
	ENSG00000167535
	2367
	-5.782
	7.38E-09
	---
	2.63E-07
	CACNB3

	cg16592897
	ENSG00000162804
	2367
	5.776
	7.66E-09
	+++
	2.72E-07
	SNED1

	cg16592897
	ENSG00000170624
	1464
	-5.769
	7.98E-09
	--?
	2.83E-07
	SGCD

	cg16592897
	ENSG00000102781
	2367
	-5.764
	8.24E-09
	---
	2.92E-07
	KATNAL1

	cg16592897
	ENSG00000115523
	2367
	-5.759
	8.46E-09
	---
	2.99E-07
	GNLY

	cg16592897
	ENSG00000228956
	2367
	5.757
	8.54E-09
	+++
	3.01E-07
	NA

	cg16592897
	ENSG00000104660
	2367
	5.755
	8.68E-09
	+++
	3.06E-07
	LEPROTL1

	cg16592897
	ENSG00000114861
	2367
	5.74
	9.49E-09
	+++
	3.34E-07
	FOXP1

	cg16592897
	ENSG00000160360
	2367
	5.735
	9.78E-09
	+++
	3.43E-07
	GPSM1

	cg16592897
	ENSG00000172116
	2367
	-5.731
	9.97E-09
	---
	3.49E-07
	CD8B

	cg16592897
	ENSG00000234912
	2367
	5.731
	9.99E-09
	+++
	3.49E-07
	LINC00338

	cg16592897
	ENSG00000006831
	2367
	-5.724
	1.04E-08
	---
	3.63E-07
	ADIPOR2

	cg16592897
	ENSG00000069849
	2367
	-5.714
	1.10E-08
	---
	3.84E-07
	ATP1B3

	cg16592897
	ENSG00000124225
	2367
	5.706
	1.16E-08
	+++
	4.02E-07
	PMEPA1

	cg16592897
	ENSG00000054392
	2367
	-5.699
	1.21E-08
	---
	4.19E-07
	HHAT

	cg16592897
	ENSG00000175662
	2367
	5.695
	1.23E-08
	+++
	4.26E-07
	TOM1L2

	cg16592897
	ENSG00000176986
	2367
	-5.695
	1.23E-08
	---
	4.26E-07
	SEC24C

	cg16592897
	ENSG00000138758
	2367
	-5.695
	1.24E-08
	---
	4.26E-07
	Aug-07

	cg16592897
	ENSG00000079999
	2367
	-5.693
	1.25E-08
	---
	4.31E-07
	KEAP1

	cg16592897
	ENSG00000137842
	2367
	-5.69
	1.27E-08
	---
	4.36E-07
	TMEM62

	cg16592897
	ENSG00000100027
	2367
	-5.682
	1.33E-08
	---
	4.57E-07
	YPEL1

	cg16592897
	ENSG00000156345
	2367
	5.681
	1.34E-08
	+++
	4.57E-07
	CDK20

	cg16592897
	ENSG00000267121
	2367
	5.669
	1.44E-08
	+++
	4.90E-07
	NA

	cg16592897
	ENSG00000249684
	2367
	5.659
	1.52E-08
	+++
	5.19E-07
	NA

	cg16592897
	ENSG00000234614
	2367
	-5.658
	1.53E-08
	---
	5.21E-07
	NA

	cg16592897
	ENSG00000103404
	2367
	-5.657
	1.54E-08
	---
	5.25E-07
	USP31

	cg16592897
	ENSG00000145911
	2367
	5.654
	1.57E-08
	+++
	5.32E-07
	N4BP3

	cg16592897
	ENSG00000261801
	2367
	-5.651
	1.60E-08
	---
	5.41E-07
	LOXL1-AS1

	cg16592897
	ENSG00000186567
	2367
	5.65
	1.61E-08
	+++
	5.42E-07
	CEACAM19

	cg16592897
	ENSG00000091409
	2367
	5.649
	1.62E-08
	+++
	5.45E-07
	ITGA6

	cg16592897
	ENSG00000204580
	2367
	5.648
	1.62E-08
	+++
	5.45E-07
	DDR1

	cg16592897
	ENSG00000198520
	2367
	5.648
	1.62E-08
	+++
	5.45E-07
	C1orf228

	cg16592897
	ENSG00000237248
	2367
	-5.641
	1.69E-08
	---
	5.67E-07
	LINC00987

	cg16592897
	ENSG00000179627
	2367
	-5.64
	1.70E-08
	---
	5.69E-07
	ZBTB42

	cg16592897
	ENSG00000117090
	2367
	-5.628
	1.82E-08
	---
	6.09E-07
	SLAMF1

	cg16592897
	ENSG00000227051
	2367
	5.626
	1.84E-08
	+++
	6.15E-07
	C14orf132

	cg16592897
	ENSG00000185436
	2367
	-5.622
	1.89E-08
	---
	6.29E-07
	IFNLR1

	cg16592897
	ENSG00000140263
	2367
	-5.622
	1.89E-08
	---
	6.29E-07
	SORD

	cg16592897
	ENSG00000158966
	2367
	5.612
	2.00E-08
	+++
	6.62E-07
	CACHD1

	cg16592897
	ENSG00000150637
	2367
	-5.606
	2.07E-08
	---
	6.85E-07
	CD226

	cg16592897
	ENSG00000184349
	2367
	-5.604
	2.09E-08
	---
	6.91E-07
	EFNA5

	cg16592897
	ENSG00000181291
	2367
	5.601
	2.13E-08
	+++
	7.02E-07
	TMEM132E

	cg16592897
	ENSG00000168005
	2367
	-5.601
	2.13E-08
	---
	7.02E-07
	C11orf84

	cg16592897
	ENSG00000197892
	2367
	-5.6
	2.14E-08
	---
	7.05E-07
	KIF13B

	cg16592897
	ENSG00000188322
	2367
	-5.598
	2.16E-08
	---
	7.11E-07
	SBK1

	cg16592897
	ENSG00000146433
	2367
	-5.589
	2.28E-08
	---
	7.48E-07
	TMEM181

	cg16592897
	ENSG00000128050
	2367
	5.588
	2.29E-08
	+++
	7.50E-07
	PAICS

	cg16592897
	ENSG00000151689
	2367
	-5.582
	2.38E-08
	---
	7.76E-07
	INPP1

	cg16592897
	ENSG00000180644
	2367
	-5.576
	2.46E-08
	---
	8.02E-07
	PRF1

	cg16592897
	ENSG00000145882
	2367
	5.574
	2.48E-08
	+++
	8.09E-07
	PCYOX1L

	cg16592897
	ENSG00000057935
	2367
	5.571
	2.53E-08
	+++
	8.21E-07
	MTA3

	cg16592897
	ENSG00000176092
	2367
	-5.57
	2.54E-08
	---
	8.25E-07
	AIM1L

	cg16592897
	ENSG00000111057
	2367
	5.568
	2.58E-08
	+++
	8.34E-07
	KRT18

	cg16592897
	ENSG00000105486
	2367
	5.568
	2.58E-08
	+++
	8.34E-07
	LIG1

	cg16592897
	ENSG00000170298
	2367
	5.567
	2.59E-08
	+++
	8.36E-07
	LGALS9B

	cg16592897
	ENSG00000162572
	2367
	5.567
	2.60E-08
	+++
	8.36E-07
	SCNN1D

	cg16592897
	ENSG00000091129
	2367
	5.558
	2.74E-08
	+++
	8.78E-07
	NRCAM

	cg16592897
	ENSG00000171219
	2367
	5.558
	2.73E-08
	+++
	8.78E-07
	CDC42BPG

	cg16592897
	ENSG00000004866
	2367
	-5.553
	2.81E-08
	---
	9.02E-07
	ST7

	cg16592897
	ENSG00000038002
	2367
	-5.549
	2.87E-08
	---
	9.20E-07
	AGA

	cg16592897
	ENSG00000261097
	2367
	5.546
	2.92E-08
	+++
	9.34E-07
	LINC00563

	cg16592897
	ENSG00000085465
	2367
	5.545
	2.94E-08
	+++
	9.36E-07
	OVGP1

	cg16592897
	ENSG00000158050
	2367
	-5.541
	3.01E-08
	---
	9.57E-07
	DUSP2

	cg16592897
	ENSG00000124203
	2367
	-5.539
	3.04E-08
	---
	9.66E-07
	ZNF831

	cg16592897
	ENSG00000169715
	2367
	-5.536
	3.10E-08
	---
	9.84E-07
	MT1E

	cg16592897
	ENSG00000145687
	2367
	5.519
	3.40E-08
	+++
	1.08E-06
	SSBP2

	cg16592897
	ENSG00000108773
	2367
	5.515
	3.50E-08
	+++
	1.11E-06
	KAT2A

	cg16592897
	ENSG00000197057
	2367
	-5.513
	3.54E-08
	---
	1.12E-06
	DTHD1

	cg16592897
	ENSG00000152256
	2367
	5.512
	3.55E-08
	+++
	1.12E-06
	PDK1

	cg16592897
	ENSG00000125084
	2367
	-5.511
	3.58E-08
	---
	1.13E-06
	WNT1

	cg16592897
	ENSG00000111716
	2367
	5.508
	3.63E-08
	+++
	1.14E-06
	LDHB

	cg16592897
	ENSG00000005206
	2367
	5.508
	3.63E-08
	+++
	1.14E-06
	SPPL2B

	cg16592897
	ENSG00000173581
	2367
	5.505
	3.69E-08
	+++
	1.16E-06
	CCDC106

	cg16592897
	ENSG00000091592
	2367
	5.504
	3.72E-08
	+++
	1.16E-06
	NLRP1

	cg16592897
	ENSG00000140598
	2367
	-5.502
	3.75E-08
	---
	1.17E-06
	EFTUD1

	cg16592897
	ENSG00000092067
	2367
	-5.488
	4.08E-08
	---
	1.27E-06
	CEBPE

	cg16592897
	ENSG00000154134
	2367
	5.484
	4.16E-08
	+++
	1.29E-06
	ROBO3

	cg16592897
	ENSG00000198208
	2367
	5.482
	4.20E-08
	+++
	1.30E-06
	RPS6KL1

	cg16592897
	ENSG00000069667
	2367
	-5.479
	4.29E-08
	---
	1.33E-06
	RORA

	cg16592897
	ENSG00000088179
	2367
	-5.478
	4.30E-08
	---
	1.33E-06
	PTPN4

	cg16592897
	ENSG00000143486
	2367
	5.478
	4.31E-08
	+++
	1.33E-06
	EIF2D

	cg16592897
	ENSG00000197558
	2367
	5.475
	4.37E-08
	+++
	1.35E-06
	SSPO

	cg16592897
	ENSG00000169258
	2367
	-5.474
	4.39E-08
	---
	1.35E-06
	GPRIN1

	cg16592897
	ENSG00000076248
	2367
	-5.473
	4.43E-08
	---
	1.36E-06
	UNG

	cg16592897
	ENSG00000215012
	2367
	5.47
	4.50E-08
	+++
	1.38E-06
	C22orf29

	cg16592897
	ENSG00000167236
	2367
	-5.468
	4.55E-08
	---
	1.39E-06
	CCL23

	cg16592897
	ENSG00000113319
	2367
	5.465
	4.63E-08
	+++
	1.42E-06
	RASGRF2

	cg16592897
	ENSG00000103355
	2367
	-5.461
	4.73E-08
	---
	1.44E-06
	PRSS33

	cg16592897
	ENSG00000130940
	2367
	-5.461
	4.74E-08
	---
	1.45E-06
	CASZ1

	cg16592897
	ENSG00000113407
	2367
	-5.459
	4.79E-08
	---
	1.46E-06
	TARS

	cg16592897
	ENSG00000231682
	2367
	5.457
	4.84E-08
	+++
	1.47E-06
	NA

	cg16592897
	ENSG00000162496
	2367
	5.453
	4.95E-08
	+++
	1.50E-06
	DHRS3

	cg16592897
	ENSG00000099365
	2367
	5.452
	4.97E-08
	+++
	1.51E-06
	STX1B

	cg16592897
	ENSG00000167549
	2367
	-5.448
	5.09E-08
	---
	1.54E-06
	CORO6

	cg16592897
	ENSG00000196422
	2367
	-5.441
	5.29E-08
	---
	1.60E-06
	PPP1R26

	cg16592897
	ENSG00000101350
	2367
	-5.439
	5.35E-08
	---
	1.61E-06
	KIF3B

	cg16592897
	ENSG00000176485
	2367
	-5.436
	5.45E-08
	---
	1.64E-06
	PLA2G16

	cg16592897
	ENSG00000197635
	2367
	5.427
	5.72E-08
	+++
	1.72E-06
	DPP4

	cg16592897
	ENSG00000134014
	2367
	-5.423
	5.87E-08
	---
	1.76E-06
	ELP3

	cg16592897
	ENSG00000127743
	2367
	5.422
	5.89E-08
	+++
	1.76E-06
	IL17B

	cg16592897
	ENSG00000163577
	2367
	-5.422
	5.90E-08
	---
	1.76E-06
	EIF5A2

	cg16592897
	ENSG00000175048
	2367
	-5.414
	6.16E-08
	---
	1.84E-06
	ZDHHC14

	cg16592897
	ENSG00000267278
	2367
	5.403
	6.56E-08
	+++
	1.95E-06
	MAP3K14-AS1

	cg16592897
	ENSG00000177426
	2367
	-5.402
	6.60E-08
	---
	1.97E-06
	TGIF1

	cg16592897
	ENSG00000182568
	2367
	5.401
	6.62E-08
	+++
	1.97E-06
	SATB1

	cg16592897
	ENSG00000114315
	2367
	-5.394
	6.88E-08
	---
	2.04E-06
	HES1

	cg16592897
	ENSG00000119042
	2367
	-5.394
	6.89E-08
	---
	2.04E-06
	SATB2

	cg16592897
	ENSG00000067191
	2367
	-5.392
	6.96E-08
	---
	2.06E-06
	CACNB1

	cg16592897
	ENSG00000125746
	2367
	-5.391
	7.03E-08
	---
	2.07E-06
	EML2

	cg16592897
	ENSG00000218422
	2367
	5.383
	7.31E-08
	+++
	2.16E-06
	NA

	cg16592897
	ENSG00000187824
	2367
	5.382
	7.38E-08
	+++
	2.17E-06
	TMEM220

	cg16592897
	ENSG00000144136
	2367
	-5.374
	7.68E-08
	---
	2.26E-06
	SLC20A1

	cg16592897
	ENSG00000256667
	2367
	-5.361
	8.26E-08
	---
	2.42E-06
	KLRAP1

	cg16592897
	ENSG00000212694
	2367
	5.359
	8.36E-08
	+++
	2.45E-06
	NA

	cg16592897
	ENSG00000159111
	2367
	-5.348
	8.89E-08
	---
	2.60E-06
	MRPL10

	cg16592897
	ENSG00000106477
	2367
	5.348
	8.88E-08
	+++
	2.60E-06
	CEP41

	cg16592897
	ENSG00000125249
	2367
	-5.329
	9.85E-08
	---
	2.87E-06
	RAP2A

	cg16592897
	ENSG00000139629
	2367
	-5.325
	1.01E-07
	---
	2.94E-06
	GALNT6

	cg16592897
	ENSG00000134765
	2367
	5.324
	1.02E-07
	+++
	2.95E-06
	DSC1

	cg16592897
	ENSG00000065675
	2367
	-5.309
	1.10E-07
	---
	3.20E-06
	PRKCQ

	cg16592897
	ENSG00000250397
	2367
	5.306
	1.12E-07
	+++
	3.25E-06
	NA

	cg16592897
	ENSG00000165527
	2367
	-5.3
	1.16E-07
	---
	3.35E-06
	ARF6

	cg16592897
	ENSG00000132694
	2367
	5.296
	1.18E-07
	+++
	3.42E-06
	ARHGEF11

	cg16592897
	ENSG00000110583
	2367
	-5.296
	1.18E-07
	---
	3.42E-06
	NAA40

	cg16592897
	ENSG00000243452
	2367
	5.295
	1.19E-07
	+++
	3.43E-06
	NBPF15

	cg16592897
	ENSG00000005513
	2367
	5.293
	1.20E-07
	+++
	3.46E-06
	SOX8

	cg16592897
	ENSG00000188522
	2367
	-5.291
	1.22E-07
	---
	3.50E-06
	FAM83G

	cg16592897
	ENSG00000161905
	2367
	-5.289
	1.23E-07
	---
	3.53E-06
	ALOX15

	cg16592897
	ENSG00000133460
	2367
	5.283
	1.27E-07
	+++
	3.64E-06
	SLC2A11

	cg16592897
	ENSG00000090447
	2367
	5.269
	1.37E-07
	+++
	3.91E-06
	TFAP4

	cg16592897
	ENSG00000168614
	2367
	5.269
	1.37E-07
	+++
	3.91E-06
	NBPF9

	cg16592897
	ENSG00000176293
	2367
	5.268
	1.38E-07
	+++
	3.93E-06
	ZNF135

	cg16592897
	ENSG00000197043
	2367
	-5.268
	1.38E-07
	---
	3.93E-06
	ANXA6

	cg16592897
	ENSG00000074527
	2367
	-5.265
	1.41E-07
	---
	3.99E-06
	NTN4

	cg16592897
	ENSG00000170915
	2367
	5.262
	1.43E-07
	+++
	4.04E-06
	PAQR8

	cg16592897
	ENSG00000151065
	2367
	-5.258
	1.46E-07
	---
	4.12E-06
	DCP1B

	cg16592897
	ENSG00000166126
	2367
	5.256
	1.47E-07
	+++
	4.17E-06
	AMN

	cg16592897
	ENSG00000186654
	2367
	-5.247
	1.55E-07
	---
	4.36E-06
	PRR5

	cg16592897
	ENSG00000143167
	2367
	5.247
	1.55E-07
	+++
	4.36E-06
	GPA33

	cg16592897
	ENSG00000189190
	2367
	-5.24
	1.61E-07
	---
	4.52E-06
	ZNF600

	cg16592897
	ENSG00000170989
	2367
	-5.238
	1.62E-07
	---
	4.55E-06
	S1PR1

	cg16592897
	ENSG00000140470
	2367
	5.237
	1.64E-07
	+++
	4.59E-06
	ADAMTS17

	cg16592897
	ENSG00000251301
	2367
	-5.235
	1.65E-07
	---
	4.62E-06
	NA

	cg16592897
	ENSG00000130787
	2367
	5.231
	1.68E-07
	+++
	4.71E-06
	HIP1R

	cg16592897
	ENSG00000179148
	2367
	5.223
	1.76E-07
	+++
	4.91E-06
	ALOXE3

	cg16592897
	ENSG00000162913
	2367
	5.217
	1.82E-07
	+++
	5.07E-06
	C1orf145

	cg16592897
	ENSG00000222009
	2367
	5.211
	1.88E-07
	+++
	5.24E-06
	BTBD19

	cg16592897
	ENSG00000154640
	2367
	-5.209
	1.90E-07
	---
	5.28E-06
	BTG3

	cg15344640
	ENSG00000112759
	2367
	-19.33
	3.01E-83
	---
	5.62E-79
	SLC29A1

	cg15344640
	ENSG00000105366
	2367
	-18.702
	4.78E-78
	---
	4.46E-74
	SIGLEC8

	cg15344640
	ENSG00000205927
	2367
	-18.298
	8.53E-75
	---
	5.32E-71
	OLIG2

	cg15344640
	ENSG00000121933
	2367
	-18.139
	1.56E-73
	---
	7.29E-70
	ADORA3

	cg15344640
	ENSG00000183134
	2367
	-18.105
	2.91E-73
	---
	1.09E-69
	PTGDR2

	cg15344640
	ENSG00000103355
	2367
	-17.983
	2.63E-72
	---
	8.20E-69
	PRSS33

	cg15344640
	ENSG00000091181
	2367
	-17.942
	5.57E-72
	---
	1.49E-68
	IL5RA

	cg15344640
	ENSG00000103056
	2367
	-17.807
	6.22E-71
	---
	1.45E-67
	SMPD3

	cg15344640
	ENSG00000167236
	2367
	-16.899
	4.58E-64
	---
	9.52E-61
	CCL23

	cg15344640
	ENSG00000174083
	2367
	-16.459
	7.24E-61
	---
	1.35E-57
	PIK3R6

	cg15344640
	ENSG00000168004
	2367
	-16.416
	1.47E-60
	---
	2.50E-57
	HRASLS5

	cg15344640
	ENSG00000092067
	2367
	-16.332
	5.84E-60
	---
	9.10E-57
	CEBPE

	cg15344640
	ENSG00000138623
	2367
	-15.855
	1.31E-56
	---
	1.88E-53
	SEMA7A

	cg15344640
	ENSG00000182557
	2367
	-15.617
	5.57E-55
	---
	7.44E-52
	SPNS3

	cg15344640
	ENSG00000131203
	2367
	-15.603
	6.90E-55
	---
	8.60E-52
	IDO1

	cg15344640
	ENSG00000215148
	2367
	-15.352
	3.46E-53
	---
	4.04E-50
	PRSS41

	cg15344640
	ENSG00000105205
	2367
	-15.319
	5.67E-53
	---
	6.24E-50
	CLC

	cg15344640
	ENSG00000130433
	2367
	-15.292
	8.69E-53
	---
	9.03E-50
	CACNG6

	cg15344640
	ENSG00000157368
	2367
	-15.205
	3.28E-52
	---
	3.22E-49
	IL34

	cg15344640
	ENSG00000100628
	2367
	-14.826
	9.96E-50
	---
	9.31E-47
	ASB2

	cg15344640
	ENSG00000160180
	2367
	-14.353
	1.01E-46
	---
	9.03E-44
	TFF3

	cg15344640
	ENSG00000142408
	2367
	-14.317
	1.72E-46
	---
	1.46E-43
	CACNG8

	cg15344640
	ENSG00000114315
	2367
	-14.307
	1.98E-46
	---
	1.60E-43
	HES1

	cg15344640
	ENSG00000255587
	2367
	-14.097
	3.94E-45
	---
	3.07E-42
	RAB44

	cg15344640
	ENSG00000179627
	2367
	-13.876
	8.82E-44
	---
	6.59E-41
	ZBTB42

	cg15344640
	ENSG00000184221
	2367
	-13.778
	3.45E-43
	---
	2.48E-40
	OLIG1

	cg15344640
	ENSG00000161905
	2367
	-13.606
	3.69E-42
	---
	2.55E-39
	ALOX15

	cg15344640
	ENSG00000140263
	2367
	-13.305
	2.16E-40
	---
	1.44E-37
	SORD

	cg15344640
	ENSG00000109099
	2367
	-13.197
	9.12E-40
	---
	5.88E-37
	PMP22

	cg15344640
	ENSG00000134489
	2367
	-13.157
	1.56E-39
	---
	9.73E-37
	HRH4

	cg15344640
	ENSG00000182240
	2367
	-13.101
	3.24E-39
	---
	1.96E-36
	BACE2

	cg15344640
	ENSG00000184371
	2367
	-12.791
	1.85E-37
	---
	1.08E-34
	CSF1

	cg15344640
	ENSG00000072134
	2367
	-12.68
	7.59E-37
	---
	4.30E-34
	EPN2

	cg15344640
	ENSG00000133317
	2367
	-12.394
	2.83E-35
	---
	1.56E-32
	LGALS12

	cg15344640
	ENSG00000186204
	2367
	-12.375
	3.59E-35
	---
	1.92E-32
	CYP4F12

	cg15344640
	ENSG00000196220
	2367
	-12.15
	5.76E-34
	---
	2.99E-31
	SRGAP3

	cg15344640
	ENSG00000099377
	2367
	-11.825
	2.89E-32
	---
	1.46E-29
	HSD3B7

	cg15344640
	ENSG00000134072
	2367
	-11.595
	4.37E-31
	---
	2.15E-28
	CAMK1

	cg15344640
	ENSG00000189068
	2367
	-11.472
	1.83E-30
	---
	8.79E-28
	VSTM1

	cg15344640
	ENSG00000260401
	2367
	-11.37
	5.87E-30
	---
	2.74E-27
	NA

	cg15344640
	ENSG00000268758
	2367
	-11.316
	1.10E-29
	---
	4.99E-27
	EMR4P

	cg15344640
	ENSG00000162390
	2367
	-11.304
	1.26E-29
	---
	5.60E-27
	ACOT11

	cg15344640
	ENSG00000174837
	2367
	-11.195
	4.30E-29
	---
	1.87E-26
	EMR1

	cg15344640
	ENSG00000119943
	2367
	-11.142
	7.86E-29
	---
	3.34E-26
	PYROXD2

	cg15344640
	ENSG00000151689
	2367
	-10.987
	4.40E-28
	---
	1.83E-25
	INPP1

	cg15344640
	ENSG00000071242
	2367
	-10.732
	7.17E-27
	---
	2.91E-24
	RPS6KA2

	cg15344640
	ENSG00000264695
	2367
	-10.716
	8.52E-27
	---
	3.39E-24
	NA

	cg15344640
	ENSG00000115602
	2367
	-10.695
	1.08E-26
	---
	4.19E-24
	IL1RL1

	cg15344640
	ENSG00000188822
	2367
	-10.67
	1.40E-26
	---
	5.34E-24
	CNR2

	cg15344640
	ENSG00000175591
	2367
	-10.668
	1.44E-26
	---
	5.39E-24
	P2RY2

	cg15344640
	ENSG00000120279
	2367
	-10.483
	1.04E-25
	---
	3.80E-23
	MYCT1

	cg15344640
	ENSG00000135605
	2367
	-10.416
	2.10E-25
	---
	7.54E-23
	TEC

	cg15344640
	ENSG00000196422
	2367
	-10.355
	3.95E-25
	---
	1.39E-22
	PPP1R26

	cg15344640
	ENSG00000166016
	2367
	-10.151
	3.28E-24
	---
	1.13E-21
	ABTB2

	cg15344640
	ENSG00000113296
	2367
	-10.036
	1.06E-23
	---
	3.60E-21
	THBS4

	cg15344640
	ENSG00000165702
	2367
	-9.953
	2.44E-23
	---
	8.13E-21
	GFI1B

	cg15344640
	ENSG00000167107
	2367
	-9.947
	2.60E-23
	---
	8.53E-21
	ACSF2

	cg15344640
	ENSG00000250548
	2367
	-9.891
	4.55E-23
	---
	1.46E-20
	NA

	cg15344640
	ENSG00000259479
	2367
	-9.845
	7.19E-23
	---
	2.28E-20
	NA

	cg15344640
	ENSG00000106003
	2367
	-9.735
	2.14E-22
	---
	6.68E-20
	LFNG

	cg15344640
	ENSG00000010310
	2367
	-9.71
	2.74E-22
	---
	8.39E-20
	GIPR

	cg15344640
	ENSG00000250696
	2367
	-9.704
	2.89E-22
	---
	8.70E-20
	NA

	cg15344640
	ENSG00000162881
	2367
	-9.614
	7.01E-22
	---
	2.08E-19
	OXER1

	cg15344640
	ENSG00000183625
	2367
	-9.462
	3.03E-21
	---
	8.86E-19
	CCR3

	cg15344640
	ENSG00000145990
	2367
	-9.451
	3.36E-21
	---
	9.67E-19
	GFOD1

	cg15344640
	ENSG00000117640
	2367
	-9.323
	1.13E-20
	---
	3.19E-18
	MTFR1L

	cg15344640
	ENSG00000049089
	2367
	-9.173
	4.59E-20
	---
	1.28E-17
	COL9A2

	cg15344640
	ENSG00000184313
	2367
	-9.161
	5.12E-20
	---
	1.41E-17
	MROH7

	cg15344640
	ENSG00000121691
	2367
	-9.087
	1.02E-19
	---
	2.75E-17
	CAT

	cg15344640
	ENSG00000116016
	2367
	-9.075
	1.14E-19
	---
	3.04E-17
	EPAS1

	cg15344640
	ENSG00000103319
	2367
	-8.987
	2.55E-19
	---
	6.71E-17
	EEF2K

	cg15344640
	ENSG00000010278
	2367
	-8.867
	7.54E-19
	---
	1.96E-16
	CD9

	cg15344640
	ENSG00000159618
	2367
	-8.86
	8.01E-19
	---
	2.05E-16
	GPR114

	cg15344640
	ENSG00000165140
	2367
	-8.777
	1.68E-18
	---
	4.24E-16
	FBP1

	cg15344640
	ENSG00000124191
	2367
	-8.743
	2.28E-18
	---
	5.67E-16
	TOX2

	cg15344640
	ENSG00000162174
	2367
	-8.574
	9.97E-18
	---
	2.45E-15
	ASRGL1

	cg15344640
	ENSG00000062485
	2367
	-8.559
	1.14E-17
	---
	2.76E-15
	CS

	cg15344640
	ENSG00000196581
	2367
	-8.538
	1.37E-17
	---
	3.28E-15
	AJAP1

	cg15344640
	ENSG00000153885
	2367
	-8.498
	1.92E-17
	---
	4.55E-15
	KCTD15

	cg15344640
	ENSG00000128268
	2367
	-8.388
	4.94E-17
	---
	1.15E-14
	MGAT3

	cg15344640
	ENSG00000165914
	2367
	-8.291
	1.13E-16
	---
	2.60E-14
	TTC7B

	cg15344640
	ENSG00000158246
	2367
	-8.284
	1.19E-16
	---
	2.72E-14
	FAM46B

	cg15344640
	ENSG00000156869
	2367
	-8.218
	2.07E-16
	---
	4.67E-14
	FRRS1

	cg15344640
	ENSG00000032444
	2367
	-8.216
	2.10E-16
	---
	4.68E-14
	PNPLA6

	cg15344640
	ENSG00000147872
	2367
	-8.195
	2.50E-16
	---
	5.49E-14
	PLIN2

	cg15344640
	ENSG00000228549
	2367
	-8.144
	3.84E-16
	---
	8.34E-14
	NA

	cg15344640
	ENSG00000169330
	2367
	-8.108
	5.13E-16
	---
	1.10E-13
	KIAA1024

	cg15344640
	ENSG00000175130
	2367
	-8.046
	8.54E-16
	---
	1.81E-13
	MARCKSL1

	cg15344640
	ENSG00000238164
	2367
	-7.965
	1.66E-15
	---
	3.48E-13
	NA

	cg15344640
	ENSG00000117461
	2367
	-7.953
	1.82E-15
	---
	3.78E-13
	PIK3R3

	cg15344640
	ENSG00000153721
	2367
	-7.93
	2.19E-15
	---
	4.50E-13
	CNKSR3

	cg15344640
	ENSG00000167549
	2367
	-7.902
	2.74E-15
	---
	5.57E-13
	CORO6

	cg15344640
	ENSG00000204161
	2367
	-7.895
	2.90E-15
	---
	5.82E-13
	C10orf128

	cg15344640
	ENSG00000261888
	2367
	-7.814
	5.52E-15
	---
	1.10E-12
	NA

	cg15344640
	ENSG00000138395
	1464
	-7.786
	6.92E-15
	--?
	1.36E-12
	CDK15

	cg15344640
	ENSG00000261113
	2367
	-7.774
	7.62E-15
	---
	1.48E-12
	NA

	cg15344640
	ENSG00000102900
	2367
	-7.755
	8.81E-15
	---
	1.70E-12
	NUP93

	cg15344640
	ENSG00000171282
	2367
	-7.721
	1.15E-14
	---
	2.20E-12
	NA

	cg15344640
	ENSG00000188290
	2367
	-7.698
	1.38E-14
	---
	2.61E-12
	HES4

	cg15344640
	ENSG00000066468
	2367
	-7.694
	1.42E-14
	---
	2.66E-12
	FGFR2

	cg15344640
	ENSG00000131773
	2367
	-7.693
	1.44E-14
	---
	2.67E-12
	KHDRBS3

	cg15344640
	ENSG00000117480
	2367
	-7.599
	2.97E-14
	---
	5.45E-12
	FAAH

	cg15344640
	ENSG00000163053
	2367
	-7.583
	3.38E-14
	---
	6.14E-12
	SLC16A14

	cg15344640
	ENSG00000177374
	2367
	-7.51
	5.91E-14
	---
	1.05E-11
	HIC1

	cg15344640
	ENSG00000168765
	2367
	-7.51
	5.92E-14
	---
	1.05E-11
	GSTM4

	cg15344640
	ENSG00000186792
	2367
	-7.45
	9.36E-14
	---
	1.65E-11
	HYAL3

	cg15344640
	ENSG00000152207
	2367
	-7.333
	2.26E-13
	---
	3.94E-11
	CYSLTR2

	cg15344640
	ENSG00000105048
	2367
	-7.23
	4.82E-13
	---
	8.34E-11
	TNNT1

	cg15344640
	ENSG00000142512
	2367
	-7.225
	5.02E-13
	---
	8.60E-11
	SIGLEC10

	cg15344640
	ENSG00000166165
	2367
	-7.088
	1.37E-12
	---
	2.32E-10
	CKB

	cg15344640
	ENSG00000076555
	2367
	-7.042
	1.89E-12
	---
	3.18E-10
	ACACB

	cg15344640
	ENSG00000171631
	2367
	-6.991
	2.73E-12
	---
	4.55E-10
	P2RY6

	cg15344640
	ENSG00000175857
	2367
	-6.974
	3.08E-12
	---
	5.09E-10
	GAPT

	cg15344640
	ENSG00000139629
	2367
	-6.948
	3.70E-12
	---
	6.07E-10
	GALNT6

	cg15344640
	ENSG00000225434
	2367
	-6.941
	3.89E-12
	---
	6.32E-10
	NA

	cg15344640
	ENSG00000099998
	2367
	-6.926
	4.34E-12
	---
	6.99E-10
	GGT5

	cg15344640
	ENSG00000103569
	2367
	6.915
	4.67E-12
	+++
	7.46E-10
	AQP9

	cg15344640
	ENSG00000225339
	2367
	-6.853
	7.24E-12
	---
	1.15E-09
	NA

	cg15344640
	ENSG00000183386
	2367
	-6.763
	1.35E-11
	---
	2.12E-09
	FHL3

	cg15344640
	ENSG00000160325
	2367
	-6.756
	1.42E-11
	---
	2.20E-09
	CACFD1

	cg15344640
	ENSG00000142494
	2367
	-6.738
	1.61E-11
	---
	2.48E-09
	SLC47A1

	cg15344640
	ENSG00000230107
	2367
	-6.732
	1.68E-11
	---
	2.57E-09
	NA

	cg15344640
	ENSG00000157388
	2367
	-6.691
	2.21E-11
	---
	3.36E-09
	CACNA1D

	cg15344640
	ENSG00000139641
	2367
	-6.668
	2.60E-11
	---
	3.92E-09
	ESYT1

	cg15344640
	ENSG00000105088
	2367
	-6.647
	2.99E-11
	---
	4.48E-09
	OLFM2

	cg15344640
	ENSG00000119711
	2367
	-6.638
	3.19E-11
	---
	4.72E-09
	ALDH6A1

	cg15344640
	ENSG00000169385
	2367
	-6.631
	3.32E-11
	---
	4.89E-09
	RNASE2

	cg15344640
	ENSG00000118513
	2367
	-6.619
	3.62E-11
	---
	5.28E-09
	MYB

	cg15344640
	ENSG00000114026
	2367
	-6.573
	4.92E-11
	---
	7.13E-09
	OGG1

	cg15344640
	ENSG00000166428
	2367
	-6.55
	5.77E-11
	---
	8.30E-09
	PLD4

	cg15344640
	ENSG00000248593
	2367
	-6.54
	6.17E-11
	---
	8.80E-09
	DSTNP2

	cg15344640
	ENSG00000258987
	1464
	-6.538
	6.25E-11
	--?
	8.85E-09
	NA

	cg15344640
	ENSG00000220349
	1464
	-6.529
	6.61E-11
	--?
	9.29E-09
	NA

	cg15344640
	ENSG00000267885
	2367
	-6.526
	6.74E-11
	---
	9.40E-09
	NA

	cg15344640
	ENSG00000169122
	2367
	-6.519
	7.08E-11
	---
	9.81E-09
	FAM110B

	cg15344640
	ENSG00000263368
	2367
	-6.453
	1.09E-10
	---
	1.50E-08
	NA

	cg15344640
	ENSG00000158006
	2367
	-6.425
	1.32E-10
	---
	1.80E-08
	PAFAH2

	cg15344640
	ENSG00000005189
	2367
	-6.401
	1.54E-10
	---
	2.09E-08
	NA

	cg15344640
	ENSG00000165659
	2367
	-6.389
	1.67E-10
	---
	2.25E-08
	DACH1

	cg15344640
	ENSG00000147443
	2367
	-6.356
	2.07E-10
	---
	2.76E-08
	DOK2

	cg15344640
	ENSG00000138801
	2367
	-6.326
	2.52E-10
	---
	3.34E-08
	PAPSS1

	cg15344640
	ENSG00000177685
	2367
	-6.317
	2.67E-10
	---
	3.51E-08
	EFCAB4A

	cg15344640
	ENSG00000259387
	1464
	-6.313
	2.74E-10
	--?
	3.58E-08
	ADAMTS7P2

	cg15344640
	ENSG00000186951
	2367
	-6.304
	2.89E-10
	---
	3.75E-08
	PPARA

	cg15344640
	ENSG00000099337
	2367
	-6.294
	3.09E-10
	---
	3.98E-08
	KCNK6

	cg15344640
	ENSG00000119720
	2367
	-6.29
	3.18E-10
	---
	4.07E-08
	NRDE2

	cg15344640
	ENSG00000137672
	2367
	-6.258
	3.89E-10
	---
	4.94E-08
	TRPC6

	cg15344640
	ENSG00000112664
	2367
	-6.247
	4.17E-10
	---
	5.27E-08
	NA

	cg15344640
	ENSG00000179348
	2367
	-6.236
	4.50E-10
	---
	5.64E-08
	GATA2

	cg15344640
	ENSG00000243477
	2367
	-6.233
	4.59E-10
	---
	5.72E-08
	NAT6

	cg15344640
	ENSG00000006007
	2367
	6.217
	5.07E-10
	+++
	6.28E-08
	GDE1

	cg15344640
	ENSG00000071205
	2367
	-6.212
	5.22E-10
	---
	6.42E-08
	ARHGAP10

	cg15344640
	ENSG00000099957
	2367
	-6.195
	5.84E-10
	---
	7.13E-08
	P2RX6

	cg15344640
	ENSG00000135245
	2367
	-6.184
	6.24E-10
	---
	7.57E-08
	HILPDA

	cg15344640
	ENSG00000161714
	2367
	-6.171
	6.77E-10
	---
	8.16E-08
	PLCD3

	cg15344640
	ENSG00000167264
	2367
	-6.158
	7.39E-10
	---
	8.85E-08
	DUS2

	cg15344640
	ENSG00000100150
	2367
	-6.149
	7.80E-10
	---
	9.28E-08
	DEPDC5

	cg15344640
	ENSG00000115828
	2367
	6.141
	8.22E-10
	+++
	9.73E-08
	QPCT

	cg15344640
	ENSG00000164292
	2367
	-6.125
	9.09E-10
	---
	1.07E-07
	RHOBTB3

	cg15344640
	ENSG00000151726
	2367
	6.078
	1.21E-09
	+++
	1.42E-07
	ACSL1

	cg15344640
	ENSG00000092068
	2367
	-6.071
	1.27E-09
	---
	1.48E-07
	SLC7A8

	cg15344640
	ENSG00000113916
	2367
	6.002
	1.95E-09
	+++
	2.25E-07
	BCL6

	cg15344640
	ENSG00000105220
	2367
	-6.001
	1.97E-09
	---
	2.25E-07
	GPI

	cg15344640
	ENSG00000130270
	2367
	-5.963
	2.48E-09
	---
	2.83E-07
	ATP8B3

	cg15344640
	ENSG00000109332
	2367
	5.893
	3.80E-09
	+++
	4.30E-07
	UBE2D3

	cg15344640
	ENSG00000124019
	2367
	-5.881
	4.08E-09
	---
	4.59E-07
	FAM124B

	cg15344640
	ENSG00000147852
	2367
	-5.86
	4.64E-09
	---
	5.19E-07
	VLDLR

	cg15344640
	ENSG00000259953
	2367
	-5.856
	4.75E-09
	---
	5.29E-07
	NA

	cg15344640
	ENSG00000182551
	2367
	-5.844
	5.08E-09
	---
	5.62E-07
	ADI1

	cg15344640
	ENSG00000186431
	2367
	5.839
	5.25E-09
	+++
	5.77E-07
	FCAR

	cg15344640
	ENSG00000185052
	2367
	-5.81
	6.25E-09
	---
	6.83E-07
	SLC24A3

	cg15344640
	ENSG00000166483
	2367
	-5.784
	7.29E-09
	---
	7.93E-07
	WEE1

	cg15344640
	ENSG00000161533
	2367
	5.772
	7.83E-09
	+++
	8.46E-07
	ACOX1

	cg15344640
	ENSG00000081760
	2367
	-5.767
	8.08E-09
	---
	8.68E-07
	AACS

	cg15344640
	ENSG00000005187
	2367
	-5.761
	8.37E-09
	---
	8.93E-07
	ACSM3

	cg15344640
	ENSG00000158715
	2367
	-5.758
	8.52E-09
	---
	9.05E-07
	SLC45A3

	cg15344640
	ENSG00000213366
	2367
	-5.737
	9.64E-09
	---
	1.02E-06
	GSTM2

	cg15344640
	ENSG00000121053
	2367
	-5.733
	9.88E-09
	---
	1.04E-06
	EPX

	cg15344640
	ENSG00000167995
	2367
	5.724
	1.04E-08
	+++
	1.08E-06
	BEST1

	cg15344640
	ENSG00000172375
	2367
	-5.723
	1.04E-08
	---
	1.08E-06
	C2CD2L

	cg15344640
	ENSG00000162783
	2367
	-5.717
	1.09E-08
	---
	1.12E-06
	IER5

	cg15344640
	ENSG00000007038
	2367
	-5.681
	1.34E-08
	-+-
	1.37E-06
	PRSS21

	cg15344640
	ENSG00000143554
	2367
	-5.665
	1.47E-08
	---
	1.50E-06
	SLC27A3

	cg15344640
	ENSG00000035664
	2367
	-5.646
	1.64E-08
	---
	1.67E-06
	DAPK2

	cg15344640
	ENSG00000023330
	2367
	-5.64
	1.70E-08
	---
	1.72E-06
	ALAS1

	cg15344640
	ENSG00000196533
	2367
	-5.623
	1.88E-08
	---
	1.88E-06
	C1orf186

	cg15344640
	ENSG00000154930
	2367
	-5.608
	2.05E-08
	---
	2.05E-06
	ACSS1

	cg15344640
	ENSG00000197451
	2367
	-5.598
	2.17E-08
	---
	2.16E-06
	HNRNPAB

	cg15344640
	ENSG00000262823
	2367
	-5.592
	2.24E-08
	---
	2.22E-06
	NA

	cg15344640
	ENSG00000139531
	2367
	-5.585
	2.34E-08
	---
	2.29E-06
	SUOX

	cg15344640
	ENSG00000149657
	2367
	-5.585
	2.34E-08
	---
	2.29E-06
	LSM14B

	cg15344640
	ENSG00000230724
	2367
	5.581
	2.40E-08
	+++
	2.33E-06
	LINC01001

	cg15344640
	ENSG00000106635
	2367
	-5.578
	2.44E-08
	---
	2.36E-06
	BCL7B

	cg15344640
	ENSG00000182749
	2367
	-5.544
	2.95E-08
	---
	2.84E-06
	PAQR7

	cg15344640
	ENSG00000174004
	2367
	-5.527
	3.26E-08
	---
	3.13E-06
	NRROS

	cg15344640
	ENSG00000140459
	2367
	-5.518
	3.44E-08
	---
	3.28E-06
	CYP11A1

	cg15344640
	ENSG00000040531
	2367
	-5.512
	3.54E-08
	---
	3.36E-06
	CTNS

	cg15344640
	ENSG00000205426
	2367
	-5.504
	3.71E-08
	---
	3.50E-06
	KRT81

	cg15344640
	ENSG00000183018
	2367
	-5.477
	4.32E-08
	---
	4.06E-06
	SPNS2

	cg15344640
	ENSG00000160058
	2367
	-5.471
	4.48E-08
	---
	4.18E-06
	BSDC1

	cg15344640
	ENSG00000075142
	2367
	-5.46
	4.76E-08
	---
	4.42E-06
	SRI

	cg15344640
	ENSG00000237094
	2367
	5.457
	4.83E-08
	+++
	4.47E-06
	NA

	cg15344640
	ENSG00000100075
	2367
	-5.456
	4.86E-08
	---
	4.47E-06
	SLC25A1

	cg15344640
	ENSG00000169397
	2367
	-5.455
	4.90E-08
	---
	4.49E-06
	RNASE3

	cg15344640
	ENSG00000106100
	2367
	-5.453
	4.94E-08
	---
	4.51E-06
	NOD1

	cg15344640
	ENSG00000174944
	2367
	-5.45
	5.04E-08
	---
	4.56E-06
	P2RY14

	cg15344640
	ENSG00000122223
	2367
	-5.449
	5.05E-08
	---
	4.56E-06
	CD244

	cg15344640
	ENSG00000185432
	2367
	-5.446
	5.16E-08
	-+-
	4.62E-06
	METTL7A

	cg15344640
	ENSG00000006534
	2367
	-5.446
	5.15E-08
	---
	4.62E-06
	ALDH3B1

	cg15344640
	ENSG00000002726
	2367
	-5.443
	5.23E-08
	---
	4.65E-06
	AOC1

	cg15344640
	ENSG00000180767
	2367
	-5.409
	6.33E-08
	---
	5.61E-06
	CHST13

	cg15344640
	ENSG00000134256
	2367
	-5.406
	6.43E-08
	-+-
	5.67E-06
	CD101

	cg15344640
	ENSG00000198400
	2367
	-5.402
	6.58E-08
	---
	5.77E-06
	NTRK1

	cg15344640
	ENSG00000183431
	2367
	-5.389
	7.08E-08
	---
	6.18E-06
	SF3A3

	cg15344640
	ENSG00000101445
	2367
	-5.386
	7.20E-08
	---
	6.26E-06
	PPP1R16B

	cg15344640
	ENSG00000124104
	2367
	-5.382
	7.38E-08
	---
	6.38E-06
	SNX21

	cg15344640
	ENSG00000174130
	2367
	5.37
	7.88E-08
	+++
	6.79E-06
	TLR6

	cg15344640
	ENSG00000225872
	1464
	-5.358
	8.43E-08
	--?
	7.23E-06
	NA

	cg15344640
	ENSG00000167642
	2367
	-5.35
	8.81E-08
	---
	7.52E-06
	SPINT2

	cg15344640
	ENSG00000241860
	2367
	5.344
	9.08E-08
	+++
	7.72E-06
	NA

	cg15344640
	ENSG00000197208
	2367
	5.335
	9.55E-08
	+++
	8.08E-06
	SLC22A4

	cg15344640
	ENSG00000259583
	2367
	-5.334
	9.63E-08
	---
	8.11E-06
	NA

	cg15344640
	ENSG00000148356
	2367
	-5.328
	9.91E-08
	---
	8.30E-06
	LRSAM1

	cg15344640
	ENSG00000161981
	2367
	-5.314
	1.07E-07
	---
	8.94E-06
	SNRNP25

	cg15344640
	ENSG00000175505
	2367
	-5.306
	1.12E-07
	---
	9.33E-06
	CLCF1

	cg15344640
	ENSG00000106868
	2367
	-5.28
	1.29E-07
	---
	1.07E-05
	SUSD1

	cg15344640
	ENSG00000135916
	2367
	-5.277
	1.32E-07
	---
	1.08E-05
	ITM2C

	cg15344640
	ENSG00000255026
	2367
	5.275
	1.33E-07
	+++
	1.09E-05
	NA

	cg15344640
	ENSG00000177098
	2367
	-5.271
	1.36E-07
	---
	1.11E-05
	SCN4B

	cg15344640
	ENSG00000134107
	2367
	-5.245
	1.56E-07
	---
	1.27E-05
	BHLHE40

	cg15344640
	ENSG00000213759
	1464
	-5.243
	1.58E-07
	--?
	1.28E-05
	UGT2B11

	cg15344640
	ENSG00000215114
	2367
	5.222
	1.77E-07
	+++
	1.42E-05
	UBXN2B

	cg15344640
	ENSG00000099994
	2367
	-5.209
	1.90E-07
	---
	1.52E-05
	SUSD2

	cg14011077
	ENSG00000112759
	2367
	-26.773
	6.66E-158
	---
	1.24E-153
	SLC29A1

	cg14011077
	ENSG00000103355
	2367
	-26.213
	1.87E-151
	---
	1.75E-147
	PRSS33

	cg14011077
	ENSG00000105366
	2367
	-25.721
	6.84E-146
	---
	4.26E-142
	SIGLEC8

	cg14011077
	ENSG00000205927
	2367
	-25.304
	2.90E-141
	---
	1.36E-137
	OLIG2

	cg14011077
	ENSG00000091181
	2367
	-24.721
	6.37E-135
	---
	2.38E-131
	IL5RA

	cg14011077
	ENSG00000183134
	2367
	-24.455
	4.44E-132
	---
	1.38E-128
	PTGDR2

	cg14011077
	ENSG00000121933
	2367
	-24.43
	8.21E-132
	---
	2.19E-128
	ADORA3

	cg14011077
	ENSG00000103056
	2367
	-24.325
	1.06E-130
	---
	2.48E-127
	SMPD3

	cg14011077
	ENSG00000167236
	2367
	-24.001
	2.75E-127
	---
	5.71E-124
	CCL23

	cg14011077
	ENSG00000092067
	2367
	-23.538
	1.66E-122
	---
	3.10E-119
	CEBPE

	cg14011077
	ENSG00000182557
	2367
	-22.618
	2.86E-113
	---
	4.45E-110
	SPNS3

	cg14011077
	ENSG00000174083
	2367
	-22.619
	2.79E-113
	---
	4.45E-110
	PIK3R6

	cg14011077
	ENSG00000157368
	2367
	-21.776
	3.95E-105
	---
	5.68E-102
	IL34

	cg14011077
	ENSG00000168004
	2367
	-21.127
	4.53E-99
	---
	6.05E-96
	HRASLS5

	cg14011077
	ENSG00000105205
	2367
	-21.024
	3.95E-98
	---
	4.92E-95
	CLC

	cg14011077
	ENSG00000130433
	2367
	-20.602
	2.65E-94
	---
	3.10E-91
	CACNG6

	cg14011077
	ENSG00000215148
	2367
	-20.587
	3.59E-94
	---
	3.95E-91
	PRSS41

	cg14011077
	ENSG00000131203
	2367
	-20.448
	6.20E-93
	---
	6.44E-90
	IDO1

	cg14011077
	ENSG00000100628
	2367
	-20.382
	2.43E-92
	---
	2.39E-89
	ASB2

	cg14011077
	ENSG00000133317
	2367
	-19.995
	6.14E-89
	---
	5.74E-86
	LGALS12

	cg14011077
	ENSG00000138623
	2367
	-19.374
	1.28E-83
	---
	1.14E-80
	SEMA7A

	cg14011077
	ENSG00000160180
	2367
	-19.247
	1.50E-82
	---
	1.27E-79
	TFF3

	cg14011077
	ENSG00000140263
	2367
	-18.873
	1.89E-79
	---
	1.54E-76
	SORD

	cg14011077
	ENSG00000255587
	2367
	-18.604
	2.96E-77
	---
	2.31E-74
	RAB44

	cg14011077
	ENSG00000184221
	2367
	-18.276
	1.29E-74
	---
	9.62E-72
	OLIG1

	cg14011077
	ENSG00000109099
	2367
	-18.222
	3.43E-74
	---
	2.47E-71
	PMP22

	cg14011077
	ENSG00000182240
	2367
	-18.188
	6.46E-74
	---
	4.47E-71
	BACE2

	cg14011077
	ENSG00000186204
	2367
	-18.047
	8.37E-73
	---
	5.59E-70
	CYP4F12

	cg14011077
	ENSG00000142408
	2367
	-17.854
	2.70E-71
	---
	1.74E-68
	CACNG8

	cg14011077
	ENSG00000179627
	2367
	-17.759
	1.47E-70
	---
	8.88E-68
	ZBTB42

	cg14011077
	ENSG00000161905
	2367
	-17.759
	1.47E-70
	---
	8.88E-68
	ALOX15

	cg14011077
	ENSG00000162390
	2367
	-17.12
	1.05E-65
	---
	6.14E-63
	ACOT11

	cg14011077
	ENSG00000119943
	2367
	-16.228
	3.18E-59
	---
	1.80E-56
	PYROXD2

	cg14011077
	ENSG00000165702
	2367
	-16.221
	3.60E-59
	---
	1.98E-56
	GFI1B

	cg14011077
	ENSG00000174837
	2367
	-16.109
	2.22E-58
	---
	1.19E-55
	EMR1

	cg14011077
	ENSG00000099377
	2367
	-15.99
	1.49E-57
	---
	7.75E-55
	HSD3B7

	cg14011077
	ENSG00000196220
	2367
	-15.897
	6.62E-57
	---
	3.34E-54
	SRGAP3

	cg14011077
	ENSG00000134489
	2367
	-15.712
	1.24E-55
	---
	6.11E-53
	HRH4

	cg14011077
	ENSG00000189068
	2367
	-15.414
	1.32E-53
	---
	6.32E-51
	VSTM1

	cg14011077
	ENSG00000151689
	2367
	-15.367
	2.72E-53
	---
	1.27E-50
	INPP1

	cg14011077
	ENSG00000072134
	2367
	-15.36
	3.05E-53
	---
	1.39E-50
	EPN2

	cg14011077
	ENSG00000260401
	2367
	-15.315
	6.08E-53
	---
	2.71E-50
	NA

	cg14011077
	ENSG00000184371
	2367
	-15.133
	9.75E-52
	---
	4.24E-49
	CSF1

	cg14011077
	ENSG00000196422
	2367
	-15.108
	1.43E-51
	---
	6.06E-49
	PPP1R26

	cg14011077
	ENSG00000134072
	2367
	-15.091
	1.85E-51
	---
	7.69E-49
	CAMK1

	cg14011077
	ENSG00000166016
	2367
	-15.019
	5.54E-51
	---
	2.25E-48
	ABTB2

	cg14011077
	ENSG00000114315
	2367
	-14.873
	4.92E-50
	---
	1.96E-47
	HES1

	cg14011077
	ENSG00000115602
	2367
	-14.745
	3.31E-49
	---
	1.29E-46
	IL1RL1

	cg14011077
	ENSG00000120279
	2367
	-14.68
	8.65E-49
	---
	3.30E-46
	MYCT1

	cg14011077
	ENSG00000259479
	2367
	-14.344
	1.16E-46
	---
	4.34E-44
	NA

	cg14011077
	ENSG00000117640
	2367
	-14.138
	2.20E-45
	---
	8.07E-43
	MTFR1L

	cg14011077
	ENSG00000165914
	2367
	-14.025
	1.09E-44
	---
	3.92E-42
	TTC7B

	cg14011077
	ENSG00000183625
	2367
	-13.922
	4.67E-44
	---
	1.65E-41
	CCR3

	cg14011077
	ENSG00000113296
	2367
	-13.895
	6.83E-44
	---
	2.37E-41
	THBS4

	cg14011077
	ENSG00000162881
	2367
	-13.863
	1.06E-43
	---
	3.60E-41
	OXER1

	cg14011077
	ENSG00000167107
	2367
	-13.837
	1.52E-43
	---
	5.06E-41
	ACSF2

	cg14011077
	ENSG00000071242
	2367
	-13.574
	5.70E-42
	---
	1.87E-39
	RPS6KA2

	cg14011077
	ENSG00000188822
	2367
	-13.566
	6.39E-42
	---
	2.06E-39
	CNR2

	cg14011077
	ENSG00000264695
	2367
	-13.537
	9.43E-42
	---
	2.99E-39
	NA

	cg14011077
	ENSG00000175591
	2367
	-13.439
	3.59E-41
	---
	1.12E-38
	P2RY2

	cg14011077
	ENSG00000062485
	2367
	-13.419
	4.68E-41
	---
	1.43E-38
	CS

	cg14011077
	ENSG00000268758
	2367
	-13.411
	5.24E-41
	---
	1.58E-38
	EMR4P

	cg14011077
	ENSG00000250548
	2367
	-13.093
	3.60E-39
	---
	1.07E-36
	NA

	cg14011077
	ENSG00000165140
	2367
	-12.938
	2.76E-38
	---
	8.05E-36
	FBP1

	cg14011077
	ENSG00000010278
	2367
	-12.895
	4.83E-38
	---
	1.39E-35
	CD9

	cg14011077
	ENSG00000121691
	2367
	-12.885
	5.45E-38
	---
	1.54E-35
	CAT

	cg14011077
	ENSG00000184313
	2367
	-12.798
	1.69E-37
	---
	4.72E-35
	MROH7

	cg14011077
	ENSG00000106003
	2367
	-12.466
	1.14E-35
	---
	3.14E-33
	LFNG

	cg14011077
	ENSG00000135605
	2367
	-12.391
	2.92E-35
	---
	7.91E-33
	TEC

	cg14011077
	ENSG00000010310
	2367
	-12.355
	4.59E-35
	---
	1.23E-32
	GIPR

	cg14011077
	ENSG00000102900
	2367
	-12.156
	5.33E-34
	---
	1.40E-31
	NUP93

	cg14011077
	ENSG00000124191
	2367
	-12.096
	1.11E-33
	---
	2.88E-31
	TOX2

	cg14011077
	ENSG00000032444
	2367
	-12.062
	1.68E-33
	---
	4.29E-31
	PNPLA6

	cg14011077
	ENSG00000049089
	2367
	-11.856
	2.01E-32
	---
	5.06E-30
	COL9A2

	cg14011077
	ENSG00000117461
	2367
	-11.73
	8.95E-32
	---
	2.23E-29
	PIK3R3

	cg14011077
	ENSG00000159618
	2367
	-11.681
	1.60E-31
	---
	3.93E-29
	GPR114

	cg14011077
	ENSG00000147872
	2367
	-11.587
	4.82E-31
	---
	1.17E-28
	PLIN2

	cg14011077
	ENSG00000162174
	2367
	-11.583
	5.02E-31
	---
	1.20E-28
	ASRGL1

	cg14011077
	ENSG00000175130
	2367
	-11.447
	2.44E-30
	---
	5.78E-28
	MARCKSL1

	cg14011077
	ENSG00000116016
	2367
	-11.429
	3.00E-30
	---
	7.00E-28
	EPAS1

	cg14011077
	ENSG00000071205
	2367
	-11.376
	5.52E-30
	---
	1.27E-27
	ARHGAP10

	cg14011077
	ENSG00000103319
	2367
	-11.354
	7.10E-30
	---
	1.62E-27
	EEF2K

	cg14011077
	ENSG00000105220
	2367
	-11.221
	3.21E-29
	---
	7.23E-27
	GPI

	cg14011077
	ENSG00000196581
	2367
	-11.208
	3.72E-29
	---
	8.28E-27
	AJAP1

	cg14011077
	ENSG00000186792
	2367
	-11.186
	4.75E-29
	---
	1.04E-26
	HYAL3

	cg14011077
	ENSG00000261888
	2367
	-11.153
	6.92E-29
	---
	1.50E-26
	NA

	cg14011077
	ENSG00000119711
	2367
	-11.047
	2.26E-28
	---
	4.86E-26
	ALDH6A1

	cg14011077
	ENSG00000185052
	2367
	-10.992
	4.19E-28
	---
	8.91E-26
	SLC24A3

	cg14011077
	ENSG00000204161
	2367
	-10.989
	4.31E-28
	---
	9.06E-26
	C10orf128

	cg14011077
	ENSG00000163053
	2367
	-10.964
	5.70E-28
	---
	1.18E-25
	SLC16A14

	cg14011077
	ENSG00000105048
	2367
	-10.924
	8.83E-28
	---
	1.81E-25
	TNNT1

	cg14011077
	ENSG00000225339
	2367
	-10.732
	7.22E-27
	---
	1.47E-24
	NA

	cg14011077
	ENSG00000250696
	2367
	-10.721
	8.07E-27
	---
	1.62E-24
	NA

	cg14011077
	ENSG00000238164
	2367
	-10.614
	2.57E-26
	---
	5.11E-24
	NA

	cg14011077
	ENSG00000145990
	2367
	-10.528
	6.44E-26
	---
	1.27E-23
	GFOD1

	cg14011077
	ENSG00000262823
	2367
	-10.477
	1.11E-25
	---
	2.15E-23
	NA

	cg14011077
	ENSG00000153721
	2367
	-10.472
	1.16E-25
	---
	2.23E-23
	CNKSR3

	cg14011077
	ENSG00000261113
	2367
	-10.394
	2.65E-25
	---
	5.04E-23
	NA

	cg14011077
	ENSG00000139641
	2367
	-10.373
	3.30E-25
	---
	6.24E-23
	ESYT1

	cg14011077
	ENSG00000168765
	2367
	-10.332
	5.03E-25
	---
	9.39E-23
	GSTM4

	cg14011077
	ENSG00000139629
	2367
	-10.316
	5.99E-25
	---
	1.11E-22
	GALNT6

	cg14011077
	ENSG00000169385
	2367
	-10.299
	7.12E-25
	---
	1.30E-22
	RNASE2

	cg14011077
	ENSG00000153885
	2367
	-10.239
	1.32E-24
	---
	2.40E-22
	KCTD15

	cg14011077
	ENSG00000147443
	2367
	-10.08
	6.74E-24
	---
	1.21E-21
	DOK2

	cg14011077
	ENSG00000076555
	2367
	-10.058
	8.47E-24
	---
	1.51E-21
	ACACB

	cg14011077
	ENSG00000134256
	2367
	-10.033
	1.09E-23
	---
	1.92E-21
	CD101

	cg14011077
	ENSG00000138395
	1464
	-10.019
	1.26E-23
	--?
	2.21E-21
	CDK15

	cg14011077
	ENSG00000156869
	2367
	-9.754
	1.78E-22
	---
	3.08E-20
	FRRS1

	cg14011077
	ENSG00000161013
	2367
	-9.691
	3.30E-22
	---
	5.65E-20
	MGAT4B

	cg14011077
	ENSG00000158246
	2367
	-9.444
	3.60E-21
	---
	6.12E-19
	FAM46B

	cg14011077
	ENSG00000105088
	2367
	-9.433
	3.97E-21
	---
	6.68E-19
	OLFM2

	cg14011077
	ENSG00000166428
	2367
	-9.418
	4.62E-21
	---
	7.71E-19
	PLD4

	cg14011077
	ENSG00000161714
	2367
	-9.4
	5.47E-21
	---
	9.05E-19
	PLCD3

	cg14011077
	ENSG00000006534
	2367
	-9.38
	6.59E-21
	---
	1.08E-18
	ALDH3B1

	cg14011077
	ENSG00000248593
	2367
	-9.36
	7.99E-21
	---
	1.30E-18
	DSTNP2

	cg14011077
	ENSG00000243477
	2367
	-9.355
	8.32E-21
	---
	1.34E-18
	NAT6

	cg14011077
	ENSG00000256347
	1464
	-9.347
	9.03E-21
	--?
	1.44E-18
	OR8R1P

	cg14011077
	ENSG00000128268
	2367
	-9.329
	1.07E-20
	---
	1.70E-18
	MGAT3

	cg14011077
	ENSG00000139531
	2367
	-9.325
	1.11E-20
	---
	1.74E-18
	SUOX

	cg14011077
	ENSG00000169330
	2367
	-9.269
	1.88E-20
	---
	2.93E-18
	KIAA1024

	cg14011077
	ENSG00000228549
	2367
	-9.253
	2.18E-20
	---
	3.37E-18
	NA

	cg14011077
	ENSG00000137672
	2367
	-9.174
	4.54E-20
	---
	6.96E-18
	TRPC6

	cg14011077
	ENSG00000259387
	1464
	-9.161
	5.14E-20
	--?
	7.74E-18
	ADAMTS7P2

	cg14011077
	ENSG00000066468
	2367
	-9.161
	5.13E-20
	---
	7.74E-18
	FGFR2

	cg14011077
	ENSG00000171282
	2367
	-9.158
	5.28E-20
	---
	7.89E-18
	NA

	cg14011077
	ENSG00000142512
	2367
	-9.107
	8.44E-20
	---
	1.25E-17
	SIGLEC10

	cg14011077
	ENSG00000117480
	2367
	-9.105
	8.60E-20
	---
	1.26E-17
	FAAH

	cg14011077
	ENSG00000166165
	2367
	-9.084
	1.04E-19
	---
	1.52E-17
	CKB

	cg14011077
	ENSG00000040531
	2367
	-9.001
	2.23E-19
	---
	3.23E-17
	CTNS

	cg14011077
	ENSG00000152207
	2367
	-9
	2.26E-19
	---
	3.25E-17
	CYSLTR2

	cg14011077
	ENSG00000213759
	1464
	-8.936
	4.04E-19
	--?
	5.76E-17
	UGT2B11

	cg14011077
	ENSG00000175857
	2367
	-8.917
	4.77E-19
	---
	6.76E-17
	GAPT

	cg14011077
	ENSG00000177685
	2367
	-8.906
	5.29E-19
	---
	7.43E-17
	EFCAB4A

	cg14011077
	ENSG00000169397
	2367
	-8.895
	5.85E-19
	---
	8.15E-17
	RNASE3

	cg14011077
	ENSG00000160325
	2367
	-8.892
	6.01E-19
	---
	8.32E-17
	CACFD1

	cg14011077
	ENSG00000002726
	2367
	-8.85
	8.73E-19
	---
	1.20E-16
	AOC1

	cg14011077
	ENSG00000124019
	2367
	-8.781
	1.63E-18
	---
	2.22E-16
	FAM124B

	cg14011077
	ENSG00000099337
	2367
	-8.778
	1.66E-18
	---
	2.25E-16
	KCNK6

	cg14011077
	ENSG00000148180
	2367
	-8.736
	2.42E-18
	---
	3.26E-16
	GSN

	cg14011077
	ENSG00000118513
	2367
	-8.728
	2.59E-18
	---
	3.46E-16
	MYB

	cg14011077
	ENSG00000107438
	2367
	-8.657
	4.85E-18
	---
	6.43E-16
	PDLIM1

	cg14011077
	ENSG00000142657
	2367
	-8.628
	6.26E-18
	---
	8.24E-16
	PGD

	cg14011077
	ENSG00000177374
	2367
	-8.549
	1.25E-17
	---
	1.63E-15
	HIC1

	cg14011077
	ENSG00000267885
	2367
	-8.543
	1.31E-17
	---
	1.70E-15
	NA

	cg14011077
	ENSG00000099957
	2367
	-8.524
	1.54E-17
	---
	1.99E-15
	P2RX6

	cg14011077
	ENSG00000075142
	2367
	-8.518
	1.63E-17
	---
	2.08E-15
	SRI

	cg14011077
	ENSG00000230107
	2367
	-8.516
	1.65E-17
	---
	2.10E-15
	NA

	cg14011077
	ENSG00000249763
	1464
	-8.508
	1.77E-17
	--?
	2.23E-15
	NA

	cg14011077
	ENSG00000182749
	2367
	-8.487
	2.13E-17
	---
	2.67E-15
	PAQR7

	cg14011077
	ENSG00000174130
	2367
	8.418
	3.82E-17
	+++
	4.76E-15
	TLR6

	cg14011077
	ENSG00000183386
	2367
	-8.402
	4.40E-17
	---
	5.44E-15
	FHL3

	cg14011077
	ENSG00000167642
	2367
	-8.401
	4.43E-17
	---
	5.44E-15
	SPINT2

	cg14011077
	ENSG00000131773
	2367
	-8.39
	4.85E-17
	---
	5.93E-15
	KHDRBS3

	cg14011077
	ENSG00000220349
	1464
	-8.389
	4.89E-17
	--?
	5.94E-15
	NA

	cg14011077
	ENSG00000112664
	2367
	-8.296
	1.08E-16
	---
	1.30E-14
	NA

	cg14011077
	ENSG00000135245
	2367
	-8.278
	1.25E-16
	---
	1.50E-14
	HILPDA

	cg14011077
	ENSG00000186187
	2367
	-8.245
	1.65E-16
	---
	1.96E-14
	ZNRF1

	cg14011077
	ENSG00000171631
	2367
	-8.224
	1.97E-16
	---
	2.33E-14
	P2RY6

	cg14011077
	ENSG00000259953
	2367
	-8.209
	2.23E-16
	---
	2.62E-14
	NA

	cg14011077
	ENSG00000023330
	2367
	-8.193
	2.54E-16
	---
	2.97E-14
	ALAS1

	cg14011077
	ENSG00000165659
	2367
	-8.163
	3.28E-16
	---
	3.80E-14
	DACH1

	cg14011077
	ENSG00000172794
	2367
	-8.091
	5.92E-16
	---
	6.83E-14
	RAB37

	cg14011077
	ENSG00000109332
	2367
	8.089
	6.03E-16
	+++
	6.91E-14
	UBE2D3

	cg14011077
	ENSG00000105223
	2367
	-8.026
	1.01E-15
	---
	1.15E-13
	PLD3

	cg14011077
	ENSG00000159176
	2367
	-7.98
	1.46E-15
	---
	1.66E-13
	CSRP1

	cg14011077
	ENSG00000148356
	2367
	-7.968
	1.61E-15
	---
	1.82E-13
	LRSAM1

	cg14011077
	ENSG00000114026
	2367
	-7.963
	1.68E-15
	---
	1.87E-13
	OGG1

	cg14011077
	ENSG00000084110
	2367
	7.895
	2.90E-15
	+++
	3.23E-13
	HAL

	cg14011077
	ENSG00000168476
	2367
	-7.887
	3.10E-15
	---
	3.43E-13
	REEP4

	cg14011077
	ENSG00000225434
	2367
	-7.865
	3.69E-15
	---
	4.05E-13
	NA

	cg14011077
	ENSG00000099998
	2367
	-7.855
	4.01E-15
	---
	4.38E-13
	GGT5

	cg14011077
	ENSG00000135404
	2367
	-7.8
	6.21E-15
	---
	6.75E-13
	CD63

	cg14011077
	ENSG00000119720
	2367
	-7.796
	6.38E-15
	---
	6.89E-13
	NRDE2

	cg14011077
	ENSG00000182551
	2367
	-7.784
	7.00E-15
	---
	7.52E-13
	ADI1

	cg14011077
	ENSG00000154930
	2367
	-7.756
	8.75E-15
	---
	9.35E-13
	ACSS1

	cg14011077
	ENSG00000100075
	2367
	-7.732
	1.06E-14
	---
	1.12E-12
	SLC25A1

	cg14011077
	ENSG00000110651
	2367
	-7.731
	1.06E-14
	---
	1.12E-12
	CD81

	cg14011077
	ENSG00000035664
	2367
	-7.701
	1.35E-14
	---
	1.42E-12
	DAPK2

	cg14011077
	ENSG00000074370
	2367
	-7.673
	1.68E-14
	---
	1.74E-12
	ATP2A3

	cg14011077
	ENSG00000157388
	2367
	-7.673
	1.68E-14
	---
	1.74E-12
	CACNA1D

	cg14011077
	ENSG00000205937
	2367
	-7.652
	1.99E-14
	---
	2.05E-12
	RNPS1

	cg14011077
	ENSG00000116717
	2367
	-7.624
	2.45E-14
	---
	2.52E-12
	GADD45A

	cg14011077
	ENSG00000142494
	2367
	-7.616
	2.62E-14
	---
	2.68E-12
	SLC47A1

	cg14011077
	ENSG00000123989
	2367
	-7.61
	2.74E-14
	---
	2.78E-12
	CHPF

	cg14011077
	ENSG00000254429
	2367
	-7.589
	3.22E-14
	---
	3.25E-12
	NA

	cg14011077
	ENSG00000167549
	2367
	-7.586
	3.29E-14
	---
	3.31E-12
	CORO6

	cg14011077
	ENSG00000146540
	2367
	-7.571
	3.70E-14
	---
	3.69E-12
	C7orf50

	cg14011077
	ENSG00000158006
	2367
	-7.562
	3.98E-14
	---
	3.95E-12
	PAFAH2

	cg14011077
	ENSG00000186577
	2367
	-7.548
	4.42E-14
	---
	4.37E-12
	C6orf1

	cg14011077
	ENSG00000240849
	2367
	-7.543
	4.60E-14
	---
	4.52E-12
	TMEM189

	cg14011077
	ENSG00000213366
	2367
	-7.528
	5.17E-14
	---
	5.05E-12
	GSTM2

	cg14011077
	ENSG00000139626
	2367
	-7.458
	8.76E-14
	---
	8.52E-12
	ITGB7

	cg14011077
	ENSG00000166689
	2367
	-7.42
	1.18E-13
	---
	1.13E-11
	PLEKHA7

	cg14011077
	ENSG00000081760
	2367
	-7.419
	1.18E-13
	---
	1.13E-11
	AACS

	cg14011077
	ENSG00000135655
	2367
	7.411
	1.25E-13
	+++
	1.20E-11
	USP15

	cg14011077
	ENSG00000125266
	2367
	-7.408
	1.28E-13
	---
	1.22E-11
	EFNB2

	cg14011077
	ENSG00000167995
	2367
	7.391
	1.46E-13
	+++
	1.39E-11
	BEST1

	cg14011077
	ENSG00000118564
	2367
	7.388
	1.49E-13
	+++
	1.40E-11
	FBXL5

	cg14011077
	ENSG00000125952
	2367
	-7.387
	1.50E-13
	---
	1.41E-11
	MAX

	cg14011077
	ENSG00000174944
	2367
	-7.384
	1.54E-13
	---
	1.44E-11
	P2RY14

	cg14011077
	ENSG00000174004
	2367
	-7.36
	1.84E-13
	---
	1.71E-11
	NRROS

	cg14011077
	ENSG00000111328
	2367
	-7.357
	1.88E-13
	---
	1.74E-11
	CDK2AP1

	cg14011077
	ENSG00000147852
	2367
	-7.353
	1.93E-13
	---
	1.78E-11
	VLDLR

	cg14011077
	ENSG00000258987
	1464
	-7.339
	2.15E-13
	--?
	1.97E-11
	NA

	cg14011077
	ENSG00000109381
	2367
	7.328
	2.33E-13
	+++
	2.13E-11
	ELF2

	cg14011077
	ENSG00000138801
	2367
	-7.325
	2.38E-13
	---
	2.16E-11
	PAPSS1

	cg14011077
	ENSG00000135116
	2367
	-7.266
	3.70E-13
	---
	3.34E-11
	HRK

	cg14011077
	ENSG00000135916
	2367
	-7.263
	3.79E-13
	---
	3.41E-11
	ITM2C

	cg14011077
	ENSG00000180767
	2367
	-7.252
	4.11E-13
	---
	3.68E-11
	CHST13

	cg14011077
	ENSG00000182544
	2367
	-7.249
	4.20E-13
	---
	3.74E-11
	MFSD5

	cg14011077
	ENSG00000106635
	2367
	-7.239
	4.51E-13
	---
	3.99E-11
	BCL7B

	cg14011077
	ENSG00000092068
	2367
	-7.212
	5.50E-13
	---
	4.85E-11
	SLC7A8

	cg14011077
	ENSG00000134030
	2367
	-7.185
	6.73E-13
	---
	5.91E-11
	CTIF

	cg14011077
	ENSG00000005189
	2367
	-7.183
	6.82E-13
	---
	5.96E-11
	NA

	cg14011077
	ENSG00000151726
	2367
	7.177
	7.12E-13
	+++
	6.19E-11
	ACSL1

	cg14011077
	ENSG00000143384
	2367
	7.175
	7.24E-13
	+++
	6.26E-11
	MCL1

	cg14011077
	ENSG00000101146
	2367
	-7.166
	7.71E-13
	---
	6.64E-11
	RAE1

	cg14011077
	ENSG00000100150
	2367
	-7.164
	7.84E-13
	---
	6.72E-11
	DEPDC5

	cg14011077
	ENSG00000260078
	2367
	7.135
	9.69E-13
	+++
	8.27E-11
	NA

	cg14011077
	ENSG00000182718
	2367
	-7.134
	9.74E-13
	---
	8.28E-11
	ANXA2

	cg14011077
	ENSG00000108883
	2367
	-7.13
	1.00E-12
	---
	8.47E-11
	EFTUD2

	cg14011077
	ENSG00000062716
	2367
	7.129
	1.01E-12
	+++
	8.53E-11
	VMP1

	cg14011077
	ENSG00000137193
	2367
	-7.118
	1.10E-12
	---
	9.20E-11
	PIM1

	cg14011077
	ENSG00000110025
	2367
	-7.097
	1.28E-12
	---
	1.06E-10
	SNX15

	cg14011077
	ENSG00000103569
	2367
	7.095
	1.30E-12
	+++
	1.08E-10
	AQP9

	cg14011077
	ENSG00000143554
	2367
	-7.089
	1.35E-12
	---
	1.11E-10
	SLC27A3

	cg14011077
	ENSG00000177098
	2367
	-7.09
	1.34E-12
	---
	1.11E-10
	SCN4B

	cg14011077
	ENSG00000160392
	2367
	-7.068
	1.58E-12
	---
	1.29E-10
	C19orf47

	cg14011077
	ENSG00000103275
	2367
	-7.067
	1.59E-12
	---
	1.29E-10
	UBE2I

	cg14011077
	ENSG00000135766
	2367
	7.063
	1.63E-12
	+++
	1.32E-10
	EGLN1

	cg14011077
	ENSG00000197070
	2367
	-7.023
	2.17E-12
	---
	1.76E-10
	ARRDC1

	cg14011077
	ENSG00000106868
	2367
	-6.992
	2.71E-12
	---
	2.19E-10
	SUSD1

	cg14011077
	ENSG00000100243
	2367
	-6.986
	2.82E-12
	---
	2.25E-10
	CYB5R3

	cg14011077
	ENSG00000261471
	2367
	6.987
	2.82E-12
	+++
	2.25E-10
	NA

	cg14011077
	ENSG00000087111
	2367
	-6.985
	2.84E-12
	---
	2.26E-10
	PIGS

	cg14011077
	ENSG00000228594
	2367
	-6.974
	3.08E-12
	---
	2.44E-10
	C1orf233

	cg14011077
	ENSG00000163625
	2367
	6.971
	3.15E-12
	+++
	2.49E-10
	WDFY3

	cg14011077
	ENSG00000166189
	2367
	-6.947
	3.74E-12
	---
	2.94E-10
	HPS6

	cg14011077
	ENSG00000064601
	2367
	-6.944
	3.80E-12
	---
	2.97E-10
	CTSA

	cg14011077
	ENSG00000130270
	2367
	-6.93
	4.22E-12
	---
	3.28E-10
	ATP8B3

	cg14011077
	ENSG00000188895
	2367
	6.926
	4.33E-12
	+++
	3.36E-10
	MSL1

	cg14011077
	ENSG00000215114
	2367
	6.923
	4.42E-12
	+++
	3.41E-10
	UBXN2B

	cg14011077
	ENSG00000225872
	1464
	-6.913
	4.74E-12
	--?
	3.65E-10
	NA

	cg14011077
	ENSG00000187147
	2367
	-6.91
	4.85E-12
	---
	3.72E-10
	RNF220

	cg14011077
	ENSG00000197451
	2367
	-6.903
	5.11E-12
	---
	3.89E-10
	HNRNPAB

	cg14011077
	ENSG00000106780
	2367
	6.882
	5.89E-12
	+++
	4.47E-10
	MEGF9

	cg14011077
	ENSG00000184009
	2367
	-6.87
	6.40E-12
	---
	4.82E-10
	ACTG1

	cg14011077
	ENSG00000151651
	2367
	-6.871
	6.39E-12
	---
	4.82E-10
	ADAM8

	cg14011077
	ENSG00000132155
	2367
	6.857
	7.02E-12
	+++
	5.25E-10
	RAF1

	cg14011077
	ENSG00000149657
	2367
	-6.857
	7.01E-12
	---
	5.25E-10
	LSM14B

	cg14011077
	ENSG00000239697
	2367
	-6.845
	7.66E-12
	---
	5.70E-10
	TNFSF12

	cg14011077
	ENSG00000183018
	2367
	-6.842
	7.83E-12
	---
	5.81E-10
	SPNS2

	cg14011077
	ENSG00000163694
	2367
	6.826
	8.72E-12
	+++
	6.44E-10
	RBM47

	cg14011077
	ENSG00000189180
	2367
	6.825
	8.77E-12
	+++
	6.45E-10
	ZNF33A

	cg14011077
	ENSG00000007038
	2367
	-6.812
	9.62E-12
	---
	7.05E-10
	PRSS21

	cg14011077
	ENSG00000049656
	2367
	-6.808
	9.92E-12
	---
	7.24E-10
	CLPTM1L

	cg14011077
	ENSG00000151743
	2367
	6.807
	9.95E-12
	+++
	7.24E-10
	AMN1

	cg14011077
	ENSG00000125898
	2367
	-6.804
	1.02E-11
	---
	7.40E-10
	FAM110A

	cg14011077
	ENSG00000157379
	2367
	-6.802
	1.03E-11
	---
	7.44E-10
	DHRS1

	cg14011077
	ENSG00000173559
	2367
	6.784
	1.17E-11
	+++
	8.43E-10
	NABP1

	cg14011077
	ENSG00000003756
	2367
	6.777
	1.23E-11
	+++
	8.80E-10
	RBM5

	cg14011077
	ENSG00000169105
	2367
	-6.776
	1.24E-11
	---
	8.82E-10
	CHST14

	cg14011077
	ENSG00000160404
	2367
	-6.774
	1.26E-11
	---
	8.92E-10
	TOR2A

	cg14011077
	ENSG00000183684
	2367
	-6.762
	1.37E-11
	---
	9.66E-10
	ALYREF

	cg14011077
	ENSG00000165071
	2367
	6.755
	1.43E-11
	+++
	1.01E-09
	TMEM71

	cg14011077
	ENSG00000259785
	1464
	-6.75
	1.48E-11
	--?
	1.04E-09
	ADAMTS7P1

	cg14011077
	ENSG00000115234
	2367
	-6.746
	1.52E-11
	---
	1.07E-09
	SNX17

	cg14011077
	ENSG00000147459
	2367
	6.744
	1.54E-11
	+++
	1.08E-09
	DOCK5

	cg14011077
	ENSG00000168904
	2367
	-6.742
	1.56E-11
	---
	1.08E-09
	LRRC28

	cg14011077
	ENSG00000115828
	2367
	6.736
	1.62E-11
	+++
	1.12E-09
	QPCT

	cg14011077
	ENSG00000130222
	2367
	-6.728
	1.72E-11
	---
	1.18E-09
	GADD45G

	cg14011077
	ENSG00000268913
	2367
	-6.71
	1.94E-11
	---
	1.34E-09
	NA

	cg14011077
	ENSG00000157800
	2367
	6.69
	2.23E-11
	+++
	1.52E-09
	SLC37A3

	cg14011077
	ENSG00000073331
	2367
	6.667
	2.61E-11
	+++
	1.78E-09
	ALPK1

	cg14011077
	ENSG00000146592
	2367
	6.665
	2.64E-11
	+++
	1.80E-09
	CREB5

	cg14011077
	ENSG00000167645
	2367
	-6.658
	2.77E-11
	---
	1.88E-09
	YIF1B

	cg14011077
	ENSG00000186951
	2367
	-6.65
	2.94E-11
	---
	1.98E-09
	PPARA

	cg14011077
	ENSG00000166147
	2367
	-6.637
	3.21E-11
	---
	2.16E-09
	FBN1

	cg14011077
	ENSG00000149600
	2367
	-6.634
	3.27E-11
	---
	2.19E-09
	COMMD7

	cg14011077
	ENSG00000109919
	2367
	-6.626
	3.45E-11
	---
	2.30E-09
	MTCH2

	cg14011077
	ENSG00000159335
	2367
	-6.625
	3.46E-11
	---
	2.30E-09
	PTMS

	cg14011077
	ENSG00000112763
	2367
	6.62
	3.59E-11
	+++
	2.38E-09
	BTN2A1

	cg14011077
	ENSG00000082996
	2367
	6.619
	3.62E-11
	+++
	2.39E-09
	RNF13

	cg14011077
	ENSG00000187446
	2367
	-6.615
	3.73E-11
	---
	2.45E-09
	CHP1

	cg14011077
	ENSG00000139323
	2367
	6.611
	3.82E-11
	+++
	2.51E-09
	POC1B

	cg14011077
	ENSG00000185361
	2367
	-6.61
	3.85E-11
	---
	2.52E-09
	TNFAIP8L1

	cg14011077
	ENSG00000268006
	2367
	6.608
	3.89E-11
	+++
	2.53E-09
	PTOV1-AS1

	cg14011077
	ENSG00000170382
	2367
	6.607
	3.91E-11
	+++
	2.54E-09
	LRRN2

	cg14011077
	ENSG00000166527
	2367
	6.603
	4.02E-11
	+++
	2.60E-09
	CLEC4D

	cg14011077
	ENSG00000188290
	2367
	-6.603
	4.03E-11
	---
	2.60E-09
	HES4

	cg14011077
	ENSG00000184897
	2367
	-6.593
	4.30E-11
	---
	2.76E-09
	H1FX

	cg14011077
	ENSG00000162430
	2367
	-6.591
	4.38E-11
	---
	2.80E-09
	SEPN1

	cg14011077
	ENSG00000238160
	2367
	6.585
	4.54E-11
	+++
	2.89E-09
	NA

	cg14011077
	ENSG00000110852
	2367
	6.584
	4.57E-11
	+++
	2.89E-09
	CLEC2B

	cg14011077
	ENSG00000175505
	2367
	-6.584
	4.57E-11
	---
	2.89E-09
	CLCF1

	cg14011077
	ENSG00000164292
	2367
	-6.579
	4.73E-11
	---
	2.99E-09
	RHOBTB3

	cg14011077
	ENSG00000121083
	2367
	-6.577
	4.80E-11
	---
	3.02E-09
	NA

	cg14011077
	ENSG00000121858
	2367
	6.551
	5.72E-11
	+++
	3.59E-09
	TNFSF10

	cg14011077
	ENSG00000187688
	2367
	-6.541
	6.09E-11
	---
	3.81E-09
	TRPV2

	cg14011077
	ENSG00000115594
	2367
	6.532
	6.51E-11
	+++
	4.05E-09
	IL1R1

	cg14011077
	ENSG00000170871
	2367
	6.528
	6.67E-11
	+++
	4.12E-09
	KIAA0232

	cg14011077
	ENSG00000198113
	2367
	-6.528
	6.68E-11
	---
	4.12E-09
	TOR4A

	cg14011077
	ENSG00000241860
	2367
	6.529
	6.64E-11
	+++
	4.12E-09
	NA

	cg14011077
	ENSG00000185104
	2367
	-6.526
	6.75E-11
	---
	4.15E-09
	FAF1

	cg14011077
	ENSG00000139631
	2367
	6.523
	6.90E-11
	+++
	4.23E-09
	CSAD

	cg14011077
	ENSG00000167778
	2367
	-6.521
	6.96E-11
	---
	4.25E-09
	SPRYD3

	cg14011077
	ENSG00000167004
	2367
	-6.519
	7.07E-11
	---
	4.30E-09
	PDIA3

	cg14011077
	ENSG00000077549
	2367
	-6.514
	7.30E-11
	---
	4.43E-09
	CAPZB

	cg14011077
	ENSG00000122390
	2367
	-6.492
	8.48E-11
	---
	5.13E-09
	NAA60

	cg14011077
	ENSG00000174718
	2367
	6.487
	8.74E-11
	+++
	5.27E-09
	KIAA1551

	cg14011077
	ENSG00000111669
	2367
	-6.473
	9.59E-11
	---
	5.76E-09
	TPI1

	cg14011077
	ENSG00000134107
	2367
	-6.466
	1.01E-10
	---
	6.03E-09
	BHLHE40

	cg14011077
	ENSG00000149480
	2367
	-6.464
	1.02E-10
	---
	6.07E-09
	MTA2

	cg14011077
	ENSG00000135407
	2367
	6.46
	1.05E-10
	+++
	6.22E-09
	AVIL

	cg14011077
	ENSG00000132792
	2367
	-6.453
	1.10E-10
	---
	6.52E-09
	CTNNBL1

	cg14011077
	ENSG00000138411
	2367
	6.448
	1.13E-10
	+++
	6.70E-09
	HECW2

	cg14011077
	ENSG00000169122
	2367
	-6.447
	1.14E-10
	---
	6.74E-09
	FAM110B

	cg14011077
	ENSG00000133872
	2367
	6.445
	1.16E-10
	+++
	6.79E-09
	TMEM66

	cg14011077
	ENSG00000110514
	2367
	-6.439
	1.20E-10
	---
	7.03E-09
	MADD

	cg14011077
	ENSG00000118705
	2367
	-6.439
	1.20E-10
	---
	7.03E-09
	RPN2

	cg14011077
	ENSG00000100290
	2367
	-6.432
	1.26E-10
	---
	7.33E-09
	BIK

	cg14011077
	ENSG00000218052
	1464
	-6.427
	1.30E-10
	--?
	7.56E-09
	ADAMTS7P4

	cg14011077
	ENSG00000113916
	2367
	6.415
	1.41E-10
	+++
	8.15E-09
	BCL6

	cg14011077
	ENSG00000161533
	2367
	6.415
	1.41E-10
	+++
	8.15E-09
	ACOX1

	cg14011077
	ENSG00000111011
	2367
	6.414
	1.42E-10
	+++
	8.16E-09
	RSRC2

	cg14011077
	ENSG00000148655
	2367
	-6.407
	1.48E-10
	---
	8.48E-09
	C10orf11

	cg14011077
	ENSG00000248323
	2367
	6.404
	1.51E-10
	+++
	8.63E-09
	LUCAT1

	cg14011077
	ENSG00000111652
	2367
	-6.398
	1.58E-10
	---
	8.99E-09
	COPS7A

	cg14011077
	ENSG00000068028
	2367
	-6.394
	1.62E-10
	---
	9.20E-09
	RASSF1

	cg14011077
	ENSG00000072954
	2367
	-6.381
	1.76E-10
	---
	9.94E-09
	TMEM38A

	cg14011077
	ENSG00000166483
	2367
	-6.372
	1.86E-10
	---
	1.05E-08
	WEE1

	cg14011077
	ENSG00000146701
	2367
	-6.35
	2.16E-10
	---
	1.22E-08
	MDH2

	cg14011077
	ENSG00000102879
	2367
	-6.341
	2.29E-10
	---
	1.29E-08
	CORO1A

	cg14011077
	ENSG00000184014
	2367
	6.332
	2.42E-10
	+++
	1.35E-08
	DENND5A

	cg14011077
	ENSG00000104872
	2367
	-6.333
	2.41E-10
	---
	1.35E-08
	PIH1D1

	cg14011077
	ENSG00000087502
	2367
	6.329
	2.47E-10
	+++
	1.38E-08
	ERGIC2

	cg14011077
	ENSG00000124222
	2367
	6.328
	2.49E-10
	+++
	1.38E-08
	STX16

	cg14011077
	ENSG00000119772
	2367
	6.319
	2.63E-10
	+++
	1.46E-08
	DNMT3A

	cg14011077
	ENSG00000136213
	2367
	-6.312
	2.75E-10
	---
	1.52E-08
	CHST12

	cg14011077
	ENSG00000134152
	2367
	6.293
	3.11E-10
	+++
	1.71E-08
	KATNBL1

	cg14011077
	ENSG00000181284
	2367
	-6.288
	3.21E-10
	---
	1.76E-08
	TMEM102

	cg14011077
	ENSG00000136869
	2367
	6.287
	3.24E-10
	+++
	1.77E-08
	TLR4

	cg14011077
	ENSG00000186431
	2367
	6.275
	3.51E-10
	+++
	1.90E-08
	FCAR

	cg14011077
	ENSG00000167797
	2367
	-6.274
	3.51E-10
	---
	1.90E-08
	CDK2AP2

	cg14011077
	ENSG00000182054
	2367
	-6.275
	3.49E-10
	---
	1.90E-08
	IDH2

	cg14011077
	ENSG00000213614
	2367
	-6.27
	3.62E-10
	---
	1.95E-08
	HEXA

	cg14011077
	ENSG00000175376
	2367
	-6.264
	3.76E-10
	---
	2.02E-08
	EIF1AD

	cg14011077
	ENSG00000141699
	2367
	-6.243
	4.29E-10
	---
	2.30E-08
	FAM134C

	cg14011077
	ENSG00000119471
	2367
	6.237
	4.47E-10
	+++
	2.39E-08
	HSDL2

	cg14011077
	ENSG00000257335
	2367
	6.237
	4.47E-10
	+++
	2.39E-08
	MGAM

	cg14011077
	ENSG00000097033
	2367
	6.234
	4.54E-10
	+++
	2.41E-08
	SH3GLB1

	cg14011077
	ENSG00000226380
	2367
	6.234
	4.54E-10
	+++
	2.41E-08
	MIR29B1

	cg14011077
	ENSG00000246263
	2367
	6.233
	4.57E-10
	+++
	2.42E-08
	NA

	cg14011077
	ENSG00000197747
	2367
	-6.232
	4.61E-10
	---
	2.44E-08
	S100A10

	cg14011077
	ENSG00000183431
	2367
	-6.221
	4.93E-10
	---
	2.59E-08
	SF3A3

	cg14011077
	ENSG00000143862
	2367
	-6.216
	5.11E-10
	---
	2.68E-08
	ARL8A

	cg14011077
	ENSG00000213585
	2367
	-6.214
	5.15E-10
	---
	2.70E-08
	VDAC1

	cg14011077
	ENSG00000108468
	2367
	6.212
	5.23E-10
	+++
	2.73E-08
	CBX1

	cg14011077
	ENSG00000173281
	2367
	6.208
	5.37E-10
	+++
	2.80E-08
	PPP1R3B

	cg14011077
	ENSG00000244038
	2367
	-6.205
	5.47E-10
	---
	2.84E-08
	DDOST

	cg14011077
	ENSG00000178996
	2367
	6.204
	5.50E-10
	+++
	2.85E-08
	SNX18

	cg14011077
	ENSG00000126860
	2367
	6.2
	5.64E-10
	+++
	2.91E-08
	EVI2A

	cg14011077
	ENSG00000264868
	2367
	6.2
	5.66E-10
	+++
	2.92E-08
	NA

	cg14011077
	ENSG00000111802
	2367
	6.197
	5.76E-10
	+++
	2.96E-08
	TDP2

	cg14011077
	ENSG00000116793
	2367
	6.19
	6.00E-10
	+++
	3.07E-08
	PHTF1

	cg14011077
	ENSG00000123505
	2367
	6.189
	6.06E-10
	+++
	3.09E-08
	AMD1

	cg14011077
	ENSG00000116741
	2367
	6.187
	6.13E-10
	+++
	3.12E-08
	RGS2

	cg14011077
	ENSG00000142227
	2367
	-6.172
	6.73E-10
	---
	3.42E-08
	EMP3

	cg14011077
	ENSG00000059728
	2367
	6.17
	6.83E-10
	+++
	3.46E-08
	MXD1

	cg14011077
	ENSG00000233404
	2367
	6.167
	6.95E-10
	+++
	3.49E-08
	NA

	cg14011077
	ENSG00000171862
	2367
	6.168
	6.94E-10
	+++
	3.49E-08
	PTEN

	cg14011077
	ENSG00000167670
	2367
	-6.167
	6.95E-10
	---
	3.49E-08
	CHAF1A

	cg14011077
	ENSG00000164609
	2367
	6.163
	7.15E-10
	+++
	3.58E-08
	SLU7

	cg14011077
	ENSG00000145819
	2367
	6.162
	7.17E-10
	+++
	3.58E-08
	ARHGAP26

	cg14011077
	ENSG00000005187
	2367
	-6.162
	7.20E-10
	---
	3.59E-08
	ACSM3

	cg14011077
	ENSG00000183484
	2367
	-6.155
	7.52E-10
	---
	3.74E-08
	GPR132

	cg14011077
	ENSG00000107242
	2367
	-6.147
	7.90E-10
	---
	3.91E-08
	PIP5K1B

	cg14011077
	ENSG00000116679
	2367
	6.147
	7.90E-10
	+++
	3.91E-08
	IVNS1ABP

	cg14011077
	ENSG00000213073
	2367
	6.145
	8.01E-10
	+++
	3.95E-08
	NA

	cg14011077
	ENSG00000079616
	2367
	-6.143
	8.11E-10
	---
	3.99E-08
	KIF22

	cg14011077
	ENSG00000167779
	2367
	-6.14
	8.28E-10
	---
	4.06E-08
	IGFBP6

	cg14011077
	ENSG00000006007
	2367
	6.135
	8.53E-10
	+++
	4.17E-08
	GDE1

	cg14011077
	ENSG00000108518
	2367
	-6.128
	8.92E-10
	---
	4.35E-08
	PFN1

	cg14011077
	ENSG00000196547
	2367
	6.125
	9.08E-10
	+++
	4.42E-08
	MAN2A2

	cg14011077
	ENSG00000164062
	2367
	-6.122
	9.23E-10
	---
	4.48E-08
	APEH

	cg14011077
	ENSG00000140365
	2367
	-6.119
	9.42E-10
	---
	4.56E-08
	COMMD4

	cg14011077
	ENSG00000109519
	2367
	-6.117
	9.51E-10
	---
	4.59E-08
	GRPEL1

	cg14011077
	ENSG00000127837
	2367
	-6.115
	9.64E-10
	---
	4.65E-08
	AAMP

	cg14011077
	ENSG00000105483
	2367
	6.113
	9.80E-10
	+++
	4.71E-08
	CARD8

	cg14011077
	ENSG00000187840
	2367
	-6.112
	9.85E-10
	---
	4.72E-08
	EIF4EBP1

	cg14011077
	ENSG00000008294
	2367
	6.111
	9.88E-10
	+++
	4.72E-08
	SPAG9

	cg14011077
	ENSG00000167208
	2367
	-6.111
	9.90E-10
	---
	4.72E-08
	SNX20

	cg14011077
	ENSG00000197818
	2367
	6.107
	1.01E-09
	+++
	4.82E-08
	SLC9A8

	cg14011077
	ENSG00000169919
	2367
	-6.105
	1.03E-09
	---
	4.88E-08
	GUSB

	cg14011077
	ENSG00000177733
	2367
	-6.102
	1.05E-09
	---
	4.96E-08
	HNRNPA0

	cg14011077
	ENSG00000148248
	2367
	-6.096
	1.09E-09
	---
	5.13E-08
	SURF4

	cg14011077
	ENSG00000167264
	2367
	-6.091
	1.12E-09
	---
	5.27E-08
	DUS2

	cg14011077
	ENSG00000129007
	2367
	6.091
	1.12E-09
	+++
	5.27E-08
	CALML4

	cg14011077
	ENSG00000170345
	2367
	6.089
	1.14E-09
	+++
	5.34E-08
	FOS

	cg14011077
	ENSG00000151883
	2367
	6.083
	1.18E-09
	+++
	5.50E-08
	PARP8

	cg14011077
	ENSG00000148572
	2367
	6.081
	1.19E-09
	+++
	5.57E-08
	NRBF2

	cg14011077
	ENSG00000175567
	2367
	-6.07
	1.28E-09
	---
	5.95E-08
	UCP2

	cg14011077
	ENSG00000070269
	2367
	6.069
	1.28E-09
	+++
	5.95E-08
	TMEM260

	cg14011077
	ENSG00000254986
	2367
	-6.068
	1.30E-09
	---
	6.01E-08
	DPP3

	cg14011077
	ENSG00000149476
	2367
	-6.064
	1.33E-09
	---
	6.11E-08
	DAK

	cg14011077
	ENSG00000099994
	2367
	-6.061
	1.36E-09
	---
	6.24E-08
	SUSD2

	cg14011077
	ENSG00000164611
	2367
	-6.059
	1.37E-09
	---
	6.31E-08
	PTTG1

	cg14011077
	ENSG00000136536
	2367
	6.056
	1.39E-09
	+++
	6.39E-08
	Feb-03

	cg14011077
	ENSG00000100347
	2367
	-6.051
	1.44E-09
	---
	6.57E-08
	SAMM50

	cg14011077
	ENSG00000174125
	2367
	6.051
	1.44E-09
	+++
	6.57E-08
	TLR1

	cg14011077
	ENSG00000149182
	2367
	-6.049
	1.46E-09
	---
	6.64E-08
	ARFGAP2

	cg14011077
	ENSG00000159882
	2367
	6.044
	1.50E-09
	+++
	6.79E-08
	ZNF230

	cg14011077
	ENSG00000153179
	2367
	6.044
	1.50E-09
	+++
	6.79E-08
	RASSF3

	cg14011077
	ENSG00000184992
	2367
	-6.045
	1.50E-09
	---
	6.79E-08
	BRI3BP

	cg14011077
	ENSG00000205593
	2367
	-6.04
	1.54E-09
	---
	6.95E-08
	DENND6B

	cg14011077
	ENSG00000138073
	2367
	-6.035
	1.59E-09
	---
	7.16E-08
	PREB

	cg14011077
	ENSG00000143207
	2367
	6.032
	1.62E-09
	+++
	7.27E-08
	RFWD2

	cg14011077
	ENSG00000143851
	2367
	-6.026
	1.68E-09
	---
	7.50E-08
	PTPN7

	cg14011077
	ENSG00000114395
	2367
	-6.023
	1.71E-09
	---
	7.64E-08
	CYB561D2

	cg14011077
	ENSG00000144802
	2367
	6.019
	1.75E-09
	+++
	7.81E-08
	NFKBIZ

	cg14011077
	ENSG00000176108
	2367
	-6.018
	1.77E-09
	---
	7.84E-08
	CHMP6

	cg14011077
	ENSG00000196911
	2367
	6.015
	1.80E-09
	+++
	7.96E-08
	KPNA5

	cg14011077
	ENSG00000213799
	2367
	6.013
	1.82E-09
	+++
	8.02E-08
	ZNF845

	cg14011077
	ENSG00000100979
	2367
	-6.011
	1.84E-09
	---
	8.12E-08
	PLTP

	cg14011077
	ENSG00000163162
	2367
	6.011
	1.85E-09
	+++
	8.13E-08
	RNF149

	cg14011077
	ENSG00000107021
	2367
	-6.007
	1.89E-09
	---
	8.29E-08
	TBC1D13

	cg14011077
	ENSG00000075624
	2367
	-6.002
	1.96E-09
	---
	8.56E-08
	ACTB

	cg14011077
	ENSG00000255026
	2367
	5.997
	2.00E-09
	+++
	8.75E-08
	NA

	cg14011077
	ENSG00000087157
	2367
	5.997
	2.01E-09
	+++
	8.76E-08
	PGS1

	cg14011077
	ENSG00000157349
	2367
	-5.995
	2.03E-09
	---
	8.83E-08
	DDX19B

	cg14011077
	ENSG00000178075
	2367
	5.99
	2.09E-09
	+++
	9.08E-08
	GRAMD1C

	cg14011077
	ENSG00000101574
	2367
	5.986
	2.16E-09
	+++
	9.33E-08
	METTL4

	cg14011077
	ENSG00000144591
	2367
	-5.984
	2.18E-09
	---
	9.41E-08
	GMPPA

	cg14011077
	ENSG00000132394
	2367
	-5.983
	2.19E-09
	---
	9.42E-08
	EEFSEC

	cg14011077
	ENSG00000111145
	2367
	5.981
	2.22E-09
	+++
	9.54E-08
	ELK3

	cg14011077
	ENSG00000093134
	2367
	5.974
	2.31E-09
	+++
	9.90E-08
	VNN3

	cg14011077
	ENSG00000188986
	2367
	-5.971
	2.35E-09
	---
	1.01E-07
	NELFB

	cg14011077
	ENSG00000008838
	2367
	-5.967
	2.42E-09
	---
	1.03E-07
	MED24

	cg14011077
	ENSG00000185272
	2367
	5.966
	2.43E-09
	+++
	1.03E-07
	RBM11

	cg14011077
	ENSG00000204789
	2367
	5.966
	2.44E-09
	+++
	1.04E-07
	ZNF204P

	cg14011077
	ENSG00000257743
	2367
	5.965
	2.44E-09
	+++
	1.04E-07
	NA

	cg14011077
	ENSG00000185043
	2367
	-5.965
	2.45E-09
	---
	1.04E-07
	CIB1

	cg14011077
	ENSG00000065989
	2367
	-5.963
	2.48E-09
	---
	1.04E-07
	PDE4A

	cg14011077
	ENSG00000106351
	2367
	-5.963
	2.48E-09
	---
	1.04E-07
	AGFG2

	cg14011077
	ENSG00000136040
	2367
	5.955
	2.60E-09
	+++
	1.09E-07
	PLXNC1

	cg14011077
	ENSG00000136068
	2367
	-5.954
	2.62E-09
	---
	1.10E-07
	FLNB

	cg14011077
	ENSG00000105835
	2367
	5.949
	2.69E-09
	+++
	1.12E-07
	NAMPT

	cg14011077
	ENSG00000137414
	2367
	5.949
	2.69E-09
	+++
	1.12E-07
	FAM8A1

	cg14011077
	ENSG00000159423
	2367
	-5.94
	2.86E-09
	---
	1.19E-07
	ALDH4A1

	cg14011077
	ENSG00000159314
	2367
	5.934
	2.96E-09
	+++
	1.23E-07
	ARHGAP27

	cg14011077
	ENSG00000261971
	2367
	5.933
	2.97E-09
	+++
	1.23E-07
	NA

	cg14011077
	ENSG00000086300
	2367
	5.929
	3.06E-09
	+++
	1.26E-07
	SNX10

	cg14011077
	ENSG00000163513
	2367
	5.921
	3.20E-09
	+++
	1.32E-07
	TGFBR2

	cg14011077
	ENSG00000117450
	2367
	-5.92
	3.22E-09
	---
	1.32E-07
	PRDX1

	cg14011077
	ENSG00000090097
	2367
	-5.917
	3.28E-09
	---
	1.35E-07
	PCBP4

	cg14011077
	ENSG00000135932
	2367
	5.913
	3.35E-09
	+++
	1.37E-07
	CAB39

	cg14011077
	ENSG00000160767
	2367
	-5.905
	3.54E-09
	---
	1.45E-07
	FAM189B

	cg14011077
	ENSG00000115216
	2367
	-5.901
	3.62E-09
	---
	1.48E-07
	NRBP1

	cg14011077
	ENSG00000121579
	2367
	5.899
	3.65E-09
	+++
	1.48E-07
	NAA50

	cg14011077
	ENSG00000185803
	2367
	-5.899
	3.65E-09
	---
	1.48E-07
	SLC52A2

	cg14011077
	ENSG00000060558
	2367
	-5.896
	3.72E-09
	---
	1.50E-07
	GNA15

	cg14011077
	ENSG00000023287
	2367
	5.896
	3.72E-09
	+++
	1.50E-07
	RB1CC1

	cg14011077
	ENSG00000160714
	2367
	-5.895
	3.74E-09
	---
	1.51E-07
	UBE2Q1

	cg14011077
	ENSG00000263368
	2367
	-5.893
	3.79E-09
	---
	1.53E-07
	NA

	cg14011077
	ENSG00000126067
	2367
	-5.89
	3.86E-09
	---
	1.55E-07
	PSMB2

	cg14011077
	ENSG00000172057
	2367
	-5.889
	3.89E-09
	---
	1.56E-07
	ORMDL3

	cg14011077
	ENSG00000168216
	2367
	5.885
	3.97E-09
	+++
	1.59E-07
	LMBRD1

	cg14011077
	ENSG00000142166
	2367
	5.882
	4.06E-09
	+++
	1.62E-07
	IFNAR1

	cg14011077
	ENSG00000166130
	2367
	5.882
	4.06E-09
	+++
	1.62E-07
	IKBIP

	cg14011077
	ENSG00000204435
	2367
	-5.874
	4.24E-09
	---
	1.69E-07
	CSNK2B

	cg14011077
	ENSG00000125835
	2367
	-5.872
	4.30E-09
	---
	1.71E-07
	SNRPB

	cg14011077
	ENSG00000168434
	2367
	-5.87
	4.36E-09
	---
	1.73E-07
	COG7

	cg14011077
	ENSG00000173914
	2367
	-5.869
	4.39E-09
	---
	1.73E-07
	RBM4B

	cg14011077
	ENSG00000153551
	2367
	-5.864
	4.53E-09
	---
	1.79E-07
	CMTM7

	cg14011077
	ENSG00000112983
	2367
	5.863
	4.55E-09
	+++
	1.79E-07
	BRD8

	cg14011077
	ENSG00000166557
	2367
	-5.861
	4.59E-09
	---
	1.80E-07
	TMED3

	cg14011077
	ENSG00000125735
	2367
	5.86
	4.62E-09
	+++
	1.81E-07
	TNFSF14

	cg14011077
	ENSG00000180008
	2367
	5.858
	4.70E-09
	+++
	1.84E-07
	SOCS4

	cg14011077
	ENSG00000039319
	2367
	5.856
	4.74E-09
	+++
	1.85E-07
	ZFYVE16

	cg14011077
	ENSG00000101445
	2367
	-5.855
	4.77E-09
	---
	1.86E-07
	PPP1R16B

	cg14011077
	ENSG00000146232
	2367
	-5.854
	4.79E-09
	---
	1.86E-07
	NFKBIE

	cg14011077
	ENSG00000112640
	2367
	-5.849
	4.95E-09
	---
	1.92E-07
	PPP2R5D

	cg14011077
	ENSG00000116213
	2367
	-5.847
	5.00E-09
	---
	1.93E-07
	WRAP73

	cg14011077
	ENSG00000182810
	2367
	-5.844
	5.10E-09
	---
	1.97E-07
	DDX28

	cg14011077
	ENSG00000175471
	2367
	5.844
	5.11E-09
	+++
	1.97E-07
	MCTP1

	cg14011077
	ENSG00000042493
	2367
	-5.842
	5.16E-09
	---
	1.98E-07
	CAPG

	cg14011077
	ENSG00000091317
	2367
	5.84
	5.22E-09
	+++
	2.00E-07
	CMTM6

	cg14011077
	ENSG00000184702
	2367
	-5.84
	5.22E-09
	---
	2.00E-07
	Aug-01

	cg14011077
	ENSG00000197157
	2367
	-5.839
	5.26E-09
	---
	2.01E-07
	SND1

	cg14011077
	ENSG00000125844
	2367
	-5.834
	5.41E-09
	---
	2.07E-07
	RRBP1

	cg14011077
	ENSG00000102445
	2367
	5.831
	5.51E-09
	+++
	2.10E-07
	KIAA0226L

	cg14011077
	ENSG00000004455
	2367
	-5.815
	6.06E-09
	---
	2.30E-07
	AK2

	cg14011077
	ENSG00000108828
	2367
	-5.814
	6.11E-09
	---
	2.32E-07
	VAT1

	cg14011077
	ENSG00000171960
	2367
	-5.813
	6.15E-09
	+--
	2.33E-07
	PPIH

	cg14011077
	ENSG00000140563
	2367
	5.811
	6.22E-09
	+++
	2.35E-07
	MCTP2

	cg14011077
	ENSG00000182511
	2367
	-5.81
	6.25E-09
	---
	2.35E-07
	FES

	cg14011077
	ENSG00000010256
	2367
	-5.809
	6.30E-09
	---
	2.37E-07
	UQCRC1

	cg14011077
	ENSG00000185475
	2367
	-5.808
	6.31E-09
	---
	2.37E-07
	TMEM179B

	cg14011077
	ENSG00000237914
	2367
	5.805
	6.45E-09
	+++
	2.42E-07
	NA

	cg14011077
	ENSG00000143393
	2367
	-5.802
	6.54E-09
	---
	2.45E-07
	PI4KB

	cg14011077
	ENSG00000204564
	2367
	-5.797
	6.73E-09
	---
	2.51E-07
	C6orf136

	cg14011077
	ENSG00000251390
	2367
	-5.797
	6.74E-09
	---
	2.51E-07
	NA

	cg14011077
	ENSG00000111276
	2367
	5.797
	6.76E-09
	+++
	2.51E-07
	CDKN1B

	cg14011077
	ENSG00000117305
	2367
	-5.795
	6.82E-09
	---
	2.53E-07
	HMGCL

	cg14011077
	ENSG00000110721
	2367
	-5.794
	6.85E-09
	---
	2.54E-07
	CHKA

	cg14011077
	ENSG00000156671
	2367
	5.794
	6.87E-09
	+++
	2.54E-07
	SAMD8

	cg14011077
	ENSG00000089486
	2367
	-5.791
	6.99E-09
	---
	2.58E-07
	CDIP1

	cg14011077
	ENSG00000172830
	2367
	-5.79
	7.02E-09
	---
	2.58E-07
	SSH3

	cg14011077
	ENSG00000073921
	2367
	5.784
	7.29E-09
	+++
	2.67E-07
	PICALM

	cg14011077
	ENSG00000137496
	2367
	-5.784
	7.28E-09
	---
	2.67E-07
	IL18BP

	cg14011077
	ENSG00000174574
	2367
	5.782
	7.38E-09
	+++
	2.70E-07
	AKIRIN1

	cg14011077
	ENSG00000135365
	2367
	5.782
	7.39E-09
	+++
	2.70E-07
	PHF21A

	cg14011077
	ENSG00000185156
	2367
	-5.781
	7.41E-09
	---
	2.70E-07
	MFSD6L

	cg14011077
	ENSG00000156873
	2367
	-5.781
	7.42E-09
	---
	2.70E-07
	PHKG2

	cg14011077
	ENSG00000198604
	2367
	5.778
	7.55E-09
	+++
	2.74E-07
	BAZ1A

	cg14011077
	ENSG00000232254
	2367
	5.774
	7.75E-09
	+++
	2.81E-07
	CSF2RBP1

	cg14011077
	ENSG00000106305
	2367
	-5.77
	7.91E-09
	---
	2.86E-07
	AIMP2

	cg14011077
	ENSG00000196544
	2367
	-5.766
	8.11E-09
	---
	2.93E-07
	C17orf59

	cg14011077
	ENSG00000160285
	2367
	-5.762
	8.32E-09
	---
	2.99E-07
	LSS

	cg14011077
	ENSG00000186063
	2367
	5.761
	8.37E-09
	+++
	3.01E-07
	AIDA

	cg14011077
	ENSG00000262246
	2367
	-5.76
	8.44E-09
	---
	3.03E-07
	CORO7

	cg14011077
	ENSG00000181830
	2367
	-5.757
	8.56E-09
	---
	3.06E-07
	SLC35C1

	cg14011077
	ENSG00000138449
	2367
	5.756
	8.64E-09
	+++
	3.09E-07
	SLC40A1

	cg14011077
	ENSG00000141570
	2367
	-5.752
	8.84E-09
	---
	3.15E-07
	CBX8

	cg14011077
	ENSG00000188486
	2367
	-5.751
	8.88E-09
	---
	3.16E-07
	H2AFX

	cg14011077
	ENSG00000007968
	2367
	-5.751
	8.89E-09
	---
	3.16E-07
	E2F2

	cg14011077
	ENSG00000108256
	2367
	5.75
	8.95E-09
	+++
	3.17E-07
	NUFIP2

	cg14011077
	ENSG00000176340
	2367
	-5.749
	8.99E-09
	---
	3.18E-07
	COX8A

	cg14011077
	ENSG00000116478
	2367
	-5.746
	9.13E-09
	---
	3.23E-07
	HDAC1

	cg14011077
	ENSG00000172845
	2367
	5.743
	9.32E-09
	+++
	3.29E-07
	SP3

	cg14011077
	ENSG00000204308
	2367
	-5.741
	9.39E-09
	---
	3.31E-07
	RNF5

	cg14011077
	ENSG00000155657
	2367
	5.74
	9.46E-09
	+++
	3.32E-07
	TTN

	cg14011077
	ENSG00000160190
	2367
	-5.739
	9.55E-09
	---
	3.35E-07
	SLC37A1

	cg14011077
	ENSG00000050438
	2367
	-5.737
	9.65E-09
	---
	3.38E-07
	SLC4A8

	cg14011077
	ENSG00000260528
	2367
	5.732
	9.90E-09
	+++
	3.46E-07
	FAM157C

	cg14011077
	ENSG00000113163
	2367
	5.732
	9.92E-09
	+++
	3.46E-07
	COL4A3BP

	cg14011077
	ENSG00000077157
	2367
	5.731
	9.99E-09
	+++
	3.48E-07
	PPP1R12B

	cg14011077
	ENSG00000108604
	2367
	-5.731
	1.00E-08
	---
	3.48E-07
	SMARCD2

	cg14011077
	ENSG00000111817
	2367
	5.73
	1.01E-08
	+++
	3.49E-07
	DSE

	cg14011077
	ENSG00000172007
	2367
	5.723
	1.05E-08
	+++
	3.63E-07
	RAB33B

	cg14011077
	ENSG00000085741
	2367
	-5.721
	1.06E-08
	---
	3.65E-07
	WNT11

	cg14011077
	ENSG00000124104
	2367
	-5.716
	1.09E-08
	---
	3.76E-07
	SNX21

	cg14011077
	ENSG00000136111
	2367
	5.713
	1.11E-08
	+++
	3.81E-07
	TBC1D4

	cg14011077
	ENSG00000141499
	2367
	-5.711
	1.13E-08
	---
	3.87E-07
	WRAP53

	cg14011077
	ENSG00000057294
	2367
	-5.708
	1.15E-08
	---
	3.93E-07
	PKP2

	cg14011077
	ENSG00000125877
	2367
	-5.703
	1.18E-08
	---
	4.03E-07
	ITPA

	cg14011077
	ENSG00000141873
	2367
	-5.698
	1.22E-08
	---
	4.15E-07
	SLC39A3

	cg14011077
	ENSG00000169967
	2367
	5.697
	1.22E-08
	+++
	4.16E-07
	MAP3K2

	cg14011077
	ENSG00000129071
	2367
	5.695
	1.24E-08
	+++
	4.21E-07
	MBD4

	cg14011077
	ENSG00000166734
	2367
	5.693
	1.25E-08
	+++
	4.25E-07
	CASC4

	cg14011077
	ENSG00000129691
	2367
	-5.691
	1.26E-08
	---
	4.28E-07
	ASH2L

	cg14011077
	ENSG00000131187
	2367
	-5.689
	1.28E-08
	---
	4.31E-07
	F12

	cg14011077
	ENSG00000131368
	2367
	5.69
	1.27E-08
	+++
	4.31E-07
	MRPS25

	cg14011077
	ENSG00000120725
	2367
	-5.688
	1.28E-08
	---
	4.33E-07
	SIL1

	cg14011077
	ENSG00000106100
	2367
	-5.687
	1.30E-08
	---
	4.36E-07
	NOD1

	cg14011077
	ENSG00000095574
	2367
	5.684
	1.31E-08
	+++
	4.42E-07
	IKZF5

	cg14011077
	ENSG00000173992
	2367
	-5.682
	1.33E-08
	---
	4.46E-07
	CCS

	cg14011077
	ENSG00000254470
	2367
	5.682
	1.33E-08
	+++
	4.46E-07
	AP5B1

	cg14011077
	ENSG00000103415
	2367
	-5.682
	1.33E-08
	---
	4.46E-07
	HMOX2

	cg14011077
	ENSG00000241878
	2367
	5.678
	1.36E-08
	+++
	4.55E-07
	PISD

	cg14011077
	ENSG00000133935
	2367
	-5.677
	1.37E-08
	---
	4.56E-07
	C14orf1

	cg14011077
	ENSG00000071462
	2367
	-5.677
	1.37E-08
	---
	4.56E-07
	WBSCR22

	cg14011077
	ENSG00000164885
	2367
	-5.67
	1.43E-08
	---
	4.73E-07
	CDK5

	cg14011077
	ENSG00000048392
	2367
	5.67
	1.42E-08
	+++
	4.73E-07
	RRM2B

	cg14011077
	ENSG00000129292
	2367
	5.67
	1.43E-08
	+++
	4.74E-07
	PHF20L1

	cg14011077
	ENSG00000105254
	2367
	-5.669
	1.44E-08
	---
	4.76E-07
	TBCB

	cg14011077
	ENSG00000196850
	2367
	5.665
	1.47E-08
	+++
	4.86E-07
	PPTC7

	cg14011077
	ENSG00000089737
	2367
	-5.662
	1.50E-08
	---
	4.92E-07
	DDX24

	cg14011077
	ENSG00000096063
	2367
	5.661
	1.51E-08
	+++
	4.95E-07
	SRPK1

	cg14011077
	ENSG00000178226
	2367
	-5.66
	1.51E-08
	---
	4.96E-07
	PRSS36

	cg14011077
	ENSG00000187049
	2367
	-5.659
	1.52E-08
	+--
	4.98E-07
	TMEM216

	cg14011077
	ENSG00000147684
	2367
	-5.657
	1.54E-08
	---
	5.04E-07
	NDUFB9

	cg14011077
	ENSG00000108819
	2367
	-5.656
	1.55E-08
	---
	5.05E-07
	PPP1R9B

	cg14011077
	ENSG00000146729
	2367
	5.654
	1.57E-08
	+++
	5.10E-07
	GBAS

	cg14011077
	ENSG00000248019
	2367
	5.652
	1.59E-08
	+++
	5.15E-07
	FAM13A-AS1

	cg14011077
	ENSG00000121775
	2367
	-5.652
	1.59E-08
	---
	5.15E-07
	TMEM39B

	cg14011077
	ENSG00000139496
	2367
	5.652
	1.59E-08
	+++
	5.15E-07
	NUPL1

	cg14011077
	ENSG00000168002
	2367
	-5.651
	1.60E-08
	---
	5.17E-07
	POLR2G

	cg14011077
	ENSG00000109911
	2367
	-5.65
	1.60E-08
	---
	5.18E-07
	ELP4

	cg14011077
	ENSG00000073605
	2367
	-5.648
	1.62E-08
	---
	5.22E-07
	GSDMB

	cg14011077
	ENSG00000197208
	2367
	5.647
	1.64E-08
	+++
	5.26E-07
	SLC22A4

	cg14011077
	ENSG00000064300
	2367
	-5.643
	1.67E-08
	---
	5.36E-07
	NGFR

	cg14011077
	ENSG00000198898
	2367
	5.641
	1.69E-08
	+++
	5.41E-07
	CAPZA2

	cg14011077
	ENSG00000162139
	2367
	5.64
	1.70E-08
	+++
	5.43E-07
	NEU3

	cg14011077
	ENSG00000141425
	2367
	5.639
	1.71E-08
	+++
	5.47E-07
	RPRD1A

	cg14011077
	ENSG00000124209
	2367
	5.635
	1.75E-08
	+++
	5.58E-07
	RAB22A

	cg14011077
	ENSG00000159128
	2367
	5.631
	1.79E-08
	+++
	5.69E-07
	IFNGR2

	cg14011077
	ENSG00000230724
	2367
	5.631
	1.80E-08
	+++
	5.71E-07
	LINC01001

	cg14011077
	ENSG00000140443
	2367
	5.629
	1.82E-08
	+++
	5.76E-07
	IGF1R

	cg14011077
	ENSG00000071189
	2367
	5.628
	1.82E-08
	+++
	5.78E-07
	SNX13

	cg14011077
	ENSG00000115109
	2367
	5.627
	1.83E-08
	+++
	5.80E-07
	EPB41L5

	cg14011077
	ENSG00000119820
	2367
	5.625
	1.85E-08
	+++
	5.85E-07
	YIPF4

	cg14011077
	ENSG00000067606
	2367
	-5.625
	1.86E-08
	---
	5.85E-07
	PRKCZ

	cg14011077
	ENSG00000113369
	2367
	5.623
	1.87E-08
	+++
	5.90E-07
	ARRDC3

	cg14011077
	ENSG00000198763
	2367
	-5.623
	1.88E-08
	---
	5.90E-07
	MT-ND2

	cg14011077
	ENSG00000134352
	2367
	5.621
	1.90E-08
	+++
	5.96E-07
	IL6ST

	cg14011077
	ENSG00000141279
	2367
	5.618
	1.94E-08
	+++
	6.05E-07
	NPEPPS

	cg14011077
	ENSG00000108671
	2367
	-5.618
	1.94E-08
	---
	6.05E-07
	PSMD11

	cg14011077
	ENSG00000119689
	2367
	-5.616
	1.95E-08
	---
	6.07E-07
	DLST

	cg14011077
	ENSG00000065559
	2367
	5.617
	1.95E-08
	+++
	6.07E-07
	MAP2K4

	cg14011077
	ENSG00000203644
	2367
	5.616
	1.96E-08
	+++
	6.09E-07
	NA

	cg14011077
	ENSG00000168005
	2367
	-5.615
	1.97E-08
	---
	6.11E-07
	C11orf84

	cg14011077
	ENSG00000155099
	2367
	5.614
	1.97E-08
	+++
	6.12E-07
	TMEM55A

	cg14011077
	ENSG00000188906
	2367
	5.613
	1.99E-08
	+++
	6.15E-07
	LRRK2

	cg14011077
	ENSG00000100528
	2367
	5.607
	2.06E-08
	+++
	6.37E-07
	CNIH1

	cg14011077
	ENSG00000100060
	2367
	-5.604
	2.10E-08
	---
	6.46E-07
	MFNG

	cg14011077
	ENSG00000136286
	2367
	-5.604
	2.10E-08
	---
	6.46E-07
	MYO1G

	cg14011077
	ENSG00000239906
	2367
	5.603
	2.11E-08
	+++
	6.49E-07
	NA

	cg14011077
	ENSG00000198520
	2367
	-5.602
	2.12E-08
	---
	6.49E-07
	C1orf228

	cg14011077
	ENSG00000104823
	2367
	-5.601
	2.13E-08
	---
	6.53E-07
	ECH1

	cg14011077
	ENSG00000091732
	2367
	-5.598
	2.17E-08
	---
	6.65E-07
	ZC3HC1

	cg14011077
	ENSG00000117616
	2367
	5.596
	2.19E-08
	+++
	6.69E-07
	C1orf63

	cg14011077
	ENSG00000179833
	2367
	5.594
	2.22E-08
	+++
	6.77E-07
	SERTAD2

	cg14011077
	ENSG00000167881
	2367
	-5.592
	2.25E-08
	---
	6.83E-07
	SRP68

	cg14011077
	ENSG00000120696
	2367
	5.591
	2.26E-08
	+++
	6.83E-07
	KBTBD7

	cg14011077
	ENSG00000125746
	2367
	-5.592
	2.25E-08
	---
	6.83E-07
	EML2

	cg14011077
	ENSG00000183624
	2367
	-5.591
	2.25E-08
	---
	6.83E-07
	HMCES

	cg14011077
	ENSG00000186001
	2367
	-5.589
	2.28E-08
	---
	6.88E-07
	LRCH3

	cg14011077
	ENSG00000166128
	2367
	5.589
	2.28E-08
	+++
	6.88E-07
	RAB8B

	cg14011077
	ENSG00000135503
	2367
	-5.588
	2.30E-08
	---
	6.93E-07
	ACVR1B

	cg14011077
	ENSG00000138375
	2367
	-5.587
	2.32E-08
	---
	6.97E-07
	SMARCAL1

	cg14011077
	ENSG00000161981
	2367
	-5.586
	2.32E-08
	---
	6.97E-07
	SNRNP25

	cg14011077
	ENSG00000167986
	2367
	-5.584
	2.34E-08
	---
	6.99E-07
	DDB1

	cg14011077
	ENSG00000124233
	2367
	-5.585
	2.34E-08
	---
	6.99E-07
	SEMG1

	cg14011077
	ENSG00000138439
	2367
	5.585
	2.33E-08
	+++
	6.99E-07
	FAM117B

	cg14011077
	ENSG00000143119
	2367
	5.585
	2.34E-08
	+++
	6.99E-07
	CD53

	cg14011077
	ENSG00000140497
	2367
	-5.585
	2.34E-08
	---
	6.99E-07
	SCAMP2

	cg14011077
	ENSG00000140749
	2367
	5.582
	2.38E-08
	+++
	7.08E-07
	IGSF6

	cg14011077
	ENSG00000122359
	2367
	-5.582
	2.38E-08
	---
	7.08E-07
	ANXA11

	cg14011077
	ENSG00000121053
	2367
	-5.58
	2.41E-08
	---
	7.14E-07
	EPX

	cg14011077
	ENSG00000174123
	2367
	5.572
	2.52E-08
	+++
	7.47E-07
	TLR10

	cg14011077
	ENSG00000014216
	2367
	-5.571
	2.53E-08
	---
	7.48E-07
	CAPN1

	cg14011077
	ENSG00000159110
	2367
	5.569
	2.57E-08
	+++
	7.57E-07
	IFNAR2

	cg14011077
	ENSG00000155876
	2367
	-5.565
	2.62E-08
	---
	7.72E-07
	RRAGA

	cg14011077
	ENSG00000196975
	2367
	-5.561
	2.68E-08
	---
	7.90E-07
	ANXA4

	cg14011077
	ENSG00000146576
	2367
	-5.559
	2.71E-08
	---
	7.96E-07
	C7orf26

	cg14011077
	ENSG00000115204
	2367
	-5.557
	2.74E-08
	---
	8.05E-07
	MPV17

	cg14011077
	ENSG00000035681
	2367
	5.554
	2.79E-08
	+++
	8.17E-07
	NSMAF

	cg14011077
	ENSG00000167077
	2367
	-5.551
	2.85E-08
	---
	8.33E-07
	MEI1

	cg14011077
	ENSG00000121454
	2367
	5.548
	2.89E-08
	+++
	8.44E-07
	LHX4

	cg14011077
	ENSG00000117834
	2367
	-5.546
	2.92E-08
	---
	8.51E-07
	SLC5A9

	cg14011077
	ENSG00000152219
	2367
	5.546
	2.93E-08
	+++
	8.53E-07
	ARL14EP

	cg14011077
	ENSG00000110047
	2367
	-5.545
	2.94E-08
	---
	8.56E-07
	EHD1

	cg14011077
	ENSG00000173692
	2367
	-5.539
	3.04E-08
	---
	8.82E-07
	PSMD1

	cg14011077
	ENSG00000110104
	2367
	-5.539
	3.04E-08
	---
	8.82E-07
	CCDC86

	cg14011077
	ENSG00000100731
	2367
	5.536
	3.09E-08
	+++
	8.94E-07
	PCNX

	cg14011077
	ENSG00000135930
	2367
	-5.536
	3.10E-08
	---
	8.95E-07
	EIF4E2

	cg14011077
	ENSG00000133961
	2367
	5.534
	3.13E-08
	+++
	9.03E-07
	NUMB

	cg14011077
	ENSG00000161204
	2367
	-5.534
	3.14E-08
	---
	9.03E-07
	ABCF3

	cg14011077
	ENSG00000126247
	2367
	-5.53
	3.20E-08
	---
	9.21E-07
	CAPNS1

	cg14011077
	ENSG00000126107
	2367
	-5.527
	3.25E-08
	---
	9.34E-07
	HECTD3

	cg14011077
	ENSG00000182831
	2367
	5.526
	3.27E-08
	+++
	9.38E-07
	C16orf72

	cg14011077
	ENSG00000131626
	2367
	5.525
	3.29E-08
	+++
	9.42E-07
	PPFIA1

	cg14011077
	ENSG00000233328
	2367
	-5.52
	3.39E-08
	---
	9.68E-07
	PFN1P1

	cg14011077
	ENSG00000131018
	2367
	-5.518
	3.42E-08
	---
	9.77E-07
	SYNE1

	cg14011077
	ENSG00000105364
	2367
	-5.512
	3.54E-08
	---
	1.01E-06
	MRPL4

	cg14011077
	ENSG00000149136
	2367
	-5.51
	3.59E-08
	---
	1.02E-06
	SSRP1

	cg14011077
	ENSG00000236345
	2367
	5.51
	3.60E-08
	+++
	1.02E-06
	NA

	cg14011077
	ENSG00000110917
	2367
	-5.505
	3.70E-08
	---
	1.05E-06
	MLEC

	cg14011077
	ENSG00000180104
	2367
	-5.504
	3.71E-08
	---
	1.05E-06
	EXOC3

	cg14011077
	ENSG00000136856
	2367
	-5.502
	3.75E-08
	---
	1.06E-06
	SLC2A8

	cg14011077
	ENSG00000155868
	2367
	5.495
	3.91E-08
	+++
	1.10E-06
	MED7

	cg14011077
	ENSG00000184470
	2367
	-5.495
	3.91E-08
	---
	1.10E-06
	TXNRD2

	cg14011077
	ENSG00000127954
	2367
	5.494
	3.93E-08
	+++
	1.10E-06
	STEAP4

	cg14011077
	ENSG00000114902
	2367
	-5.493
	3.95E-08
	---
	1.11E-06
	SPCS1

	cg14011077
	ENSG00000183978
	2367
	-5.493
	3.95E-08
	+--
	1.11E-06
	COA3

	cg14011077
	ENSG00000122223
	2367
	-5.492
	3.98E-08
	---
	1.12E-06
	CD244

	cg14011077
	ENSG00000105447
	2367
	-5.49
	4.01E-08
	---
	1.12E-06
	GRWD1

	cg14011077
	ENSG00000151502
	2367
	-5.49
	4.02E-08
	---
	1.12E-06
	VPS26B

	cg14011077
	ENSG00000154845
	2367
	5.49
	4.02E-08
	+++
	1.12E-06
	PPP4R1

	cg14011077
	ENSG00000196549
	2367
	5.488
	4.07E-08
	+++
	1.13E-06
	MME

	cg14011077
	ENSG00000197860
	2367
	5.487
	4.08E-08
	+++
	1.14E-06
	SGTB

	cg14011077
	ENSG00000141295
	2367
	-5.485
	4.13E-08
	---
	1.15E-06
	SCRN2

	cg14011077
	ENSG00000197579
	2367
	5.482
	4.21E-08
	+++
	1.17E-06
	TOPORS

	cg14011077
	ENSG00000172757
	2367
	-5.481
	4.24E-08
	---
	1.17E-06
	CFL1

	cg14011077
	ENSG00000187837
	2367
	-5.479
	4.27E-08
	---
	1.18E-06
	HIST1H1C

	cg14011077
	ENSG00000160058
	2367
	-5.475
	4.38E-08
	---
	1.21E-06
	BSDC1

	cg14011077
	ENSG00000119900
	2367
	5.474
	4.41E-08
	+++
	1.21E-06
	OGFRL1

	cg14011077
	ENSG00000072958
	2367
	-5.474
	4.40E-08
	---
	1.21E-06
	AP1M1

	cg14011077
	ENSG00000104679
	2367
	-5.474
	4.41E-08
	---
	1.21E-06
	R3HCC1

	cg14011077
	ENSG00000140694
	2367
	-5.472
	4.45E-08
	---
	1.22E-06
	PARN

	cg14011077
	ENSG00000078070
	2367
	-5.471
	4.47E-08
	---
	1.23E-06
	MCCC1

	cg14011077
	ENSG00000142669
	2367
	-5.463
	4.68E-08
	---
	1.28E-06
	SH3BGRL3

	cg14011077
	ENSG00000065615
	2367
	5.463
	4.69E-08
	+++
	1.28E-06
	CYB5R4

	cg14011077
	ENSG00000134294
	2367
	5.461
	4.74E-08
	+++
	1.29E-06
	SLC38A2

	cg14011077
	ENSG00000198888
	2367
	-5.46
	4.77E-08
	---
	1.30E-06
	MT-ND1

	cg14011077
	ENSG00000168291
	2367
	-5.458
	4.81E-08
	---
	1.31E-06
	PDHB

	cg14011077
	ENSG00000183718
	2367
	5.458
	4.82E-08
	+++
	1.31E-06
	TRIM52

	cg14011077
	ENSG00000100364
	2367
	-5.456
	4.87E-08
	---
	1.32E-06
	KIAA0930

	cg14011077
	ENSG00000108591
	2367
	-5.454
	4.91E-08
	---
	1.33E-06
	DRG2

	cg14011077
	ENSG00000145780
	2367
	5.452
	4.97E-08
	+++
	1.34E-06
	FEM1C

	cg14011077
	ENSG00000139597
	2367
	5.45
	5.03E-08
	+++
	1.36E-06
	N4BP2L1

	cg14011077
	ENSG00000237094
	2367
	5.45
	5.04E-08
	-++
	1.36E-06
	NA

	cg14011077
	ENSG00000118260
	2367
	5.443
	5.23E-08
	+++
	1.41E-06
	CREB1

	cg14011077
	ENSG00000172500
	2367
	-5.441
	5.30E-08
	---
	1.43E-06
	FIBP

	cg14011077
	ENSG00000105723
	2367
	-5.44
	5.32E-08
	---
	1.43E-06
	GSK3A

	cg14011077
	ENSG00000180867
	2367
	-5.438
	5.37E-08
	---
	1.44E-06
	PDIA3P1

	cg14011077
	ENSG00000179115
	2367
	-5.436
	5.45E-08
	---
	1.46E-06
	FARSA

	cg14011077
	ENSG00000013275
	2367
	-5.434
	5.52E-08
	---
	1.48E-06
	PSMC4

	cg14011077
	ENSG00000113273
	2367
	-5.432
	5.58E-08
	---
	1.49E-06
	ARSB

	cg14011077
	ENSG00000154518
	2367
	-5.43
	5.62E-08
	---
	1.50E-06
	ATP5G3

	cg14011077
	ENSG00000187778
	2367
	-5.43
	5.64E-08
	---
	1.50E-06
	MCRS1

	cg14011077
	ENSG00000119801
	2367
	5.43
	5.63E-08
	+++
	1.50E-06
	YPEL5

	cg14011077
	ENSG00000179348
	2367
	-5.43
	5.65E-08
	---
	1.50E-06
	GATA2

	cg14011077
	ENSG00000065243
	2367
	5.429
	5.68E-08
	+++
	1.51E-06
	PKN2

	cg14011077
	ENSG00000111481
	2367
	-5.427
	5.73E-08
	---
	1.51E-06
	COPZ1

	cg14011077
	ENSG00000132507
	2367
	-5.427
	5.73E-08
	---
	1.51E-06
	EIF5A

	cg14011077
	ENSG00000163463
	2367
	-5.427
	5.73E-08
	---
	1.51E-06
	KRTCAP2

	cg14011077
	ENSG00000109466
	2367
	5.424
	5.83E-08
	+++
	1.54E-06
	KLHL2

	cg14011077
	ENSG00000178741
	2367
	-5.424
	5.84E-08
	+--
	1.54E-06
	COX5A

	cg14011077
	ENSG00000171448
	2367
	5.423
	5.86E-08
	+++
	1.54E-06
	ZBTB26

	cg14011077
	ENSG00000142599
	2367
	5.422
	5.88E-08
	+++
	1.54E-06
	RERE

	cg14011077
	ENSG00000186141
	2367
	-5.421
	5.92E-08
	---
	1.55E-06
	POLR3C

	cg14011077
	ENSG00000131051
	2367
	5.421
	5.92E-08
	+++
	1.55E-06
	RBM39

	cg14011077
	ENSG00000242372
	2367
	-5.418
	6.03E-08
	---
	1.58E-06
	EIF6

	cg14011077
	ENSG00000172375
	2367
	-5.416
	6.09E-08
	---
	1.59E-06
	C2CD2L

	cg14011077
	ENSG00000163131
	2367
	5.416
	6.10E-08
	+++
	1.59E-06
	CTSS

	cg14011077
	ENSG00000211891
	2367
	-5.414
	6.16E-08
	---
	1.60E-06
	IGHE

	cg14011077
	ENSG00000166321
	2367
	5.414
	6.18E-08
	+++
	1.61E-06
	NUDT13

	cg14011077
	ENSG00000084207
	2367
	-5.411
	6.27E-08
	---
	1.63E-06
	GSTP1

	cg14011077
	ENSG00000134255
	2367
	5.41
	6.30E-08
	+++
	1.63E-06
	CEPT1

	cg14011077
	ENSG00000115241
	2367
	-5.41
	6.32E-08
	---
	1.64E-06
	PPM1G

	cg14011077
	ENSG00000110063
	2367
	-5.409
	6.34E-08
	---
	1.64E-06
	DCPS

	cg14011077
	ENSG00000112511
	2367
	-5.404
	6.51E-08
	---
	1.68E-06
	PHF1

	cg14011077
	ENSG00000071626
	2367
	-5.404
	6.54E-08
	---
	1.68E-06
	DAZAP1

	cg14011077
	ENSG00000099910
	2367
	-5.403
	6.55E-08
	---
	1.69E-06
	KLHL22

	cg14011077
	ENSG00000158715
	2367
	-5.401
	6.63E-08
	---
	1.71E-06
	SLC45A3

	cg14011077
	ENSG00000164715
	2367
	5.399
	6.70E-08
	+++
	1.72E-06
	LMTK2

	cg14011077
	ENSG00000256683
	2367
	5.399
	6.71E-08
	+++
	1.72E-06
	ZNF350

	cg14011077
	ENSG00000162923
	2367
	5.398
	6.75E-08
	+++
	1.73E-06
	WDR26

	cg14011077
	ENSG00000226945
	2367
	5.397
	6.77E-08
	+++
	1.73E-06
	NA

	cg14011077
	ENSG00000215717
	2367
	5.395
	6.85E-08
	+++
	1.75E-06
	TMEM167B

	cg14011077
	ENSG00000099956
	2367
	-5.394
	6.90E-08
	---
	1.76E-06
	SMARCB1

	cg14011077
	ENSG00000158987
	2367
	5.391
	7.01E-08
	+++
	1.79E-06
	RAPGEF6

	cg14011077
	ENSG00000157593
	2367
	-5.383
	7.33E-08
	---
	1.87E-06
	SLC35B2

	cg14011077
	ENSG00000218809
	2367
	5.382
	7.36E-08
	+++
	1.87E-06
	NA

	cg14011077
	ENSG00000142765
	2367
	-5.38
	7.45E-08
	---
	1.89E-06
	SYTL1

	cg14011077
	ENSG00000109736
	2367
	-5.38
	7.47E-08
	---
	1.89E-06
	MFSD10

	cg14011077
	ENSG00000163322
	2367
	5.379
	7.50E-08
	+++
	1.90E-06
	FAM175A

	cg14011077
	ENSG00000111897
	2367
	5.377
	7.58E-08
	+++
	1.91E-06
	SERINC1

	cg14011077
	ENSG00000170043
	2367
	-5.376
	7.63E-08
	---
	1.92E-06
	TRAPPC1

	cg14011077
	ENSG00000115211
	2367
	-5.376
	7.63E-08
	---
	1.92E-06
	EIF2B4

	cg14011077
	ENSG00000158201
	2367
	5.375
	7.67E-08
	+++
	1.93E-06
	ABHD3

	cg14011077
	ENSG00000185482
	2367
	-5.373
	7.73E-08
	---
	1.94E-06
	STAC3

	cg14011077
	ENSG00000028310
	2367
	-5.371
	7.81E-08
	---
	1.96E-06
	BRD9

	cg14011077
	ENSG00000196419
	2367
	-5.371
	7.84E-08
	---
	1.96E-06
	XRCC6

	cg14011077
	ENSG00000197043
	2367
	-5.371
	7.84E-08
	---
	1.96E-06
	ANXA6

	cg14011077
	ENSG00000179818
	2367
	5.37
	7.87E-08
	+++
	1.97E-06
	PCBP1-AS1

	cg14011077
	ENSG00000106397
	2367
	-5.37
	7.89E-08
	---
	1.97E-06
	PLOD3

	cg14011077
	ENSG00000198938
	2367
	-5.369
	7.94E-08
	---
	1.98E-06
	MT-CO3

	cg14011077
	ENSG00000197081
	2367
	5.368
	7.98E-08
	+++
	1.98E-06
	IGF2R

	cg14011077
	ENSG00000110315
	2367
	5.367
	7.99E-08
	+++
	1.99E-06
	RNF141

	cg14011077
	ENSG00000084733
	2367
	5.358
	8.43E-08
	+++
	2.09E-06
	RAB10

	cg14011077
	ENSG00000126522
	2367
	-5.356
	8.50E-08
	---
	2.11E-06
	ASL

	cg14011077
	ENSG00000124299
	2367
	-5.356
	8.51E-08
	---
	2.11E-06
	PEPD

	cg14011077
	ENSG00000036257
	2367
	5.356
	8.53E-08
	+++
	2.11E-06
	CUL3

	cg14011077
	ENSG00000072135
	2367
	-5.355
	8.55E-08
	---
	2.11E-06
	PTPN18

	cg14011077
	ENSG00000175938
	2367
	-5.354
	8.59E-08
	---
	2.12E-06
	ORAI3

	cg14011077
	ENSG00000198133
	2367
	-5.354
	8.62E-08
	---
	2.12E-06
	TMEM229B

	cg14011077
	ENSG00000144228
	2367
	5.352
	8.68E-08
	+++
	2.13E-06
	SPOPL

	cg14011077
	ENSG00000185127
	2367
	5.352
	8.71E-08
	+++
	2.14E-06
	C6orf120

	cg14011077
	ENSG00000169814
	2367
	-5.351
	8.73E-08
	---
	2.14E-06
	BTD

	cg14011077
	ENSG00000104825
	2367
	-5.351
	8.73E-08
	---
	2.14E-06
	NFKBIB

	cg14011077
	ENSG00000071054
	2367
	5.349
	8.84E-08
	+++
	2.16E-06
	MAP4K4

	cg14011077
	ENSG00000090060
	2367
	5.348
	8.89E-08
	+++
	2.17E-06
	PAPOLA

	cg14011077
	ENSG00000121749
	2367
	5.347
	8.92E-08
	+++
	2.17E-06
	TBC1D15

	cg14011077
	ENSG00000177971
	2367
	-5.347
	8.92E-08
	+--
	2.17E-06
	IMP3

	cg14011077
	ENSG00000126858
	2367
	5.344
	9.11E-08
	+++
	2.22E-06
	RHOT1

	cg14011077
	ENSG00000198843
	2367
	5.342
	9.19E-08
	+++
	2.23E-06
	NA

	cg14011077
	ENSG00000147804
	2367
	-5.34
	9.28E-08
	---
	2.25E-06
	SLC39A4

	cg14011077
	ENSG00000139505
	2367
	5.339
	9.35E-08
	+++
	2.27E-06
	MTMR6

	cg14011077
	ENSG00000179029
	2367
	-5.338
	9.38E-08
	+--
	2.27E-06
	TMEM107

	cg14011077
	ENSG00000091483
	2367
	-5.337
	9.44E-08
	---
	2.28E-06
	FH

	cg14011077
	ENSG00000104472
	2367
	-5.334
	9.58E-08
	---
	2.31E-06
	CHRAC1

	cg14011077
	ENSG00000111615
	2367
	5.332
	9.73E-08
	+++
	2.35E-06
	KRR1

	cg14011077
	ENSG00000165916
	2367
	-5.331
	9.79E-08
	---
	2.36E-06
	PSMC3

	cg14011077
	ENSG00000104814
	2367
	-5.33
	9.81E-08
	---
	2.36E-06
	MAP4K1

	cg14011077
	ENSG00000116521
	2367
	-5.33
	9.83E-08
	---
	2.36E-06
	SCAMP3

	cg14011077
	ENSG00000100997
	2367
	-5.328
	9.93E-08
	---
	2.38E-06
	ABHD12

	cg14011077
	ENSG00000100744
	2367
	5.326
	1.01E-07
	+++
	2.41E-06
	GSKIP

	cg14011077
	ENSG00000185420
	2367
	-5.326
	1.01E-07
	---
	2.41E-06
	SMYD3

	cg14011077
	ENSG00000136051
	2367
	5.323
	1.02E-07
	+++
	2.44E-06
	KIAA1033

	cg14011077
	ENSG00000108599
	2367
	5.321
	1.03E-07
	+++
	2.47E-06
	AKAP10

	cg14011077
	ENSG00000087088
	2367
	-5.319
	1.05E-07
	---
	2.49E-06
	BAX

	cg14011077
	ENSG00000185728
	2367
	5.318
	1.05E-07
	+++
	2.49E-06
	YTHDF3

	cg14011077
	ENSG00000133794
	2367
	5.319
	1.05E-07
	+++
	2.49E-06
	ARNTL

	cg14011077
	ENSG00000179299
	2367
	5.318
	1.05E-07
	+++
	2.49E-06
	NSUN7

	cg14011077
	ENSG00000135535
	2367
	5.318
	1.05E-07
	+++
	2.49E-06
	CD164

	cg14011077
	ENSG00000005486
	2367
	-5.316
	1.06E-07
	---
	2.51E-06
	RHBDD2

	cg14011077
	ENSG00000128513
	2367
	5.316
	1.06E-07
	+++
	2.51E-06
	POT1

	cg14011077
	ENSG00000186529
	2367
	5.313
	1.08E-07
	+++
	2.54E-06
	CYP4F3

	cg14011077
	ENSG00000175895
	2367
	5.312
	1.09E-07
	+++
	2.56E-06
	PLEKHF2

	cg14011077
	ENSG00000198189
	2367
	5.308
	1.11E-07
	+++
	2.61E-06
	HSD17B11

	cg14011077
	ENSG00000099330
	2367
	-5.308
	1.11E-07
	---
	2.61E-06
	OCEL1

	cg14011077
	ENSG00000123159
	2367
	-5.307
	1.11E-07
	---
	2.61E-06
	GIPC1

	cg14011077
	ENSG00000168487
	2367
	-5.302
	1.14E-07
	---
	2.68E-06
	BMP1

	cg14011077
	ENSG00000243660
	2367
	5.302
	1.15E-07
	+++
	2.69E-06
	ZNF487

	cg14011077
	ENSG00000177700
	2367
	-5.301
	1.15E-07
	---
	2.69E-06
	POLR2L

	cg14011077
	ENSG00000106263
	2367
	-5.301
	1.15E-07
	---
	2.70E-06
	EIF3B

	cg14011077
	ENSG00000174695
	2367
	5.3
	1.16E-07
	+++
	2.70E-06
	TMEM167A

	cg14011077
	ENSG00000144589
	2367
	-5.298
	1.17E-07
	---
	2.72E-06
	STK11IP

	cg14011077
	ENSG00000131242
	2367
	-5.298
	1.17E-07
	---
	2.72E-06
	RAB11FIP4

	cg14011077
	ENSG00000136014
	2367
	5.299
	1.17E-07
	+++
	2.72E-06
	USP44

	cg14011077
	ENSG00000130695
	2367
	-5.298
	1.17E-07
	---
	2.72E-06
	CEP85

	cg14011077
	ENSG00000108061
	2367
	5.298
	1.17E-07
	+++
	2.73E-06
	SHOC2

	cg14011077
	ENSG00000003402
	2367
	5.296
	1.18E-07
	+++
	2.75E-06
	CFLAR

	cg14011077
	ENSG00000005156
	2367
	-5.295
	1.19E-07
	---
	2.75E-06
	LIG3

	cg14011077
	ENSG00000147905
	2367
	5.295
	1.19E-07
	+++
	2.76E-06
	ZCCHC7

	cg14011077
	ENSG00000113328
	2367
	5.294
	1.19E-07
	+++
	2.76E-06
	CCNG1

	cg14011077
	ENSG00000163348
	2367
	-5.291
	1.21E-07
	---
	2.80E-06
	PYGO2

	cg14011077
	ENSG00000111647
	2367
	5.291
	1.22E-07
	+++
	2.80E-06
	UHRF1BP1L

	cg14011077
	ENSG00000100664
	2367
	5.289
	1.23E-07
	+++
	2.83E-06
	EIF5

	cg14011077
	ENSG00000198586
	2367
	5.289
	1.23E-07
	+++
	2.83E-06
	TLK1

	cg14011077
	ENSG00000108582
	2367
	5.287
	1.24E-07
	+++
	2.85E-06
	CPD

	cg14011077
	ENSG00000172795
	2367
	5.287
	1.24E-07
	+++
	2.85E-06
	DCP2

	cg14011077
	ENSG00000107874
	2367
	-5.286
	1.25E-07
	---
	2.86E-06
	CUEDC2

	cg14011077
	ENSG00000006652
	2367
	5.285
	1.26E-07
	+++
	2.87E-06
	IFRD1

	cg14011077
	ENSG00000197183
	2367
	5.282
	1.28E-07
	+++
	2.92E-06
	C20orf112

	cg14011077
	ENSG00000100097
	2367
	-5.279
	1.30E-07
	---
	2.96E-06
	LGALS1

	cg14011077
	ENSG00000244486
	2367
	-5.278
	1.31E-07
	---
	2.98E-06
	SCARF2

	cg14011077
	ENSG00000198712
	2367
	-5.275
	1.33E-07
	---
	3.03E-06
	MT-CO2

	cg14011077
	ENSG00000198899
	2367
	-5.272
	1.35E-07
	---
	3.07E-06
	MT-ATP6

	cg14011077
	ENSG00000140320
	2367
	-5.271
	1.36E-07
	---
	3.09E-06
	BAHD1

	cg14011077
	ENSG00000142252
	2367
	-5.27
	1.37E-07
	---
	3.10E-06
	GEMIN7

	cg14011077
	ENSG00000170525
	2367
	5.269
	1.37E-07
	+++
	3.11E-06
	PFKFB3

	cg14011077
	ENSG00000008952
	2367
	5.267
	1.39E-07
	+++
	3.13E-06
	SEC62

	cg14011077
	ENSG00000138615
	2367
	5.266
	1.39E-07
	+++
	3.15E-06
	CILP

	cg14011077
	ENSG00000160883
	2367
	-5.265
	1.40E-07
	---
	3.16E-06
	HK3

	cg14011077
	ENSG00000130779
	2367
	5.264
	1.41E-07
	+++
	3.19E-06
	CLIP1

	cg14011077
	ENSG00000003400
	2367
	5.263
	1.42E-07
	+++
	3.19E-06
	CASP10

	cg14011077
	ENSG00000174007
	2367
	5.263
	1.42E-07
	+++
	3.19E-06
	CEP19

	cg14011077
	ENSG00000139719
	2367
	-5.262
	1.43E-07
	---
	3.20E-06
	VPS33A

	cg14011077
	ENSG00000153310
	2367
	5.262
	1.43E-07
	+++
	3.20E-06
	FAM49B

	cg14011077
	ENSG00000120594
	2367
	5.259
	1.45E-07
	+++
	3.24E-06
	PLXDC2

	cg14011077
	ENSG00000260467
	2367
	5.259
	1.45E-07
	+++
	3.24E-06
	NA

	cg14011077
	ENSG00000187713
	2367
	-5.259
	1.45E-07
	---
	3.24E-06
	TMEM203

	cg14011077
	ENSG00000116649
	2367
	-5.255
	1.48E-07
	---
	3.30E-06
	SRM

	cg14011077
	ENSG00000257621
	2367
	5.254
	1.49E-07
	+++
	3.32E-06
	NA

	cg14011077
	ENSG00000176946
	2367
	-5.254
	1.49E-07
	---
	3.32E-06
	THAP4

	cg14011077
	ENSG00000133739
	2367
	5.253
	1.50E-07
	+++
	3.33E-06
	LRRCC1

	cg14011077
	ENSG00000109062
	2367
	-5.252
	1.51E-07
	---
	3.34E-06
	SLC9A3R1

	cg14011077
	ENSG00000203326
	2367
	5.251
	1.51E-07
	+++
	3.35E-06
	ZNF525

	cg14011077
	ENSG00000150281
	2367
	-5.249
	1.53E-07
	---
	3.39E-06
	CTF1

	cg14011077
	ENSG00000110108
	2367
	-5.249
	1.53E-07
	---
	3.39E-06
	TMEM109

	cg14011077
	ENSG00000055208
	2367
	5.248
	1.54E-07
	+++
	3.41E-06
	TAB2

	cg14011077
	ENSG00000151500
	2367
	-5.247
	1.55E-07
	---
	3.42E-06
	THYN1

	cg14011077
	ENSG00000108270
	2367
	-5.246
	1.55E-07
	---
	3.42E-06
	AATF

	cg14011077
	ENSG00000070018
	2367
	5.245
	1.56E-07
	+++
	3.44E-06
	LRP6

	cg14011077
	ENSG00000134574
	2367
	-5.244
	1.58E-07
	---
	3.47E-06
	DDB2

	cg14011077
	ENSG00000122565
	2367
	5.24
	1.60E-07
	+++
	3.52E-06
	CBX3

	cg14011077
	ENSG00000165494
	2367
	5.238
	1.62E-07
	+++
	3.57E-06
	PCF11

	cg14011077
	ENSG00000184967
	2367
	-5.237
	1.63E-07
	---
	3.58E-06
	NOC4L

	cg14011077
	ENSG00000110422
	2367
	5.234
	1.66E-07
	+++
	3.64E-06
	HIPK3

	cg14011077
	ENSG00000171603
	2367
	-5.233
	1.66E-07
	---
	3.64E-06
	CLSTN1

	cg14011077
	ENSG00000109458
	2367
	5.232
	1.68E-07
	+++
	3.66E-06
	GAB1

	cg14011077
	ENSG00000264247
	2367
	5.231
	1.69E-07
	+++
	3.68E-06
	LINC00909

	cg14011077
	ENSG00000127526
	2367
	-5.23
	1.70E-07
	---
	3.70E-06
	SLC35E1

	cg14011077
	ENSG00000079950
	2367
	5.229
	1.70E-07
	+++
	3.71E-06
	STX7

	cg14011077
	ENSG00000261490
	2367
	5.228
	1.71E-07
	+++
	3.72E-06
	NA

	cg14011077
	ENSG00000172531
	2367
	-5.226
	1.73E-07
	---
	3.76E-06
	PPP1CA

	cg14011077
	ENSG00000142733
	2367
	-5.223
	1.76E-07
	---
	3.82E-06
	MAP3K6

	cg14011077
	ENSG00000187257
	2367
	5.223
	1.76E-07
	+++
	3.82E-06
	RSBN1L

	cg14011077
	ENSG00000138802
	2367
	5.221
	1.78E-07
	+++
	3.86E-06
	SEC24B

	cg14011077
	ENSG00000086065
	2367
	5.221
	1.78E-07
	+++
	3.86E-06
	CHMP5

	cg14011077
	ENSG00000091542
	2367
	-5.219
	1.80E-07
	---
	3.88E-06
	ALKBH5

	cg14011077
	ENSG00000013441
	2367
	5.219
	1.80E-07
	+++
	3.89E-06
	CLK1

	cg14011077
	ENSG00000158864
	2367
	-5.218
	1.81E-07
	---
	3.90E-06
	NDUFS2

	cg14011077
	ENSG00000144909
	2367
	5.216
	1.83E-07
	+++
	3.93E-06
	OSBPL11

	cg14011077
	ENSG00000122435
	2367
	5.216
	1.83E-07
	+++
	3.93E-06
	TRMT13

	cg14011077
	ENSG00000142856
	2367
	5.215
	1.84E-07
	+++
	3.95E-06
	ITGB3BP

	cg14011077
	ENSG00000099341
	2367
	-5.213
	1.86E-07
	---
	3.99E-06
	PSMD8

	cg14011077
	ENSG00000267344
	2367
	5.211
	1.88E-07
	+++
	4.03E-06
	NA

	cg14011077
	ENSG00000008517
	2367
	-5.21
	1.89E-07
	---
	4.04E-06
	IL32

	cg14011077
	ENSG00000166398
	2367
	5.21
	1.89E-07
	+++
	4.04E-06
	KIAA0355

	cg14011077
	ENSG00000134046
	2367
	5.208
	1.91E-07
	+++
	4.07E-06
	MBD2

	cg14011077
	ENSG00000125971
	2367
	-5.208
	1.91E-07
	---
	4.07E-06
	DYNLRB1

	cg13835688
	ENSG00000112759
	2367
	-27.438
	9.66E-166
	---
	1.81E-161
	SLC29A1

	cg13835688
	ENSG00000105366
	2367
	-26.932
	9.30E-160
	---
	8.69E-156
	SIGLEC8

	cg13835688
	ENSG00000205927
	2367
	-26.707
	3.92E-157
	---
	2.44E-153
	OLIG2

	cg13835688
	ENSG00000091181
	2367
	-25.896
	7.34E-148
	---
	3.43E-144
	IL5RA

	cg13835688
	ENSG00000121933
	2367
	-25.698
	1.24E-145
	---
	4.64E-142
	ADORA3

	cg13835688
	ENSG00000183134
	2367
	-25.681
	1.89E-145
	---
	5.89E-142
	PTGDR2

	cg13835688
	ENSG00000103355
	2367
	-25.629
	7.18E-145
	---
	1.92E-141
	PRSS33

	cg13835688
	ENSG00000103056
	2367
	-25.457
	5.95E-143
	---
	1.39E-139
	SMPD3

	cg13835688
	ENSG00000167236
	2367
	-23.848
	1.07E-125
	---
	2.22E-122
	CCL23

	cg13835688
	ENSG00000182557
	2367
	-22.591
	5.32E-113
	---
	9.94E-110
	SPNS3

	cg13835688
	ENSG00000168004
	2367
	-22.339
	1.55E-110
	---
	2.63E-107
	HRASLS5

	cg13835688
	ENSG00000092067
	2367
	-22.014
	2.13E-107
	---
	3.32E-104
	CEBPE

	cg13835688
	ENSG00000157368
	2367
	-21.87
	5.00E-106
	---
	7.19E-103
	IL34

	cg13835688
	ENSG00000105205
	2367
	-21.848
	8.04E-106
	---
	1.07E-102
	CLC

	cg13835688
	ENSG00000131203
	2367
	-21.72
	1.34E-104
	---
	1.67E-101
	IDO1

	cg13835688
	ENSG00000174083
	2367
	-21.701
	2.00E-104
	---
	2.34E-101
	PIK3R6

	cg13835688
	ENSG00000138623
	2367
	-21.601
	1.77E-103
	---
	1.95E-100
	SEMA7A

	cg13835688
	ENSG00000100628
	2367
	-20.762
	9.48E-96
	---
	9.84E-93
	ASB2

	cg13835688
	ENSG00000130433
	2367
	-20.736
	1.66E-95
	---
	1.63E-92
	CACNG6

	cg13835688
	ENSG00000140263
	2367
	-20.606
	2.42E-94
	---
	2.26E-91
	SORD

	cg13835688
	ENSG00000215148
	2367
	-20.46
	4.86E-93
	---
	4.33E-90
	PRSS41

	cg13835688
	ENSG00000255587
	2367
	-19.765
	5.95E-87
	---
	5.06E-84
	RAB44

	cg13835688
	ENSG00000109099
	2367
	-19.268
	9.97E-83
	---
	8.10E-80
	PMP22

	cg13835688
	ENSG00000134489
	2367
	-19.097
	2.69E-81
	---
	2.10E-78
	HRH4

	cg13835688
	ENSG00000161905
	2367
	-18.71
	4.13E-78
	---
	3.09E-75
	ALOX15

	cg13835688
	ENSG00000142408
	2367
	-18.644
	1.42E-77
	---
	1.02E-74
	CACNG8

	cg13835688
	ENSG00000184221
	2367
	-18.183
	7.10E-74
	---
	4.91E-71
	OLIG1

	cg13835688
	ENSG00000182240
	2367
	-18.058
	6.85E-73
	---
	4.57E-70
	BACE2

	cg13835688
	ENSG00000114315
	2367
	-17.705
	3.81E-70
	---
	2.45E-67
	HES1

	cg13835688
	ENSG00000160180
	2367
	-17.588
	3.06E-69
	---
	1.90E-66
	TFF3

	cg13835688
	ENSG00000133317
	2367
	-17.525
	9.29E-69
	---
	5.60E-66
	LGALS12

	cg13835688
	ENSG00000179627
	2367
	-17.406
	7.39E-68
	---
	4.32E-65
	ZBTB42

	cg13835688
	ENSG00000115602
	2367
	-17.38
	1.16E-67
	---
	6.57E-65
	IL1RL1

	cg13835688
	ENSG00000072134
	2367
	-17.126
	9.55E-66
	---
	5.25E-63
	EPN2

	cg13835688
	ENSG00000162390
	2367
	-17.002
	7.88E-65
	---
	4.21E-62
	ACOT11

	cg13835688
	ENSG00000186204
	2367
	-16.55
	1.60E-61
	---
	8.31E-59
	CYP4F12

	cg13835688
	ENSG00000196220
	2367
	-16.492
	4.16E-61
	---
	2.10E-58
	SRGAP3

	cg13835688
	ENSG00000166016
	2367
	-16.077
	3.69E-58
	---
	1.81E-55
	ABTB2

	cg13835688
	ENSG00000264695
	2367
	-16.074
	3.88E-58
	---
	1.86E-55
	NA

	cg13835688
	ENSG00000268758
	2367
	-15.993
	1.43E-57
	---
	6.70E-55
	EMR4P

	cg13835688
	ENSG00000151689
	2367
	-15.941
	3.30E-57
	---
	1.50E-54
	INPP1

	cg13835688
	ENSG00000071242
	2367
	-15.917
	4.85E-57
	---
	2.16E-54
	RPS6KA2

	cg13835688
	ENSG00000184371
	2367
	-15.833
	1.83E-56
	---
	7.96E-54
	CSF1

	cg13835688
	ENSG00000174837
	2367
	-15.513
	2.85E-54
	---
	1.21E-51
	EMR1

	cg13835688
	ENSG00000099377
	2367
	-15.418
	1.25E-53
	---
	5.18E-51
	HSD3B7

	cg13835688
	ENSG00000260401
	2367
	-15.381
	2.20E-53
	---
	8.95E-51
	NA

	cg13835688
	ENSG00000120279
	2367
	-15.174
	5.29E-52
	---
	2.10E-49
	MYCT1

	cg13835688
	ENSG00000113296
	2367
	-15.062
	2.87E-51
	---
	1.12E-48
	THBS4

	cg13835688
	ENSG00000119943
	2367
	-14.95
	1.55E-50
	---
	5.91E-48
	PYROXD2

	cg13835688
	ENSG00000175591
	2367
	-14.748
	3.16E-49
	---
	1.18E-46
	P2RY2

	cg13835688
	ENSG00000135605
	2367
	-14.717
	5.02E-49
	---
	1.84E-46
	TEC

	cg13835688
	ENSG00000183625
	2367
	-14.283
	2.80E-46
	---
	1.01E-43
	CCR3

	cg13835688
	ENSG00000189068
	2367
	-14.158
	1.68E-45
	---
	5.92E-43
	VSTM1

	cg13835688
	ENSG00000184313
	2367
	-14.055
	7.22E-45
	---
	2.50E-42
	MROH7

	cg13835688
	ENSG00000259479
	2367
	-13.802
	2.49E-43
	---
	8.47E-41
	NA

	cg13835688
	ENSG00000134072
	2367
	-13.8
	2.56E-43
	---
	8.56E-41
	CAMK1

	cg13835688
	ENSG00000165702
	2367
	-13.726
	7.14E-43
	---
	2.34E-40
	GFI1B

	cg13835688
	ENSG00000145990
	2367
	-13.574
	5.68E-42
	---
	1.83E-39
	GFOD1

	cg13835688
	ENSG00000103319
	2367
	-13.434
	3.81E-41
	---
	1.21E-38
	EEF2K

	cg13835688
	ENSG00000010278
	2367
	-13.275
	3.23E-40
	---
	1.01E-37
	CD9

	cg13835688
	ENSG00000116016
	2367
	-13.213
	7.38E-40
	---
	2.26E-37
	EPAS1

	cg13835688
	ENSG00000250548
	2367
	-13.084
	4.09E-39
	---
	1.23E-36
	NA

	cg13835688
	ENSG00000196422
	2367
	-12.779
	2.14E-37
	---
	6.34E-35
	PPP1R26

	cg13835688
	ENSG00000106003
	2367
	-12.714
	4.98E-37
	---
	1.45E-34
	LFNG

	cg13835688
	ENSG00000188822
	2367
	-12.629
	1.46E-36
	---
	4.20E-34
	CNR2

	cg13835688
	ENSG00000163053
	2367
	-12.623
	1.58E-36
	---
	4.48E-34
	SLC16A14

	cg13835688
	ENSG00000250696
	2367
	-12.499
	7.55E-36
	---
	2.11E-33
	NA

	cg13835688
	ENSG00000165914
	2367
	-12.469
	1.11E-35
	---
	3.05E-33
	TTC7B

	cg13835688
	ENSG00000204161
	2367
	-12.415
	2.16E-35
	---
	5.86E-33
	C10orf128

	cg13835688
	ENSG00000153885
	2367
	-12.371
	3.73E-35
	---
	9.96E-33
	KCTD15

	cg13835688
	ENSG00000167107
	2367
	-12.346
	5.13E-35
	---
	1.35E-32
	ACSF2

	cg13835688
	ENSG00000121691
	2367
	-12.329
	6.32E-35
	---
	1.64E-32
	CAT

	cg13835688
	ENSG00000117640
	2367
	-12.219
	2.45E-34
	---
	6.28E-32
	MTFR1L

	cg13835688
	ENSG00000156869
	2367
	-12.144
	6.18E-34
	---
	1.56E-31
	FRRS1

	cg13835688
	ENSG00000153721
	2367
	-12.019
	2.81E-33
	---
	7.00E-31
	CNKSR3

	cg13835688
	ENSG00000118513
	2367
	-11.767
	5.79E-32
	---
	1.42E-29
	MYB

	cg13835688
	ENSG00000124191
	2367
	-11.747
	7.30E-32
	---
	1.77E-29
	TOX2

	cg13835688
	ENSG00000162174
	2367
	-11.657
	2.11E-31
	---
	5.04E-29
	ASRGL1

	cg13835688
	ENSG00000010310
	2367
	-11.478
	1.71E-30
	---
	4.03E-28
	GIPR

	cg13835688
	ENSG00000162881
	2367
	-11.433
	2.87E-30
	---
	6.70E-28
	OXER1

	cg13835688
	ENSG00000062485
	2367
	-11.152
	7.02E-29
	---
	1.62E-26
	CS

	cg13835688
	ENSG00000102900
	2367
	-11.143
	7.78E-29
	---
	1.77E-26
	NUP93

	cg13835688
	ENSG00000165659
	2367
	-11.134
	8.60E-29
	---
	1.94E-26
	DACH1

	cg13835688
	ENSG00000196581
	2367
	-11.101
	1.24E-28
	---
	2.76E-26
	AJAP1

	cg13835688
	ENSG00000119711
	2367
	-11.089
	1.42E-28
	---
	3.12E-26
	ALDH6A1

	cg13835688
	ENSG00000066468
	2367
	-11.042
	2.39E-28
	---
	5.19E-26
	FGFR2

	cg13835688
	ENSG00000137672
	2367
	-11.037
	2.53E-28
	---
	5.44E-26
	TRPC6

	cg13835688
	ENSG00000228549
	2367
	-10.939
	7.49E-28
	---
	1.59E-25
	NA

	cg13835688
	ENSG00000049089
	2367
	-10.935
	7.82E-28
	---
	1.64E-25
	COL9A2

	cg13835688
	ENSG00000165140
	2367
	-10.88
	1.43E-27
	---
	2.98E-25
	FBP1

	cg13835688
	ENSG00000175130
	2367
	-10.75
	5.94E-27
	---
	1.22E-24
	MARCKSL1

	cg13835688
	ENSG00000175857
	2367
	-10.675
	1.33E-26
	---
	2.69E-24
	GAPT

	cg13835688
	ENSG00000076555
	2367
	-10.675
	1.34E-26
	---
	2.69E-24
	ACACB

	cg13835688
	ENSG00000186792
	2367
	-10.631
	2.15E-26
	---
	4.27E-24
	HYAL3

	cg13835688
	ENSG00000261888
	2367
	-10.497
	8.96E-26
	---
	1.76E-23
	NA

	cg13835688
	ENSG00000117461
	2367
	-10.476
	1.12E-25
	---
	2.17E-23
	PIK3R3

	cg13835688
	ENSG00000168765
	2367
	-10.448
	1.50E-25
	---
	2.89E-23
	GSTM4

	cg13835688
	ENSG00000152207
	2367
	-10.385
	2.90E-25
	---
	5.53E-23
	CYSLTR2

	cg13835688
	ENSG00000174944
	2367
	-10.381
	3.04E-25
	---
	5.74E-23
	P2RY14

	cg13835688
	ENSG00000147872
	2367
	-10.379
	3.08E-25
	---
	5.76E-23
	PLIN2

	cg13835688
	ENSG00000158246
	2367
	-10.254
	1.14E-24
	---
	2.11E-22
	FAM46B

	cg13835688
	ENSG00000185052
	2367
	-10.197
	2.05E-24
	---
	3.76E-22
	SLC24A3

	cg13835688
	ENSG00000131773
	2367
	-10.181
	2.40E-24
	---
	4.36E-22
	KHDRBS3

	cg13835688
	ENSG00000139629
	2367
	-10.176
	2.53E-24
	---
	4.55E-22
	GALNT6

	cg13835688
	ENSG00000157388
	2367
	-10.158
	3.06E-24
	---
	5.45E-22
	CACNA1D

	cg13835688
	ENSG00000169330
	2367
	-10.105
	5.23E-24
	---
	9.22E-22
	KIAA1024

	cg13835688
	ENSG00000159618
	2367
	-9.973
	2.00E-23
	---
	3.49E-21
	GPR114

	cg13835688
	ENSG00000099957
	2367
	-9.91
	3.76E-23
	---
	6.51E-21
	P2RX6

	cg13835688
	ENSG00000139641
	2367
	-9.776
	1.43E-22
	---
	2.45E-20
	ESYT1

	cg13835688
	ENSG00000164292
	2367
	-9.771
	1.50E-22
	---
	2.54E-20
	RHOBTB3

	cg13835688
	ENSG00000128268
	2367
	-9.77
	1.51E-22
	---
	2.54E-20
	MGAT3

	cg13835688
	ENSG00000225339
	2367
	-9.765
	1.60E-22
	---
	2.67E-20
	NA

	cg13835688
	ENSG00000032444
	2367
	-9.743
	1.98E-22
	---
	3.28E-20
	PNPLA6

	cg13835688
	ENSG00000105088
	2367
	-9.595
	8.37E-22
	---
	1.37E-19
	OLFM2

	cg13835688
	ENSG00000124019
	2367
	-9.565
	1.13E-21
	---
	1.83E-19
	FAM124B

	cg13835688
	ENSG00000261113
	2367
	-9.47
	2.81E-21
	---
	4.52E-19
	NA

	cg13835688
	ENSG00000112664
	2367
	-9.418
	4.61E-21
	---
	7.31E-19
	NA

	cg13835688
	ENSG00000171282
	2367
	-9.418
	4.58E-21
	---
	7.31E-19
	NA

	cg13835688
	ENSG00000103569
	2367
	9.375
	6.89E-21
	+++
	1.08E-18
	AQP9

	cg13835688
	ENSG00000138395
	1464
	-9.317
	1.20E-20
	--?
	1.86E-18
	CDK15

	cg13835688
	ENSG00000167995
	2367
	9.312
	1.26E-20
	+++
	1.94E-18
	BEST1

	cg13835688
	ENSG00000105048
	2367
	-9.278
	1.73E-20
	---
	2.65E-18
	TNNT1

	cg13835688
	ENSG00000262823
	2367
	-9.151
	5.63E-20
	---
	8.56E-18
	NA

	cg13835688
	ENSG00000166689
	2367
	-9.146
	5.93E-20
	---
	8.94E-18
	PLEKHA7

	cg13835688
	ENSG00000166165
	2367
	-9.117
	7.72E-20
	---
	1.15E-17
	CKB

	cg13835688
	ENSG00000169385
	2367
	-9.027
	1.77E-19
	---
	2.63E-17
	RNASE2

	cg13835688
	ENSG00000248593
	2367
	-9.022
	1.85E-19
	---
	2.73E-17
	DSTNP2

	cg13835688
	ENSG00000005187
	2367
	-9.001
	2.25E-19
	---
	3.28E-17
	ACSM3

	cg13835688
	ENSG00000115828
	2367
	8.978
	2.75E-19
	+++
	3.99E-17
	QPCT

	cg13835688
	ENSG00000005189
	2367
	-8.92
	4.67E-19
	---
	6.71E-17
	NA

	cg13835688
	ENSG00000006007
	2367
	8.877
	6.87E-19
	+++
	9.80E-17
	GDE1

	cg13835688
	ENSG00000225434
	2367
	-8.858
	8.15E-19
	---
	1.15E-16
	NA

	cg13835688
	ENSG00000130695
	2367
	-8.841
	9.52E-19
	---
	1.34E-16
	CEP85

	cg13835688
	ENSG00000071205
	2367
	-8.788
	1.52E-18
	---
	2.12E-16
	ARHGAP10

	cg13835688
	ENSG00000188290
	2367
	-8.751
	2.12E-18
	---
	2.94E-16
	HES4

	cg13835688
	ENSG00000238164
	2367
	-8.732
	2.50E-18
	---
	3.43E-16
	NA

	cg13835688
	ENSG00000179348
	2367
	-8.717
	2.87E-18
	---
	3.91E-16
	GATA2

	cg13835688
	ENSG00000220349
	1464
	-8.714
	2.94E-18
	--?
	3.99E-16
	NA

	cg13835688
	ENSG00000186951
	2367
	-8.68
	3.95E-18
	---
	5.31E-16
	PPARA

	cg13835688
	ENSG00000198673
	2367
	-8.655
	4.91E-18
	---
	6.56E-16
	FAM19A2

	cg13835688
	ENSG00000184992
	2367
	-8.515
	1.67E-17
	---
	2.21E-15
	BRI3BP

	cg13835688
	ENSG00000166428
	2367
	-8.484
	2.17E-17
	---
	2.85E-15
	PLD4

	cg13835688
	ENSG00000160325
	2367
	-8.465
	2.56E-17
	---
	3.35E-15
	CACFD1

	cg13835688
	ENSG00000213759
	1464
	-8.441
	3.15E-17
	--?
	4.09E-15
	UGT2B11

	cg13835688
	ENSG00000117480
	2367
	-8.426
	3.57E-17
	---
	4.61E-15
	FAAH

	cg13835688
	ENSG00000267885
	2367
	-8.401
	4.43E-17
	---
	5.67E-15
	NA

	cg13835688
	ENSG00000002726
	2367
	-8.383
	5.14E-17
	---
	6.53E-15
	AOC1

	cg13835688
	ENSG00000151726
	2367
	8.307
	9.84E-17
	+++
	1.24E-14
	ACSL1

	cg13835688
	ENSG00000081760
	2367
	-8.283
	1.20E-16
	---
	1.50E-14
	AACS

	cg13835688
	ENSG00000259387
	1464
	-8.26
	1.45E-16
	--?
	1.81E-14
	ADAMTS7P2

	cg13835688
	ENSG00000174130
	2367
	8.223
	1.99E-16
	+++
	2.46E-14
	TLR6

	cg13835688
	ENSG00000159314
	2367
	8.202
	2.37E-16
	+++
	2.91E-14
	ARHGAP27

	cg13835688
	ENSG00000180767
	2367
	-8.201
	2.38E-16
	---
	2.91E-14
	CHST13

	cg13835688
	ENSG00000167642
	2367
	-8.198
	2.45E-16
	---
	2.97E-14
	SPINT2

	cg13835688
	ENSG00000134256
	2367
	-8.138
	4.03E-16
	---
	4.85E-14
	CD101

	cg13835688
	ENSG00000092068
	2367
	-8.099
	5.53E-16
	---
	6.62E-14
	SLC7A8

	cg13835688
	ENSG00000136068
	2367
	-8.081
	6.41E-16
	---
	7.63E-14
	FLNB

	cg13835688
	ENSG00000254470
	2367
	8.08
	6.45E-16
	+++
	7.63E-14
	AP5B1

	cg13835688
	ENSG00000177374
	2367
	-8.069
	7.07E-16
	---
	8.31E-14
	HIC1

	cg13835688
	ENSG00000204084
	2367
	-8.067
	7.21E-16
	---
	8.42E-14
	INPP5B

	cg13835688
	ENSG00000249763
	1464
	-8.056
	7.88E-16
	--?
	9.15E-14
	NA

	cg13835688
	ENSG00000157551
	2367
	8.003
	1.22E-15
	+++
	1.41E-13
	KCNJ15

	cg13835688
	ENSG00000182551
	2367
	-7.973
	1.55E-15
	---
	1.78E-13
	ADI1

	cg13835688
	ENSG00000167549
	2367
	-7.923
	2.32E-15
	---
	2.64E-13
	CORO6

	cg13835688
	ENSG00000084110
	2367
	7.872
	3.50E-15
	+++
	3.96E-13
	HAL

	cg13835688
	ENSG00000159128
	2367
	7.822
	5.20E-15
	+++
	5.85E-13
	IFNGR2

	cg13835688
	ENSG00000151287
	2367
	-7.793
	6.53E-15
	---
	7.30E-13
	TEX30

	cg13835688
	ENSG00000105220
	2367
	-7.751
	9.12E-15
	---
	1.01E-12
	GPI

	cg13835688
	ENSG00000186431
	2367
	7.749
	9.23E-15
	+++
	1.02E-12
	FCAR

	cg13835688
	ENSG00000213366
	2367
	-7.749
	9.30E-15
	---
	1.02E-12
	GSTM2

	cg13835688
	ENSG00000143119
	2367
	7.744
	9.66E-15
	+++
	1.06E-12
	CD53

	cg13835688
	ENSG00000197818
	2367
	7.725
	1.12E-14
	+++
	1.21E-12
	SLC9A8

	cg13835688
	ENSG00000151948
	2367
	7.724
	1.13E-14
	+++
	1.22E-12
	GLT1D1

	cg13835688
	ENSG00000073331
	2367
	7.718
	1.18E-14
	+++
	1.27E-12
	ALPK1

	cg13835688
	ENSG00000120709
	2367
	7.666
	1.77E-14
	+++
	1.89E-12
	FAM53C

	cg13835688
	ENSG00000071054
	2367
	7.655
	1.94E-14
	+++
	2.06E-12
	MAP4K4

	cg13835688
	ENSG00000140749
	2367
	7.651
	1.99E-14
	+++
	2.10E-12
	IGSF6

	cg13835688
	ENSG00000125735
	2367
	7.646
	2.08E-14
	+++
	2.18E-12
	TNFSF14

	cg13835688
	ENSG00000166147
	2367
	-7.614
	2.65E-14
	---
	2.77E-12
	FBN1

	cg13835688
	ENSG00000142512
	2367
	-7.581
	3.44E-14
	---
	3.57E-12
	SIGLEC10

	cg13835688
	ENSG00000171631
	2367
	-7.575
	3.60E-14
	---
	3.71E-12
	P2RY6

	cg13835688
	ENSG00000103222
	2367
	-7.556
	4.16E-14
	---
	4.27E-12
	ABCC1

	cg13835688
	ENSG00000142494
	2367
	-7.555
	4.20E-14
	---
	4.29E-12
	SLC47A1

	cg13835688
	ENSG00000132155
	2367
	7.543
	4.58E-14
	+++
	4.65E-12
	RAF1

	cg13835688
	ENSG00000197555
	2367
	7.534
	4.92E-14
	+++
	4.97E-12
	SIPA1L1

	cg13835688
	ENSG00000135245
	2367
	-7.529
	5.11E-14
	---
	5.14E-12
	HILPDA

	cg13835688
	ENSG00000258987
	1464
	-7.508
	5.98E-14
	--?
	5.98E-12
	NA

	cg13835688
	ENSG00000237094
	2367
	7.489
	6.94E-14
	+++
	6.90E-12
	NA

	cg13835688
	ENSG00000186187
	2367
	-7.477
	7.62E-14
	---
	7.53E-12
	ZNRF1

	cg13835688
	ENSG00000158715
	2367
	-7.432
	1.07E-13
	---
	1.05E-11
	SLC45A3

	cg13835688
	ENSG00000118564
	2367
	7.432
	1.07E-13
	+++
	1.05E-11
	FBXL5

	cg13835688
	ENSG00000118900
	2367
	7.43
	1.09E-13
	+++
	1.06E-11
	UBN1

	cg13835688
	ENSG00000167779
	2367
	-7.424
	1.14E-13
	---
	1.10E-11
	IGFBP6

	cg13835688
	ENSG00000003402
	2367
	7.421
	1.17E-13
	+++
	1.12E-11
	CFLAR

	cg13835688
	ENSG00000093134
	2367
	7.419
	1.18E-13
	+++
	1.13E-11
	VNN3

	cg13835688
	ENSG00000230724
	2367
	7.418
	1.19E-13
	+++
	1.13E-11
	LINC01001

	cg13835688
	ENSG00000040531
	2367
	-7.418
	1.19E-13
	---
	1.13E-11
	CTNS

	cg13835688
	ENSG00000134815
	2367
	7.408
	1.29E-13
	+++
	1.21E-11
	DHX34

	cg13835688
	ENSG00000237683
	2367
	7.407
	1.29E-13
	+++
	1.21E-11
	NA

	cg13835688
	ENSG00000161533
	2367
	7.387
	1.51E-13
	+++
	1.41E-11
	ACOX1

	cg13835688
	ENSG00000241878
	2367
	7.361
	1.83E-13
	+++
	1.70E-11
	PISD

	cg13835688
	ENSG00000134107
	2367
	-7.358
	1.86E-13
	---
	1.72E-11
	BHLHE40

	cg13835688
	ENSG00000177733
	2367
	-7.328
	2.34E-13
	---
	2.15E-11
	HNRNPA0

	cg13835688
	ENSG00000135365
	2367
	7.3
	2.87E-13
	+++
	2.63E-11
	PHF21A

	cg13835688
	ENSG00000018280
	2367
	7.294
	3.00E-13
	+++
	2.74E-11
	SLC11A1

	cg13835688
	ENSG00000135916
	2367
	-7.261
	3.84E-13
	---
	3.48E-11
	ITM2C

	cg13835688
	ENSG00000112195
	2367
	7.23
	4.85E-13
	+++
	4.37E-11
	TREML2

	cg13835688
	ENSG00000182749
	2367
	-7.222
	5.14E-13
	---
	4.62E-11
	PAQR7

	cg13835688
	ENSG00000064932
	2367
	7.213
	5.49E-13
	+++
	4.91E-11
	SBNO2

	cg13835688
	ENSG00000261471
	2367
	7.207
	5.72E-13
	+++
	5.09E-11
	NA

	cg13835688
	ENSG00000160058
	2367
	-7.198
	6.13E-13
	---
	5.42E-11
	BSDC1

	cg13835688
	ENSG00000136960
	2367
	-7.197
	6.15E-13
	---
	5.42E-11
	ENPP2

	cg13835688
	ENSG00000158006
	2367
	-7.186
	6.66E-13
	---
	5.84E-11
	PAFAH2

	cg13835688
	ENSG00000215114
	2367
	7.161
	8.02E-13
	+++
	7.01E-11
	UBXN2B

	cg13835688
	ENSG00000185432
	2367
	-7.155
	8.36E-13
	---
	7.27E-11
	METTL7A

	cg13835688
	ENSG00000099337
	2367
	-7.153
	8.52E-13
	---
	7.37E-11
	KCNK6

	cg13835688
	ENSG00000167676
	2367
	7.119
	1.09E-12
	+++
	9.38E-11
	PLIN4

	cg13835688
	ENSG00000166579
	2367
	7.102
	1.23E-12
	+++
	1.05E-10
	NDEL1

	cg13835688
	ENSG00000185344
	2367
	-7.102
	1.23E-12
	---
	1.05E-10
	ATP6V0A2

	cg13835688
	ENSG00000135503
	2367
	-7.1
	1.25E-12
	---
	1.06E-10
	ACVR1B

	cg13835688
	ENSG00000154930
	2367
	-7.093
	1.32E-12
	---
	1.11E-10
	ACSS1

	cg13835688
	ENSG00000075142
	2367
	-7.087
	1.38E-12
	---
	1.16E-10
	SRI

	cg13835688
	ENSG00000125266
	2367
	-7.066
	1.59E-12
	---
	1.34E-10
	EFNB2

	cg13835688
	ENSG00000183018
	2367
	-7.063
	1.63E-12
	---
	1.36E-10
	SPNS2

	cg13835688
	ENSG00000161714
	2367
	-7.037
	1.96E-12
	---
	1.62E-10
	PLCD3

	cg13835688
	ENSG00000116717
	2367
	-7.037
	1.96E-12
	---
	1.62E-10
	GADD45A

	cg13835688
	ENSG00000149657
	2367
	-7.033
	2.02E-12
	---
	1.66E-10
	LSM14B

	cg13835688
	ENSG00000169397
	2367
	-7.025
	2.14E-12
	---
	1.75E-10
	RNASE3

	cg13835688
	ENSG00000197208
	2367
	7.022
	2.18E-12
	+++
	1.78E-10
	SLC22A4

	cg13835688
	ENSG00000135116
	2367
	-7.018
	2.26E-12
	---
	1.83E-10
	HRK

	cg13835688
	ENSG00000184602
	2367
	7.01
	2.39E-12
	+++
	1.93E-10
	SNN

	cg13835688
	ENSG00000147852
	2367
	-7.008
	2.41E-12
	---
	1.94E-10
	VLDLR

	cg13835688
	ENSG00000105656
	2367
	7.006
	2.45E-12
	+++
	1.97E-10
	ELL

	cg13835688
	ENSG00000112715
	2367
	-7.003
	2.50E-12
	---
	2.00E-10
	VEGFA

	cg13835688
	ENSG00000152213
	2367
	6.997
	2.62E-12
	+++
	2.08E-10
	ARL11

	cg13835688
	ENSG00000237441
	2367
	6.992
	2.71E-12
	+++
	2.15E-10
	RGL2

	cg13835688
	ENSG00000099998
	2367
	-6.986
	2.84E-12
	---
	2.24E-10
	GGT5

	cg13835688
	ENSG00000183579
	2367
	-6.962
	3.36E-12
	---
	2.64E-10
	ZNRF3

	cg13835688
	ENSG00000251390
	2367
	-6.961
	3.38E-12
	---
	2.64E-10
	NA

	cg13835688
	ENSG00000243477
	2367
	-6.959
	3.42E-12
	---
	2.66E-10
	NAT6

	cg13835688
	ENSG00000246363
	2367
	-6.949
	3.68E-12
	---
	2.85E-10
	NA

	cg13835688
	ENSG00000179818
	2367
	6.946
	3.77E-12
	+++
	2.91E-10
	PCBP1-AS1

	cg13835688
	ENSG00000138801
	2367
	-6.926
	4.32E-12
	---
	3.31E-10
	PAPSS1

	cg13835688
	ENSG00000230107
	2367
	-6.926
	4.33E-12
	---
	3.31E-10
	NA

	cg13835688
	ENSG00000184682
	2367
	6.921
	4.48E-12
	+++
	3.42E-10
	C11orf89

	cg13835688
	ENSG00000119720
	2367
	-6.902
	5.14E-12
	---
	3.90E-10
	NRDE2

	cg13835688
	ENSG00000160796
	2367
	6.873
	6.28E-12
	+++
	4.75E-10
	NBEAL2

	cg13835688
	ENSG00000163751
	2367
	-6.863
	6.72E-12
	---
	5.07E-10
	CPA3

	cg13835688
	ENSG00000236438
	2367
	6.853
	7.25E-12
	+++
	5.44E-10
	FAM157A

	cg13835688
	ENSG00000162783
	2367
	-6.852
	7.30E-12
	---
	5.46E-10
	IER5

	cg13835688
	ENSG00000166483
	2367
	-6.839
	7.99E-12
	---
	5.95E-10
	WEE1

	cg13835688
	ENSG00000143226
	2367
	6.812
	9.61E-12
	+++
	7.12E-10
	FCGR2A

	cg13835688
	ENSG00000135636
	2367
	6.808
	9.88E-12
	+++
	7.30E-10
	DYSF

	cg13835688
	ENSG00000113273
	2367
	-6.806
	1.00E-11
	---
	7.37E-10
	ARSB

	cg13835688
	ENSG00000159216
	2367
	-6.766
	1.32E-11
	---
	9.68E-10
	RUNX1

	cg13835688
	ENSG00000111328
	2367
	-6.765
	1.33E-11
	---
	9.70E-10
	CDK2AP1

	cg13835688
	ENSG00000183386
	2367
	-6.737
	1.61E-11
	---
	1.17E-09
	FHL3

	cg13835688
	ENSG00000177098
	2367
	-6.717
	1.85E-11
	---
	1.34E-09
	SCN4B

	cg13835688
	ENSG00000248323
	2367
	6.715
	1.88E-11
	+++
	1.36E-09
	LUCAT1

	cg13835688
	ENSG00000121053
	2367
	-6.712
	1.92E-11
	---
	1.38E-09
	EPX

	cg13835688
	ENSG00000100150
	2367
	-6.662
	2.70E-11
	---
	1.93E-09
	DEPDC5

	cg13835688
	ENSG00000248996
	2367
	6.645
	3.03E-11
	+++
	2.16E-09
	NA

	cg13835688
	ENSG00000140320
	2367
	-6.625
	3.46E-11
	---
	2.46E-09
	BAHD1

	cg13835688
	ENSG00000241860
	2367
	6.625
	3.48E-11
	+++
	2.46E-09
	NA

	cg13835688
	ENSG00000214456
	2367
	6.624
	3.50E-11
	+++
	2.47E-09
	PLIN5

	cg13835688
	ENSG00000169122
	2367
	-6.62
	3.59E-11
	---
	2.52E-09
	FAM110B

	cg13835688
	ENSG00000238160
	2367
	6.609
	3.87E-11
	+++
	2.71E-09
	NA

	cg13835688
	ENSG00000119535
	2367
	6.608
	3.90E-11
	+++
	2.71E-09
	CSF3R

	cg13835688
	ENSG00000140287
	2367
	-6.608
	3.91E-11
	---
	2.71E-09
	HDC

	cg13835688
	ENSG00000268734
	2367
	6.602
	4.06E-11
	+++
	2.81E-09
	NA

	cg13835688
	ENSG00000050438
	2367
	-6.593
	4.30E-11
	---
	2.97E-09
	SLC4A8

	cg13835688
	ENSG00000169180
	2367
	6.588
	4.45E-11
	+++
	3.06E-09
	XPO6

	cg13835688
	ENSG00000163625
	2367
	6.579
	4.73E-11
	+++
	3.24E-09
	WDFY3

	cg13835688
	ENSG00000130703
	2367
	6.574
	4.91E-11
	+++
	3.35E-09
	OSBPL2

	cg13835688
	ENSG00000108799
	2367
	6.569
	5.05E-11
	+++
	3.43E-09
	EZH1

	cg13835688
	ENSG00000137193
	2367
	-6.563
	5.27E-11
	---
	3.57E-09
	PIM1

	cg13835688
	ENSG00000240849
	2367
	-6.556
	5.54E-11
	---
	3.74E-09
	TMEM189

	cg13835688
	ENSG00000090104
	2367
	-6.552
	5.69E-11
	---
	3.83E-09
	RGS1

	cg13835688
	ENSG00000105223
	2367
	-6.545
	5.95E-11
	---
	3.99E-09
	PLD3

	cg13835688
	ENSG00000239906
	2367
	6.538
	6.24E-11
	+++
	4.17E-09
	NA

	cg13835688
	ENSG00000070731
	2367
	6.532
	6.50E-11
	+++
	4.33E-09
	ST6GALNAC2

	cg13835688
	ENSG00000254429
	2367
	-6.531
	6.54E-11
	-+-
	4.33E-09
	NA

	cg13835688
	ENSG00000173757
	2367
	6.52
	7.01E-11
	+++
	4.63E-09
	STAT5B

	cg13835688
	ENSG00000087157
	2367
	6.518
	7.14E-11
	+++
	4.70E-09
	PGS1

	cg13835688
	ENSG00000256347
	1464
	-6.508
	7.62E-11
	--?
	4.99E-09
	OR8R1P

	cg13835688
	ENSG00000140265
	2367
	-6.493
	8.42E-11
	---
	5.50E-09
	ZSCAN29

	cg13835688
	ENSG00000123989
	2367
	-6.487
	8.77E-11
	---
	5.71E-09
	CHPF

	cg13835688
	ENSG00000146592
	2367
	6.479
	9.26E-11
	+++
	6.01E-09
	CREB5

	cg13835688
	ENSG00000169105
	2367
	-6.471
	9.76E-11
	---
	6.30E-09
	CHST14

	cg13835688
	ENSG00000169224
	2367
	-6.47
	9.77E-11
	---
	6.30E-09
	GCSAML

	cg13835688
	ENSG00000125952
	2367
	-6.459
	1.05E-10
	---
	6.76E-09
	MAX

	cg13835688
	ENSG00000196954
	2367
	6.448
	1.14E-10
	+++
	7.25E-09
	CASP4

	cg13835688
	ENSG00000131018
	2367
	-6.448
	1.14E-10
	---
	7.25E-09
	SYNE1

	cg13835688
	ENSG00000145819
	2367
	6.435
	1.24E-10
	+++
	7.86E-09
	ARHGAP26

	cg13835688
	ENSG00000087206
	2367
	6.427
	1.30E-10
	+++
	8.23E-09
	UIMC1

	cg13835688
	ENSG00000177685
	2367
	-6.427
	1.31E-10
	---
	8.24E-09
	EFCAB4A

	cg13835688
	ENSG00000143858
	2367
	6.419
	1.37E-10
	+++
	8.64E-09
	SYT2

	cg13835688
	ENSG00000110721
	2367
	-6.404
	1.52E-10
	---
	9.51E-09
	CHKA

	cg13835688
	ENSG00000141506
	2367
	6.393
	1.62E-10
	+++
	1.01E-08
	PIK3R5

	cg13835688
	ENSG00000106100
	2367
	-6.368
	1.92E-10
	---
	1.20E-08
	NOD1

	cg13835688
	ENSG00000184014
	2367
	6.365
	1.96E-10
	+++
	1.21E-08
	DENND5A

	cg13835688
	ENSG00000154269
	2367
	-6.361
	2.01E-10
	---
	1.24E-08
	ENPP3

	cg13835688
	ENSG00000167004
	2367
	-6.36
	2.02E-10
	-+-
	1.25E-08
	PDIA3

	cg13835688
	ENSG00000113916
	2367
	6.344
	2.25E-10
	+++
	1.38E-08
	BCL6

	cg13835688
	ENSG00000111087
	2367
	6.342
	2.27E-10
	+++
	1.39E-08
	GLI1

	cg13835688
	ENSG00000138772
	2367
	6.335
	2.37E-10
	+++
	1.45E-08
	ANXA3

	cg13835688
	ENSG00000268913
	2367
	-6.33
	2.46E-10
	---
	1.50E-08
	NA

	cg13835688
	ENSG00000261971
	2367
	6.322
	2.58E-10
	+++
	1.57E-08
	NA

	cg13835688
	ENSG00000181409
	2367
	6.316
	2.68E-10
	+++
	1.62E-08
	AATK

	cg13835688
	ENSG00000180539
	2367
	6.303
	2.93E-10
	+++
	1.76E-08
	C9orf139

	cg13835688
	ENSG00000103275
	2367
	-6.297
	3.04E-10
	-+-
	1.82E-08
	UBE2I

	cg13835688
	ENSG00000162430
	2367
	-6.268
	3.65E-10
	---
	2.18E-08
	SEPN1

	cg13835688
	ENSG00000131016
	2367
	-6.266
	3.70E-10
	---
	2.21E-08
	AKAP12

	cg13835688
	ENSG00000205426
	2367
	-6.25
	4.10E-10
	---
	2.44E-08
	KRT81

	cg13835688
	ENSG00000144118
	2367
	6.248
	4.15E-10
	+++
	2.46E-08
	RALB

	cg13835688
	ENSG00000078618
	2367
	6.235
	4.53E-10
	+++
	2.68E-08
	NRD1

	cg13835688
	ENSG00000112303
	2367
	6.233
	4.59E-10
	+++
	2.71E-08
	VNN2

	cg13835688
	ENSG00000109332
	2367
	6.23
	4.67E-10
	+++
	2.74E-08
	UBE2D3

	cg13835688
	ENSG00000107331
	2367
	6.228
	4.73E-10
	+++
	2.77E-08
	ABCA2

	cg13835688
	ENSG00000235568
	2367
	6.226
	4.80E-10
	+++
	2.80E-08
	NFAM1

	cg13835688
	ENSG00000120594
	2367
	6.205
	5.47E-10
	+++
	3.18E-08
	PLXDC2

	cg13835688
	ENSG00000139531
	2367
	-6.204
	5.50E-10
	---
	3.19E-08
	SUOX

	cg13835688
	ENSG00000101474
	2367
	6.195
	5.83E-10
	+++
	3.37E-08
	APMAP

	cg13835688
	ENSG00000135775
	2367
	-6.195
	5.84E-10
	---
	3.37E-08
	COG2

	cg13835688
	ENSG00000112983
	2367
	6.192
	5.93E-10
	+++
	3.41E-08
	BRD8

	cg13835688
	ENSG00000103313
	2367
	6.184
	6.26E-10
	+++
	3.59E-08
	MEFV

	cg13835688
	ENSG00000147443
	2367
	-6.179
	6.45E-10
	---
	3.69E-08
	DOK2

	cg13835688
	ENSG00000115594
	2367
	6.167
	6.98E-10
	+-+
	3.98E-08
	IL1R1

	cg13835688
	ENSG00000173535
	2367
	6.161
	7.25E-10
	+++
	4.12E-08
	TNFRSF10C

	cg13835688
	ENSG00000105835
	2367
	6.16
	7.29E-10
	+++
	4.13E-08
	NAMPT

	cg13835688
	ENSG00000102445
	2367
	6.156
	7.48E-10
	+++
	4.22E-08
	KIAA0226L

	cg13835688
	ENSG00000225872
	1464
	-6.154
	7.56E-10
	--?
	4.25E-08
	NA

	cg13835688
	ENSG00000135439
	2367
	6.134
	8.59E-10
	+++
	4.82E-08
	AGAP2

	cg13835688
	ENSG00000197405
	2367
	6.132
	8.70E-10
	+++
	4.87E-08
	C5AR1

	cg13835688
	ENSG00000164512
	2367
	-6.126
	9.01E-10
	---
	5.03E-08
	ANKRD55

	cg13835688
	ENSG00000057294
	2367
	-6.098
	1.07E-09
	---
	5.97E-08
	PKP2

	cg13835688
	ENSG00000178538
	2367
	-6.073
	1.26E-09
	---
	6.98E-08
	CA8

	cg13835688
	ENSG00000135838
	2367
	6.06
	1.36E-09
	+++
	7.53E-08
	NPL

	cg13835688
	ENSG00000198400
	2367
	-6.058
	1.38E-09
	---
	7.61E-08
	NTRK1

	cg13835688
	ENSG00000163606
	2367
	-6.052
	1.43E-09
	---
	7.86E-08
	CD200R1

	cg13835688
	ENSG00000235782
	903
	-6.05
	1.45E-09
	??-
	7.95E-08
	NA

	cg13835688
	ENSG00000142599
	2367
	6.041
	1.53E-09
	+++
	8.37E-08
	RERE

	cg13835688
	ENSG00000134460
	2367
	-6.038
	1.56E-09
	---
	8.48E-08
	IL2RA

	cg13835688
	ENSG00000260467
	2367
	6.033
	1.61E-09
	+++
	8.75E-08
	NA

	cg13835688
	ENSG00000255197
	2367
	6.02
	1.74E-09
	+++
	9.45E-08
	NA

	cg13835688
	ENSG00000175274
	2367
	5.996
	2.03E-09
	+++
	1.10E-07
	TP53I11

	cg13835688
	ENSG00000255026
	2367
	5.995
	2.04E-09
	+-+
	1.10E-07
	NA

	cg13835688
	ENSG00000118520
	2367
	5.989
	2.11E-09
	+++
	1.13E-07
	ARG1

	cg13835688
	ENSG00000035664
	2367
	-5.99
	2.10E-09
	---
	1.13E-07
	DAPK2

	cg13835688
	ENSG00000165006
	2367
	5.983
	2.18E-09
	+++
	1.17E-07
	UBAP1

	cg13835688
	ENSG00000218052
	1464
	-5.968
	2.40E-09
	--?
	1.28E-07
	ADAMTS7P4

	cg13835688
	ENSG00000196533
	2367
	-5.959
	2.53E-09
	---
	1.35E-07
	C1orf186

	cg13835688
	ENSG00000161013
	2367
	-5.958
	2.55E-09
	---
	1.35E-07
	MGAT4B

	cg13835688
	ENSG00000188895
	2367
	5.951
	2.67E-09
	+++
	1.41E-07
	MSL1

	cg13835688
	ENSG00000114841
	2367
	5.95
	2.68E-09
	+++
	1.41E-07
	DNAH1

	cg13835688
	ENSG00000254419
	2367
	5.942
	2.82E-09
	+++
	1.48E-07
	NA

	cg13835688
	ENSG00000257335
	2367
	5.941
	2.84E-09
	+++
	1.49E-07
	MGAM

	cg13835688
	ENSG00000174004
	2367
	-5.927
	3.08E-09
	---
	1.61E-07
	NRROS

	cg13835688
	ENSG00000174125
	2367
	5.924
	3.14E-09
	+++
	1.63E-07
	TLR1

	cg13835688
	ENSG00000166949
	2367
	-5.922
	3.18E-09
	---
	1.65E-07
	SMAD3

	cg13835688
	ENSG00000166848
	2367
	-5.918
	3.27E-09
	---
	1.69E-07
	TERF2IP

	cg13835688
	ENSG00000100938
	2367
	5.913
	3.36E-09
	+++
	1.73E-07
	GMPR2

	cg13835688
	ENSG00000173281
	2367
	5.913
	3.35E-09
	+++
	1.73E-07
	PPP1R3B

	cg13835688
	ENSG00000143207
	2367
	5.905
	3.53E-09
	+++
	1.81E-07
	RFWD2

	cg13835688
	ENSG00000100290
	2367
	-5.905
	3.54E-09
	---
	1.81E-07
	BIK

	cg13835688
	ENSG00000136193
	2367
	-5.897
	3.71E-09
	---
	1.89E-07
	SCRN1

	cg13835688
	ENSG00000240618
	2367
	5.892
	3.83E-09
	+++
	1.95E-07
	NA

	cg13835688
	ENSG00000109519
	2367
	-5.878
	4.14E-09
	---
	2.10E-07
	GRPEL1

	cg13835688
	ENSG00000214176
	2367
	5.876
	4.20E-09
	+++
	2.13E-07
	PLEKHM1P

	cg13835688
	ENSG00000101266
	2367
	-5.863
	4.54E-09
	---
	2.29E-07
	CSNK2A1

	cg13835688
	ENSG00000134317
	2367
	-5.863
	4.53E-09
	---
	2.29E-07
	GRHL1

	cg13835688
	ENSG00000182022
	2367
	5.858
	4.69E-09
	+++
	2.36E-07
	CHST15

	cg13835688
	ENSG00000259953
	2367
	-5.843
	5.13E-09
	---
	2.57E-07
	NA

	cg13835688
	ENSG00000118705
	2367
	-5.829
	5.58E-09
	-+-
	2.79E-07
	RPN2

	cg13835688
	ENSG00000112096
	2367
	5.828
	5.61E-09
	+++
	2.79E-07
	SOD2

	cg13835688
	ENSG00000254901
	2367
	5.824
	5.73E-09
	+++
	2.85E-07
	MEF2BNB

	cg13835688
	ENSG00000059728
	2367
	5.813
	6.15E-09
	+++
	3.05E-07
	MXD1

	cg13835688
	ENSG00000148572
	2367
	5.811
	6.22E-09
	+++
	3.08E-07
	NRBF2

	cg13835688
	ENSG00000188315
	2367
	5.799
	6.69E-09
	+++
	3.30E-07
	C3orf62

	cg13835688
	ENSG00000173614
	2367
	5.791
	7.02E-09
	+++
	3.45E-07
	NMNAT1

	cg13835688
	ENSG00000062716
	2367
	5.786
	7.20E-09
	+++
	3.53E-07
	VMP1

	cg13835688
	ENSG00000179639
	2367
	-5.784
	7.31E-09
	---
	3.58E-07
	FCER1A

	cg13835688
	ENSG00000145757
	1464
	-5.782
	7.40E-09
	--?
	3.61E-07
	SPATA9

	cg13835688
	ENSG00000259785
	1464
	-5.781
	7.43E-09
	--?
	3.62E-07
	ADAMTS7P1

	cg13835688
	ENSG00000267344
	2367
	5.78
	7.46E-09
	+++
	3.62E-07
	NA

	cg13835688
	ENSG00000072952
	2367
	5.778
	7.56E-09
	+++
	3.66E-07
	MRVI1

	cg13835688
	ENSG00000175711
	2367
	5.778
	7.58E-09
	+++
	3.66E-07
	B3GNTL1

	cg13835688
	ENSG00000033327
	2367
	5.77
	7.91E-09
	+++
	3.81E-07
	GAB2

	cg13835688
	ENSG00000109118
	2367
	5.765
	8.18E-09
	+++
	3.93E-07
	PHF12

	cg13835688
	ENSG00000167536
	2367
	5.757
	8.58E-09
	+++
	4.11E-07
	DHRS13

	cg13835688
	ENSG00000117834
	2367
	-5.754
	8.73E-09
	---
	4.18E-07
	SLC5A9

	cg13835688
	ENSG00000107242
	2367
	-5.753
	8.77E-09
	---
	4.18E-07
	PIP5K1B

	cg13835688
	ENSG00000136869
	2367
	5.736
	9.72E-09
	+++
	4.62E-07
	TLR4

	cg13835688
	ENSG00000215244
	2367
	5.734
	9.83E-09
	+++
	4.66E-07
	NA

	cg13835688
	ENSG00000196549
	2367
	5.731
	1.00E-08
	+++
	4.74E-07
	MME

	cg13835688
	ENSG00000158122
	2367
	-5.73
	1.01E-08
	---
	4.75E-07
	AAED1

	cg13835688
	ENSG00000197081
	2367
	5.728
	1.02E-08
	+++
	4.79E-07
	IGF2R

	cg13835688
	ENSG00000106868
	2367
	-5.726
	1.03E-08
	---
	4.84E-07
	SUSD1

	cg13835688
	ENSG00000230633
	2367
	-5.724
	1.04E-08
	---
	4.87E-07
	NA

	cg13835688
	ENSG00000231856
	2367
	5.712
	1.11E-08
	+++
	5.21E-07
	NA

	cg13835688
	ENSG00000047578
	2367
	5.712
	1.12E-08
	+++
	5.21E-07
	KIAA0556

	cg13835688
	ENSG00000232254
	2367
	5.711
	1.12E-08
	+++
	5.22E-07
	CSF2RBP1

	cg13835688
	ENSG00000120262
	2367
	-5.7
	1.20E-08
	---
	5.55E-07
	CCDC170

	cg13835688
	ENSG00000006534
	2367
	-5.699
	1.21E-08
	---
	5.58E-07
	ALDH3B1

	cg13835688
	ENSG00000183762
	2367
	5.697
	1.22E-08
	+++
	5.63E-07
	KREMEN1

	cg13835688
	ENSG00000170871
	2367
	5.696
	1.23E-08
	+++
	5.64E-07
	KIAA0232

	cg13835688
	ENSG00000255398
	2367
	5.689
	1.28E-08
	+++
	5.86E-07
	HCAR3

	cg13835688
	ENSG00000175376
	2367
	-5.689
	1.28E-08
	---
	5.86E-07
	EIF1AD

	cg13835688
	ENSG00000106070
	2367
	-5.681
	1.34E-08
	---
	6.10E-07
	GRB10

	cg13835688
	ENSG00000196663
	2367
	5.681
	1.34E-08
	+++
	6.10E-07
	TECPR2

	cg13835688
	ENSG00000147459
	2367
	5.678
	1.37E-08
	+++
	6.21E-07
	DOCK5

	cg13835688
	ENSG00000233404
	2367
	5.67
	1.43E-08
	+++
	6.49E-07
	NA

	cg13835688
	ENSG00000148180
	2367
	-5.669
	1.44E-08
	-+-
	6.49E-07
	GSN

	cg13835688
	ENSG00000135074
	2367
	-5.667
	1.45E-08
	---
	6.54E-07
	ADAM19

	cg13835688
	ENSG00000152229
	2367
	-5.66
	1.52E-08
	---
	6.83E-07
	PSTPIP2

	cg13835688
	ENSG00000101104
	2367
	5.659
	1.53E-08
	+++
	6.86E-07
	PABPC1L

	cg13835688
	ENSG00000260528
	2367
	5.648
	1.62E-08
	+++
	7.27E-07
	FAM157C

	cg13835688
	ENSG00000152022
	2367
	-5.642
	1.68E-08
	---
	7.53E-07
	LIX1L

	cg13835688
	ENSG00000096063
	2367
	5.633
	1.77E-08
	+++
	7.89E-07
	SRPK1

	cg13835688
	ENSG00000187775
	2367
	5.629
	1.81E-08
	+++
	8.05E-07
	DNAH17

	cg13835688
	ENSG00000124496
	2367
	-5.627
	1.83E-08
	---
	8.10E-07
	TRERF1

	cg13835688
	ENSG00000125898
	2367
	-5.628
	1.83E-08
	---
	8.10E-07
	FAM110A

	cg13835688
	ENSG00000102710
	2367
	5.627
	1.84E-08
	+++
	8.11E-07
	SUPT20H

	cg13835688
	ENSG00000028310
	2367
	-5.621
	1.90E-08
	---
	8.36E-07
	BRD9

	cg13835688
	ENSG00000097033
	2367
	5.611
	2.02E-08
	+++
	8.87E-07
	SH3GLB1

	cg13835688
	ENSG00000225313
	2367
	5.601
	2.13E-08
	+++
	9.36E-07
	NA

	cg13835688
	ENSG00000100731
	2367
	5.598
	2.17E-08
	+++
	9.52E-07
	PCNX

	cg13835688
	ENSG00000115507
	2367
	5.592
	2.25E-08
	+++
	9.80E-07
	OTX1

	cg13835688
	ENSG00000128594
	2367
	5.592
	2.24E-08
	+++
	9.80E-07
	LRRC4

	cg13835688
	ENSG00000243302
	2367
	5.577
	2.45E-08
	+++
	1.06E-06
	NA

	cg13835688
	ENSG00000196547
	2367
	5.575
	2.48E-08
	+++
	1.07E-06
	MAN2A2

	cg13835688
	ENSG00000129071
	2367
	5.572
	2.52E-08
	+++
	1.09E-06
	MBD4

	cg13835688
	ENSG00000217644
	2367
	-5.565
	2.62E-08
	---
	1.13E-06
	NA

	cg13835688
	ENSG00000148841
	2367
	5.56
	2.70E-08
	+++
	1.16E-06
	ITPRIP

	cg13835688
	ENSG00000101146
	2367
	-5.558
	2.72E-08
	-+-
	1.17E-06
	RAE1

	cg13835688
	ENSG00000197451
	2367
	-5.554
	2.80E-08
	---
	1.20E-06
	HNRNPAB

	cg13835688
	ENSG00000102471
	2367
	-5.53
	3.20E-08
	---
	1.37E-06
	NDFIP2

	cg13835688
	ENSG00000165071
	2367
	5.525
	3.30E-08
	+-+
	1.41E-06
	TMEM71

	cg13835688
	ENSG00000264868
	2367
	5.523
	3.33E-08
	+++
	1.41E-06
	NA

	cg13835688
	ENSG00000257878
	2367
	5.523
	3.33E-08
	+++
	1.41E-06
	NA

	cg13835688
	ENSG00000140459
	2367
	-5.518
	3.42E-08
	---
	1.45E-06
	CYP11A1

	cg13835688
	ENSG00000205937
	2367
	-5.517
	3.46E-08
	---
	1.46E-06
	RNPS1

	cg13835688
	ENSG00000163348
	2367
	-5.516
	3.46E-08
	---
	1.46E-06
	PYGO2

	cg13835688
	ENSG00000188897
	2367
	5.516
	3.46E-08
	+++
	1.46E-06
	NA

	cg13835688
	ENSG00000146828
	2367
	5.497
	3.87E-08
	+++
	1.63E-06
	SLC12A9

	cg13835688
	ENSG00000007038
	2367
	-5.495
	3.90E-08
	-+-
	1.63E-06
	PRSS21

	cg13835688
	ENSG00000172375
	2367
	-5.491
	4.00E-08
	---
	1.67E-06
	C2CD2L

	cg13835688
	ENSG00000185338
	2367
	-5.479
	4.28E-08
	---
	1.79E-06
	SOCS1

	cg13835688
	ENSG00000049656
	2367
	-5.474
	4.41E-08
	---
	1.83E-06
	CLPTM1L

	cg13835688
	ENSG00000142166
	2367
	5.473
	4.44E-08
	+++
	1.84E-06
	IFNAR1

	cg13835688
	ENSG00000078070
	2367
	-5.468
	4.55E-08
	---
	1.88E-06
	MCCC1

	cg13835688
	ENSG00000130222
	2367
	-5.465
	4.63E-08
	---
	1.91E-06
	GADD45G

	cg13835688
	ENSG00000162747
	2367
	5.463
	4.68E-08
	+-+
	1.93E-06
	FCGR3B

	cg13835688
	ENSG00000268802
	2367
	-5.462
	4.72E-08
	---
	1.94E-06
	NA

	cg13835688
	ENSG00000180871
	2367
	5.444
	5.21E-08
	+++
	2.14E-06
	CXCR2

	cg13835688
	ENSG00000101236
	2367
	5.443
	5.24E-08
	+++
	2.15E-06
	RNF24

	cg13835688
	ENSG00000076248
	2367
	-5.442
	5.27E-08
	---
	2.15E-06
	UNG

	cg13835688
	ENSG00000179918
	2367
	5.442
	5.27E-08
	+++
	2.15E-06
	SEPHS2

	cg13835688
	ENSG00000121858
	2367
	5.441
	5.30E-08
	+++
	2.16E-06
	TNFSF10

	cg13835688
	ENSG00000051009
	2367
	5.44
	5.33E-08
	+++
	2.17E-06
	FAM160A2

	cg13835688
	ENSG00000226380
	2367
	5.429
	5.66E-08
	+++
	2.29E-06
	MIR29B1

	cg13835688
	ENSG00000157191
	2367
	-5.421
	5.93E-08
	---
	2.40E-06
	NECAP2

	cg13835688
	ENSG00000114026
	2367
	-5.42
	5.95E-08
	---
	2.40E-06
	OGG1

	cg13835688
	ENSG00000151692
	2367
	-5.411
	6.27E-08
	---
	2.53E-06
	RNF144A

	cg13835688
	ENSG00000185033
	2367
	5.409
	6.35E-08
	+++
	2.55E-06
	SEMA4B

	cg13835688
	ENSG00000143376
	2367
	5.407
	6.42E-08
	+++
	2.58E-06
	SNX27

	cg13835688
	ENSG00000204160
	2367
	5.399
	6.71E-08
	+++
	2.69E-06
	ZDHHC18

	cg13835688
	ENSG00000187049
	2367
	-5.393
	6.92E-08
	---
	2.76E-06
	TMEM216

	cg13835688
	ENSG00000135766
	2367
	5.394
	6.91E-08
	+-+
	2.76E-06
	EGLN1

	cg13835688
	ENSG00000135842
	2367
	5.392
	6.97E-08
	+++
	2.77E-06
	FAM129A

	cg13835688
	ENSG00000070950
	2367
	-5.39
	7.04E-08
	---
	2.79E-06
	RAD18

	cg13835688
	ENSG00000135083
	2367
	5.383
	7.32E-08
	+++
	2.90E-06
	CCNJL

	cg13835688
	ENSG00000091106
	2367
	5.381
	7.41E-08
	+++
	2.93E-06
	NLRC4

	cg13835688
	ENSG00000166987
	2367
	5.37
	7.88E-08
	+++
	3.11E-06
	MBD6

	cg13835688
	ENSG00000100330
	2367
	5.365
	8.08E-08
	+++
	3.18E-06
	MTMR3

	cg13835688
	ENSG00000106789
	2367
	-5.357
	8.46E-08
	---
	3.32E-06
	CORO2A

	cg13835688
	ENSG00000143554
	2367
	-5.351
	8.73E-08
	---
	3.42E-06
	SLC27A3

	cg13835688
	ENSG00000107438
	2367
	-5.342
	9.22E-08
	-+-
	3.60E-06
	PDLIM1

	cg13835688
	ENSG00000003393
	2367
	-5.327
	9.98E-08
	---
	3.89E-06
	ALS2

	cg13835688
	ENSG00000103194
	2367
	5.327
	1.00E-07
	+++
	3.89E-06
	USP10

	cg13835688
	ENSG00000114316
	2367
	5.325
	1.01E-07
	+++
	3.93E-06
	USP4

	cg13835688
	ENSG00000198520
	2367
	-5.322
	1.03E-07
	---
	3.99E-06
	C1orf228

	cg13835688
	ENSG00000267990
	2367
	5.321
	1.03E-07
	+++
	3.99E-06
	NA

	cg13835688
	ENSG00000136213
	2367
	-5.32
	1.04E-07
	---
	4.01E-06
	CHST12

	cg13835688
	ENSG00000111261
	2367
	5.316
	1.06E-07
	+++
	4.08E-06
	MANSC1

	cg13835688
	ENSG00000263368
	2367
	-5.316
	1.06E-07
	---
	4.08E-06
	NA

	cg13835688
	ENSG00000087903
	2367
	5.315
	1.07E-07
	+++
	4.09E-06
	RFX2

	cg13835688
	ENSG00000106780
	2367
	5.314
	1.07E-07
	+++
	4.11E-06
	MEGF9

	cg13835688
	ENSG00000101665
	2367
	-5.311
	1.09E-07
	---
	4.17E-06
	SMAD7

	cg13835688
	ENSG00000099308
	2367
	5.31
	1.10E-07
	+++
	4.19E-06
	MAST3

	cg13835688
	ENSG00000179051
	2367
	-5.305
	1.12E-07
	-+-
	4.28E-06
	RCC2

	cg13835688
	ENSG00000131389
	2367
	5.287
	1.24E-07
	+++
	4.71E-06
	SLC6A6

	cg13835688
	ENSG00000167208
	2367
	-5.281
	1.29E-07
	---
	4.88E-06
	SNX20

	cg13835688
	ENSG00000187554
	2367
	5.263
	1.42E-07
	+++
	5.37E-06
	TLR5

	cg13835688
	ENSG00000121064
	2367
	-5.255
	1.48E-07
	---
	5.60E-06
	SCPEP1

	cg13835688
	ENSG00000183431
	2367
	-5.254
	1.49E-07
	---
	5.61E-06
	SF3A3

	cg13835688
	ENSG00000204577
	2367
	5.253
	1.49E-07
	+++
	5.61E-06
	LILRB3

	cg13835688
	ENSG00000149600
	2367
	-5.252
	1.50E-07
	---
	5.64E-06
	COMMD7

	cg13835688
	ENSG00000174099
	2367
	-5.252
	1.51E-07
	---
	5.64E-06
	MSRB3

	cg13835688
	ENSG00000179299
	2367
	5.251
	1.51E-07
	+++
	5.65E-06
	NSUN7

	cg13835688
	ENSG00000129450
	2367
	5.25
	1.52E-07
	+++
	5.66E-06
	SIGLEC9

	cg13835688
	ENSG00000257743
	2367
	5.248
	1.54E-07
	+++
	5.72E-06
	NA

	cg13835688
	ENSG00000175538
	2367
	5.244
	1.57E-07
	+-+
	5.85E-06
	KCNE3

	cg13835688
	ENSG00000163162
	2367
	5.234
	1.66E-07
	+++
	6.14E-06
	RNF149

	cg13835688
	ENSG00000011198
	2367
	5.234
	1.66E-07
	+++
	6.14E-06
	ABHD5

	cg13835688
	ENSG00000269352
	2367
	5.227
	1.72E-07
	+++
	6.35E-06
	NA

	cg13835688
	ENSG00000110651
	2367
	-5.225
	1.75E-07
	-+-
	6.44E-06
	CD81

	cg13835688
	ENSG00000146859
	2367
	5.223
	1.76E-07
	+++
	6.48E-06
	TMEM140

	cg13835688
	ENSG00000136167
	2367
	5.216
	1.83E-07
	-++
	6.73E-06
	LCP1

	cg13835688
	ENSG00000168010
	2367
	5.214
	1.85E-07
	+++
	6.79E-06
	ATG16L2

	cg13835688
	ENSG00000077585
	2367
	-5.212
	1.87E-07
	---
	6.82E-06
	GPR137B

	cg13835688
	ENSG00000183621
	2367
	5.212
	1.87E-07
	+++
	6.83E-06
	ZNF438

	cg13628444
	ENSG00000112759
	2367
	-16.765
	4.43E-63
	---
	8.28E-59
	SLC29A1

	cg13628444
	ENSG00000105366
	2367
	-16.647
	3.18E-62
	---
	2.97E-58
	SIGLEC8

	cg13628444
	ENSG00000103355
	2367
	-16.295
	1.08E-59
	---
	6.70E-56
	PRSS33

	cg13628444
	ENSG00000205927
	2367
	-16.004
	1.20E-57
	---
	5.63E-54
	OLIG2

	cg13628444
	ENSG00000183134
	2367
	-15.351
	3.50E-53
	---
	1.31E-49
	PTGDR2

	cg13628444
	ENSG00000121933
	2367
	-15.102
	1.57E-51
	---
	4.89E-48
	ADORA3

	cg13628444
	ENSG00000091181
	2367
	-14.701
	6.36E-49
	---
	1.48E-45
	IL5RA

	cg13628444
	ENSG00000092067
	2367
	-14.707
	5.78E-49
	---
	1.48E-45
	CEBPE

	cg13628444
	ENSG00000103056
	2367
	-14.477
	1.70E-47
	---
	3.53E-44
	SMPD3

	cg13628444
	ENSG00000174083
	2367
	-14.232
	5.80E-46
	---
	1.08E-42
	PIK3R6

	cg13628444
	ENSG00000105205
	2367
	-14.192
	1.03E-45
	---
	1.75E-42
	CLC

	cg13628444
	ENSG00000182557
	2367
	-14.134
	2.34E-45
	---
	3.65E-42
	SPNS3

	cg13628444
	ENSG00000100628
	2367
	-13.987
	1.87E-44
	---
	2.68E-41
	ASB2

	cg13628444
	ENSG00000131203
	2367
	-13.48
	2.04E-41
	---
	2.72E-38
	IDO1

	cg13628444
	ENSG00000157368
	2367
	-13.294
	2.52E-40
	---
	3.14E-37
	IL34

	cg13628444
	ENSG00000140263
	2367
	-13.204
	8.31E-40
	---
	9.71E-37
	SORD

	cg13628444
	ENSG00000168004
	2367
	-13.124
	2.40E-39
	---
	2.64E-36
	HRASLS5

	cg13628444
	ENSG00000167236
	2367
	-13.019
	9.48E-39
	---
	9.84E-36
	CCL23

	cg13628444
	ENSG00000160180
	2367
	-12.66
	9.86E-37
	---
	9.70E-34
	TFF3

	cg13628444
	ENSG00000138623
	2367
	-12.613
	1.80E-36
	---
	1.68E-33
	SEMA7A

	cg13628444
	ENSG00000130433
	2367
	-12.327
	6.47E-35
	---
	5.76E-32
	CACNG6

	cg13628444
	ENSG00000215148
	2367
	-12.163
	4.91E-34
	---
	4.17E-31
	PRSS41

	cg13628444
	ENSG00000255587
	2367
	-11.904
	1.13E-32
	---
	9.14E-30
	RAB44

	cg13628444
	ENSG00000133317
	2367
	-11.743
	7.72E-32
	---
	6.01E-29
	LGALS12

	cg13628444
	ENSG00000179627
	2367
	-11.711
	1.12E-31
	---
	8.40E-29
	ZBTB42

	cg13628444
	ENSG00000184221
	2367
	-11.69
	1.44E-31
	---
	1.03E-28
	OLIG1

	cg13628444
	ENSG00000186204
	2367
	-11.614
	3.48E-31
	---
	2.41E-28
	CYP4F12

	cg13628444
	ENSG00000109099
	2367
	-11.344
	7.95E-30
	---
	5.12E-27
	PMP22

	cg13628444
	ENSG00000099377
	2367
	-11.344
	7.90E-30
	---
	5.12E-27
	HSD3B7

	cg13628444
	ENSG00000182240
	2367
	-11.023
	2.96E-28
	---
	1.84E-25
	BACE2

	cg13628444
	ENSG00000072134
	2367
	-11.02
	3.05E-28
	---
	1.84E-25
	EPN2

	cg13628444
	ENSG00000161905
	2367
	-11.001
	3.80E-28
	---
	2.22E-25
	ALOX15

	cg13628444
	ENSG00000142408
	2367
	-10.602
	2.92E-26
	---
	1.65E-23
	CACNG8

	cg13628444
	ENSG00000114315
	2367
	-10.433
	1.76E-25
	---
	9.66E-23
	HES1

	cg13628444
	ENSG00000174837
	2367
	-10.325
	5.45E-25
	---
	2.91E-22
	EMR1

	cg13628444
	ENSG00000196220
	2367
	-10.168
	2.76E-24
	---
	1.39E-21
	SRGAP3

	cg13628444
	ENSG00000260401
	2367
	-10.169
	2.74E-24
	---
	1.39E-21
	NA

	cg13628444
	ENSG00000120279
	2367
	-9.832
	8.19E-23
	---
	4.03E-20
	MYCT1

	cg13628444
	ENSG00000162390
	2367
	-9.684
	3.52E-22
	---
	1.69E-19
	ACOT11

	cg13628444
	ENSG00000134489
	2367
	-9.492
	2.26E-21
	---
	1.06E-18
	HRH4

	cg13628444
	ENSG00000151689
	2367
	-9.437
	3.83E-21
	---
	1.75E-18
	INPP1

	cg13628444
	ENSG00000166016
	2367
	-9.409
	5.00E-21
	---
	2.23E-18
	ABTB2

	cg13628444
	ENSG00000162174
	2367
	-9.122
	7.37E-20
	---
	3.20E-17
	ASRGL1

	cg13628444
	ENSG00000268758
	2367
	-9.119
	7.61E-20
	---
	3.23E-17
	EMR4P

	cg13628444
	ENSG00000189068
	2367
	-9.096
	9.37E-20
	---
	3.89E-17
	VSTM1

	cg13628444
	ENSG00000183625
	2367
	-8.915
	4.87E-19
	---
	1.98E-16
	CCR3

	cg13628444
	ENSG00000119943
	2367
	-8.893
	5.93E-19
	---
	2.36E-16
	PYROXD2

	cg13628444
	ENSG00000162881
	2367
	-8.835
	1.00E-18
	---
	3.91E-16
	OXER1

	cg13628444
	ENSG00000010310
	2367
	-8.742
	2.29E-18
	---
	8.73E-16
	GIPR

	cg13628444
	ENSG00000134072
	2367
	-8.704
	3.21E-18
	---
	1.17E-15
	CAMK1

	cg13628444
	ENSG00000184371
	2367
	-8.705
	3.17E-18
	---
	1.17E-15
	CSF1

	cg13628444
	ENSG00000113296
	2367
	-8.634
	5.93E-18
	---
	2.13E-15
	THBS4

	cg13628444
	ENSG00000184313
	2367
	-8.618
	6.79E-18
	---
	2.39E-15
	MROH7

	cg13628444
	ENSG00000175591
	2367
	-8.603
	7.74E-18
	---
	2.68E-15
	P2RY2

	cg13628444
	ENSG00000115602
	2367
	-8.599
	8.06E-18
	---
	2.74E-15
	IL1RL1

	cg13628444
	ENSG00000250548
	2367
	-8.357
	6.44E-17
	---
	2.15E-14
	NA

	cg13628444
	ENSG00000117640
	2367
	-8.354
	6.63E-17
	---
	2.17E-14
	MTFR1L

	cg13628444
	ENSG00000165702
	2367
	-8.124
	4.51E-16
	---
	1.45E-13
	GFI1B

	cg13628444
	ENSG00000071242
	2367
	-8.04
	8.95E-16
	---
	2.84E-13
	RPS6KA2

	cg13628444
	ENSG00000106003
	2367
	-8.037
	9.24E-16
	---
	2.88E-13
	LFNG

	cg13628444
	ENSG00000259479
	2367
	-7.999
	1.26E-15
	---
	3.85E-13
	NA

	cg13628444
	ENSG00000264695
	2367
	-7.957
	1.76E-15
	---
	5.31E-13
	NA

	cg13628444
	ENSG00000121691
	2367
	-7.884
	3.16E-15
	---
	9.39E-13
	CAT

	cg13628444
	ENSG00000165140
	2367
	-7.839
	4.53E-15
	---
	1.32E-12
	FBP1

	cg13628444
	ENSG00000196581
	2367
	-7.744
	9.60E-15
	---
	2.76E-12
	AJAP1

	cg13628444
	ENSG00000163053
	2367
	-7.715
	1.21E-14
	---
	3.44E-12
	SLC16A14

	cg13628444
	ENSG00000168765
	2367
	-7.583
	3.37E-14
	---
	9.40E-12
	GSTM4

	cg13628444
	ENSG00000167107
	2367
	-7.5
	6.38E-14
	---
	1.75E-11
	ACSF2

	cg13628444
	ENSG00000124191
	2367
	-7.466
	8.25E-14
	---
	2.23E-11
	TOX2

	cg13628444
	ENSG00000188822
	2367
	-7.417
	1.20E-13
	---
	3.21E-11
	CNR2

	cg13628444
	ENSG00000165914
	2367
	-7.362
	1.81E-13
	---
	4.76E-11
	TTC7B

	cg13628444
	ENSG00000153721
	2367
	-7.341
	2.12E-13
	---
	5.51E-11
	CNKSR3

	cg13628444
	ENSG00000103319
	2367
	-7.266
	3.69E-13
	---
	9.45E-11
	EEF2K

	cg13628444
	ENSG00000186792
	2367
	-7.183
	6.83E-13
	---
	1.71E-10
	HYAL3

	cg13628444
	ENSG00000145990
	2367
	-7.182
	6.85E-13
	---
	1.71E-10
	GFOD1

	cg13628444
	ENSG00000102900
	2367
	-7.062
	1.64E-12
	---
	4.04E-10
	NUP93

	cg13628444
	ENSG00000062485
	2367
	-7.048
	1.82E-12
	---
	4.41E-10
	CS

	cg13628444
	ENSG00000169385
	2367
	-7.034
	2.01E-12
	---
	4.81E-10
	RNASE2

	cg13628444
	ENSG00000049089
	2367
	-7.03
	2.06E-12
	---
	4.88E-10
	COL9A2

	cg13628444
	ENSG00000010278
	2367
	-7.028
	2.10E-12
	---
	4.91E-10
	CD9

	cg13628444
	ENSG00000158246
	2367
	-7.024
	2.16E-12
	---
	4.97E-10
	FAM46B

	cg13628444
	ENSG00000204161
	2367
	-6.989
	2.78E-12
	---
	6.33E-10
	C10orf128

	cg13628444
	ENSG00000105088
	2367
	-6.932
	4.14E-12
	---
	9.32E-10
	OLFM2

	cg13628444
	ENSG00000225339
	2367
	-6.878
	6.06E-12
	---
	1.35E-09
	NA

	cg13628444
	ENSG00000156869
	2367
	-6.859
	6.93E-12
	---
	1.52E-09
	FRRS1

	cg13628444
	ENSG00000117461
	2367
	-6.826
	8.70E-12
	---
	1.89E-09
	PIK3R3

	cg13628444
	ENSG00000196422
	2367
	-6.769
	1.30E-11
	---
	2.79E-09
	PPP1R26

	cg13628444
	ENSG00000238164
	2367
	-6.689
	2.24E-11
	---
	4.76E-09
	NA

	cg13628444
	ENSG00000175130
	2367
	-6.642
	3.09E-11
	---
	6.48E-09
	MARCKSL1

	cg13628444
	ENSG00000119711
	2367
	-6.631
	3.33E-11
	---
	6.91E-09
	ALDH6A1

	cg13628444
	ENSG00000167549
	2367
	-6.621
	3.58E-11
	---
	7.35E-09
	CORO6

	cg13628444
	ENSG00000177374
	2367
	-6.602
	4.05E-11
	---
	8.23E-09
	HIC1

	cg13628444
	ENSG00000159618
	2367
	-6.556
	5.54E-11
	---
	1.11E-08
	GPR114

	cg13628444
	ENSG00000135605
	2367
	-6.482
	9.05E-11
	---
	1.80E-08
	TEC

	cg13628444
	ENSG00000032444
	2367
	-6.476
	9.41E-11
	---
	1.85E-08
	PNPLA6

	cg13628444
	ENSG00000169330
	2367
	-6.418
	1.38E-10
	---
	2.69E-08
	KIAA1024

	cg13628444
	ENSG00000171631
	2367
	-6.376
	1.82E-10
	---
	3.50E-08
	P2RY6

	cg13628444
	ENSG00000243477
	2367
	-6.365
	1.96E-10
	---
	3.73E-08
	NAT6

	cg13628444
	ENSG00000139629
	2367
	-6.348
	2.17E-10
	---
	4.10E-08
	GALNT6

	cg13628444
	ENSG00000175857
	2367
	-6.337
	2.35E-10
	---
	4.38E-08
	GAPT

	cg13628444
	ENSG00000153885
	2367
	-6.283
	3.33E-10
	---
	6.16E-08
	KCTD15

	cg13628444
	ENSG00000147872
	2367
	-6.276
	3.47E-10
	---
	6.36E-08
	PLIN2

	cg13628444
	ENSG00000117480
	2367
	-6.266
	3.71E-10
	---
	6.73E-08
	FAAH

	cg13628444
	ENSG00000228549
	2367
	-6.252
	4.06E-10
	---
	7.29E-08
	NA

	cg13628444
	ENSG00000261113
	2367
	-6.241
	4.34E-10
	---
	7.73E-08
	NA

	cg13628444
	ENSG00000105048
	2367
	-6.227
	4.76E-10
	---
	8.39E-08
	TNNT1

	cg13628444
	ENSG00000099998
	2367
	-6.167
	6.98E-10
	---
	1.22E-07
	GGT5

	cg13628444
	ENSG00000250696
	2367
	-6.122
	9.22E-10
	---
	1.60E-07
	NA

	cg13628444
	ENSG00000005187
	2367
	-6.096
	1.09E-09
	---
	1.87E-07
	ACSM3

	cg13628444
	ENSG00000157388
	2367
	-6.009
	1.87E-09
	---
	3.17E-07
	CACNA1D

	cg13628444
	ENSG00000230107
	2367
	-5.956
	2.59E-09
	---
	4.36E-07
	NA

	cg13628444
	ENSG00000142599
	2367
	5.916
	3.30E-09
	+++
	5.51E-07
	RERE

	cg13628444
	ENSG00000119720
	2367
	-5.859
	4.67E-09
	---
	7.73E-07
	NRDE2

	cg13628444
	ENSG00000035664
	2367
	-5.851
	4.90E-09
	---
	8.03E-07
	DAPK2

	cg13628444
	ENSG00000076555
	2367
	-5.806
	6.39E-09
	---
	1.04E-06
	ACACB

	cg13628444
	ENSG00000171282
	2367
	-5.802
	6.56E-09
	---
	1.06E-06
	NA

	cg13628444
	ENSG00000099957
	2367
	-5.8
	6.63E-09
	---
	1.06E-06
	P2RX6

	cg13628444
	ENSG00000262823
	2367
	-5.784
	7.29E-09
	---
	1.16E-06
	NA

	cg13628444
	ENSG00000188290
	2367
	-5.756
	8.61E-09
	---
	1.35E-06
	HES4

	cg13628444
	ENSG00000123989
	2367
	-5.707
	1.15E-08
	---
	1.79E-06
	CHPF

	cg13628444
	ENSG00000186431
	2367
	5.702
	1.19E-08
	+++
	1.83E-06
	FCAR

	cg13628444
	ENSG00000134256
	2367
	-5.697
	1.22E-08
	---
	1.87E-06
	CD101

	cg13628444
	ENSG00000248593
	2367
	-5.636
	1.74E-08
	---
	2.64E-06
	DSTNP2

	cg13628444
	ENSG00000137672
	2367
	-5.61
	2.02E-08
	---
	3.05E-06
	TRPC6

	cg13628444
	ENSG00000160563
	2367
	-5.567
	2.59E-08
	---
	3.87E-06
	MED27

	cg13628444
	ENSG00000128268
	2367
	-5.561
	2.68E-08
	---
	3.98E-06
	MGAT3

	cg13628444
	ENSG00000139641
	2367
	-5.505
	3.69E-08
	---
	5.39E-06
	ESYT1

	cg13628444
	ENSG00000116016
	2367
	-5.506
	3.68E-08
	---
	5.39E-06
	EPAS1

	cg13628444
	ENSG00000092068
	2367
	-5.501
	3.78E-08
	---
	5.48E-06
	SLC7A8

	cg13628444
	ENSG00000160325
	2367
	-5.465
	4.62E-08
	---
	6.65E-06
	CACFD1

	cg13628444
	ENSG00000142512
	2367
	-5.445
	5.19E-08
	---
	7.31E-06
	SIGLEC10

	cg13628444
	ENSG00000146540
	2367
	-5.444
	5.21E-08
	---
	7.31E-06
	C7orf50

	cg13628444
	ENSG00000135407
	2367
	5.446
	5.15E-08
	+++
	7.31E-06
	AVIL

	cg13628444
	ENSG00000165659
	2367
	-5.439
	5.36E-08
	---
	7.47E-06
	DACH1

	cg13628444
	ENSG00000093134
	2367
	5.436
	5.46E-08
	+++
	7.56E-06
	VNN3

	cg13628444
	ENSG00000071205
	2367
	-5.428
	5.69E-08
	---
	7.81E-06
	ARHGAP10

	cg13628444
	ENSG00000179818
	2367
	5.396
	6.83E-08
	+++
	9.32E-06
	PCBP1-AS1

	cg13628444
	ENSG00000135245
	2367
	-5.382
	7.36E-08
	---
	9.96E-06
	HILPDA

	cg13628444
	ENSG00000099337
	2367
	-5.368
	7.95E-08
	---
	1.07E-05
	KCNK6

	cg13628444
	ENSG00000147852
	2367
	-5.326
	1.00E-07
	---
	1.34E-05
	VLDLR

	cg13628444
	ENSG00000174944
	2367
	-5.317
	1.06E-07
	---
	1.40E-05
	P2RY14

	cg13628444
	ENSG00000112664
	2367
	-5.295
	1.19E-07
	---
	1.57E-05
	NA

	cg13628444
	ENSG00000198673
	2367
	-5.284
	1.26E-07
	---
	1.65E-05
	FAM19A2

	cg13628444
	ENSG00000143119
	2367
	5.259
	1.45E-07
	+++
	1.88E-05
	CD53

	cg13628444
	ENSG00000167642
	2367
	-5.243
	1.58E-07
	---
	2.04E-05
	SPINT2

	cg13628444
	ENSG00000166816
	2367
	-5.216
	1.83E-07
	---
	2.34E-05
	LDHD

	cg11456013
	ENSG00000112759
	2367
	-17.627
	1.52E-69
	---
	2.84E-65
	SLC29A1

	cg11456013
	ENSG00000105366
	2367
	-17.53
	8.53E-69
	---
	7.97E-65
	SIGLEC8

	cg11456013
	ENSG00000205927
	2367
	-17.362
	1.60E-67
	---
	9.99E-64
	OLIG2

	cg11456013
	ENSG00000103355
	2367
	-16.686
	1.67E-62
	---
	7.78E-59
	PRSS33

	cg11456013
	ENSG00000183134
	2367
	-16.43
	1.17E-60
	---
	4.36E-57
	PTGDR2

	cg11456013
	ENSG00000091181
	2367
	-16.386
	2.40E-60
	---
	7.46E-57
	IL5RA

	cg11456013
	ENSG00000103056
	2367
	-16.233
	2.96E-59
	---
	7.90E-56
	SMPD3

	cg11456013
	ENSG00000121933
	2367
	-16.108
	2.25E-58
	---
	5.26E-55
	ADORA3

	cg11456013
	ENSG00000167236
	2367
	-15.752
	6.68E-56
	---
	1.39E-52
	CCL23

	cg11456013
	ENSG00000100628
	2367
	-15.425
	1.11E-53
	---
	2.08E-50
	ASB2

	cg11456013
	ENSG00000168004
	2367
	-15.306
	6.97E-53
	---
	1.18E-49
	HRASLS5

	cg11456013
	ENSG00000092067
	2367
	-15.159
	6.62E-52
	---
	1.03E-48
	CEBPE

	cg11456013
	ENSG00000138623
	2367
	-14.978
	1.03E-50
	---
	1.48E-47
	SEMA7A

	cg11456013
	ENSG00000174083
	2367
	-14.623
	2.01E-48
	---
	2.68E-45
	PIK3R6

	cg11456013
	ENSG00000157368
	2367
	-14.411
	4.44E-47
	---
	5.53E-44
	IL34

	cg11456013
	ENSG00000105205
	2367
	-14.402
	5.06E-47
	---
	5.91E-44
	CLC

	cg11456013
	ENSG00000182557
	2367
	-13.915
	5.13E-44
	---
	5.64E-41
	SPNS3

	cg11456013
	ENSG00000160180
	2367
	-13.646
	2.14E-42
	---
	2.22E-39
	TFF3

	cg11456013
	ENSG00000131203
	2367
	-13.546
	8.32E-42
	---
	8.19E-39
	IDO1

	cg11456013
	ENSG00000114315
	2367
	-13.052
	6.22E-39
	---
	5.82E-36
	HES1

	cg11456013
	ENSG00000130433
	2367
	-12.886
	5.42E-38
	---
	4.83E-35
	CACNG6

	cg11456013
	ENSG00000215148
	2367
	-12.872
	6.46E-38
	---
	5.49E-35
	PRSS41

	cg11456013
	ENSG00000161905
	2367
	-12.59
	2.41E-36
	---
	1.96E-33
	ALOX15

	cg11456013
	ENSG00000109099
	2367
	-12.564
	3.31E-36
	---
	2.58E-33
	PMP22

	cg11456013
	ENSG00000184221
	2367
	-12.552
	3.85E-36
	---
	2.88E-33
	OLIG1

	cg11456013
	ENSG00000140263
	2367
	-12.475
	1.03E-35
	---
	7.11E-33
	SORD

	cg11456013
	ENSG00000255587
	2367
	-12.475
	1.03E-35
	---
	7.11E-33
	RAB44

	cg11456013
	ENSG00000119943
	2367
	-12.062
	1.69E-33
	---
	1.13E-30
	PYROXD2

	cg11456013
	ENSG00000072134
	2367
	-11.571
	5.80E-31
	---
	3.74E-28
	EPN2

	cg11456013
	ENSG00000133317
	2367
	-11.26
	2.06E-29
	---
	1.28E-26
	LGALS12

	cg11456013
	ENSG00000186204
	2367
	-11.195
	4.30E-29
	---
	2.60E-26
	CYP4F12

	cg11456013
	ENSG00000179627
	2367
	-11.144
	7.67E-29
	---
	4.48E-26
	ZBTB42

	cg11456013
	ENSG00000120279
	2367
	-11.031
	2.71E-28
	---
	1.54E-25
	MYCT1

	cg11456013
	ENSG00000151689
	2367
	-10.882
	1.40E-27
	---
	7.72E-25
	INPP1

	cg11456013
	ENSG00000117461
	2367
	-10.818
	2.81E-27
	---
	1.50E-24
	PIK3R3

	cg11456013
	ENSG00000142408
	2367
	-10.77
	4.76E-27
	---
	2.47E-24
	CACNG8

	cg11456013
	ENSG00000134489
	2367
	-10.678
	1.29E-26
	---
	6.50E-24
	HRH4

	cg11456013
	ENSG00000259479
	2367
	-10.635
	2.04E-26
	---
	1.00E-23
	NA

	cg11456013
	ENSG00000159618
	2367
	-10.559
	4.62E-26
	---
	2.21E-23
	GPR114

	cg11456013
	ENSG00000134072
	2367
	-10.372
	3.31E-25
	---
	1.55E-22
	CAMK1

	cg11456013
	ENSG00000162390
	2367
	-10.242
	1.28E-24
	---
	5.84E-22
	ACOT11

	cg11456013
	ENSG00000182240
	2367
	-10.153
	3.21E-24
	---
	1.43E-21
	BACE2

	cg11456013
	ENSG00000260401
	2367
	-9.985
	1.78E-23
	---
	7.73E-21
	NA

	cg11456013
	ENSG00000174837
	2367
	-9.963
	2.21E-23
	---
	9.39E-21
	EMR1

	cg11456013
	ENSG00000099377
	2367
	-9.869
	5.66E-23
	---
	2.35E-20
	HSD3B7

	cg11456013
	ENSG00000204161
	2367
	-9.794
	1.19E-22
	---
	4.85E-20
	C10orf128

	cg11456013
	ENSG00000175591
	2367
	-9.666
	4.21E-22
	---
	1.67E-19
	P2RY2

	cg11456013
	ENSG00000166016
	2367
	-9.657
	4.60E-22
	---
	1.79E-19
	ABTB2

	cg11456013
	ENSG00000184371
	2367
	-9.637
	5.58E-22
	---
	2.13E-19
	CSF1

	cg11456013
	ENSG00000189068
	2367
	-9.398
	5.56E-21
	---
	2.08E-18
	VSTM1

	cg11456013
	ENSG00000145990
	2367
	-9.393
	5.82E-21
	---
	2.13E-18
	GFOD1

	cg11456013
	ENSG00000268758
	2367
	-9.306
	1.33E-20
	---
	4.79E-18
	EMR4P

	cg11456013
	ENSG00000010310
	2367
	-9.287
	1.59E-20
	---
	5.60E-18
	GIPR

	cg11456013
	ENSG00000153885
	2367
	-9.191
	3.90E-20
	---
	1.35E-17
	KCTD15

	cg11456013
	ENSG00000115602
	2367
	-9.013
	2.01E-19
	---
	6.83E-17
	IL1RL1

	cg11456013
	ENSG00000188822
	2367
	-8.726
	2.64E-18
	---
	8.81E-16
	CNR2

	cg11456013
	ENSG00000071205
	2367
	-8.715
	2.90E-18
	---
	9.51E-16
	ARHGAP10

	cg11456013
	ENSG00000184313
	2367
	-8.679
	3.99E-18
	---
	1.29E-15
	MROH7

	cg11456013
	ENSG00000183625
	2367
	-8.619
	6.74E-18
	---
	2.14E-15
	CCR3

	cg11456013
	ENSG00000196422
	2367
	-8.48
	2.26E-17
	---
	7.03E-15
	PPP1R26

	cg11456013
	ENSG00000128268
	2367
	-8.467
	2.52E-17
	---
	7.72E-15
	MGAT3

	cg11456013
	ENSG00000166483
	2367
	-8.458
	2.72E-17
	---
	8.21E-15
	WEE1

	cg11456013
	ENSG00000156869
	2367
	-8.451
	2.89E-17
	---
	8.58E-15
	FRRS1

	cg11456013
	ENSG00000162881
	2367
	-8.387
	4.98E-17
	---
	1.45E-14
	OXER1

	cg11456013
	ENSG00000175505
	2367
	-8.361
	6.20E-17
	---
	1.78E-14
	CLCF1

	cg11456013
	ENSG00000154358
	2367
	8.279
	1.24E-16
	+++
	3.50E-14
	OBSCN

	cg11456013
	ENSG00000119772
	2367
	8.247
	1.63E-16
	+++
	4.54E-14
	DNMT3A

	cg11456013
	ENSG00000169330
	2367
	-8.214
	2.13E-16
	---
	5.86E-14
	KIAA1024

	cg11456013
	ENSG00000068028
	2367
	-8.209
	2.24E-16
	---
	6.06E-14
	RASSF1

	cg11456013
	ENSG00000136213
	2367
	-8.174
	2.98E-16
	---
	7.95E-14
	CHST12

	cg11456013
	ENSG00000101665
	2367
	-8.161
	3.34E-16
	---
	8.78E-14
	SMAD7

	cg11456013
	ENSG00000167107
	2367
	-8.148
	3.69E-16
	---
	9.44E-14
	ACSF2

	cg11456013
	ENSG00000121691
	2367
	-8.149
	3.67E-16
	---
	9.44E-14
	CAT

	cg11456013
	ENSG00000066468
	2367
	-8.096
	5.69E-16
	---
	1.44E-13
	FGFR2

	cg11456013
	ENSG00000165702
	2367
	-8.062
	7.51E-16
	---
	1.87E-13
	GFI1B

	cg11456013
	ENSG00000147457
	2367
	8.056
	7.89E-16
	+++
	1.94E-13
	CHMP7

	cg11456013
	ENSG00000134107
	2367
	-8.033
	9.48E-16
	---
	2.30E-13
	BHLHE40

	cg11456013
	ENSG00000196220
	2367
	-8.023
	1.03E-15
	---
	2.47E-13
	SRGAP3

	cg11456013
	ENSG00000197093
	2367
	7.999
	1.25E-15
	+++
	2.89E-13
	GAL3ST4

	cg11456013
	ENSG00000146904
	2367
	8.001
	1.23E-15
	+++
	2.89E-13
	EPHA1

	cg11456013
	ENSG00000116016
	2367
	-7.999
	1.25E-15
	---
	2.89E-13
	EPAS1

	cg11456013
	ENSG00000122223
	2367
	-7.997
	1.28E-15
	---
	2.91E-13
	CD244

	cg11456013
	ENSG00000135605
	2367
	-7.951
	1.84E-15
	---
	4.15E-13
	TEC

	cg11456013
	ENSG00000167549
	2367
	-7.944
	1.96E-15
	---
	4.35E-13
	CORO6

	cg11456013
	ENSG00000250696
	2367
	-7.931
	2.17E-15
	---
	4.77E-13
	NA

	cg11456013
	ENSG00000099204
	2367
	7.863
	3.76E-15
	+++
	8.18E-13
	ABLIM1

	cg11456013
	ENSG00000124191
	2367
	-7.835
	4.69E-15
	---
	1.01E-12
	TOX2

	cg11456013
	ENSG00000162174
	2367
	-7.819
	5.33E-15
	---
	1.13E-12
	ASRGL1

	cg11456013
	ENSG00000165914
	2367
	-7.797
	6.36E-15
	---
	1.34E-12
	TTC7B

	cg11456013
	ENSG00000163053
	2367
	-7.676
	1.64E-14
	---
	3.41E-12
	SLC16A14

	cg11456013
	ENSG00000131686
	2367
	7.598
	3.01E-14
	+++
	6.19E-12
	CA6

	cg11456013
	ENSG00000120915
	2367
	7.584
	3.35E-14
	+++
	6.81E-12
	EPHX2

	cg11456013
	ENSG00000250548
	2367
	-7.576
	3.56E-14
	---
	7.14E-12
	NA

	cg11456013
	ENSG00000126353
	2367
	7.575
	3.60E-14
	+++
	7.17E-12
	CCR7

	cg11456013
	ENSG00000158006
	2367
	-7.556
	4.16E-14
	---
	8.19E-12
	PAFAH2

	cg11456013
	ENSG00000113296
	2367
	-7.527
	5.18E-14
	---
	1.01E-11
	THBS4

	cg11456013
	ENSG00000139629
	2367
	-7.513
	5.76E-14
	---
	1.11E-11
	GALNT6

	cg11456013
	ENSG00000100100
	2367
	7.504
	6.17E-14
	+++
	1.17E-11
	PIK3IP1

	cg11456013
	ENSG00000103319
	2367
	-7.506
	6.11E-14
	---
	1.17E-11
	EEF2K

	cg11456013
	ENSG00000238121
	2367
	-7.5
	6.40E-14
	---
	1.20E-11
	LINC00426

	cg11456013
	ENSG00000117643
	2367
	7.496
	6.60E-14
	+++
	1.22E-11
	MAN1C1

	cg11456013
	ENSG00000119714
	2367
	-7.476
	7.65E-14
	---
	1.40E-11
	GPR68

	cg11456013
	ENSG00000264695
	2367
	-7.441
	1.00E-13
	---
	1.82E-11
	NA

	cg11456013
	ENSG00000145220
	2367
	-7.423
	1.14E-13
	---
	2.06E-11
	LYAR

	cg11456013
	ENSG00000010278
	2367
	-7.402
	1.34E-13
	---
	2.38E-11
	CD9

	cg11456013
	ENSG00000177374
	2367
	-7.372
	1.68E-13
	---
	2.96E-11
	HIC1

	cg11456013
	ENSG00000152969
	2367
	-7.298
	2.92E-13
	---
	5.04E-11
	JAKMIP1

	cg11456013
	ENSG00000071242
	2367
	-7.298
	2.91E-13
	---
	5.04E-11
	RPS6KA2

	cg11456013
	ENSG00000261888
	2367
	-7.289
	3.12E-13
	---
	5.35E-11
	NA

	cg11456013
	ENSG00000101445
	2367
	-7.259
	3.90E-13
	---
	6.63E-11
	PPP1R16B

	cg11456013
	ENSG00000178860
	2367
	-7.237
	4.60E-13
	---
	7.74E-11
	MSC

	cg11456013
	ENSG00000147872
	2367
	-7.235
	4.64E-13
	---
	7.75E-11
	PLIN2

	cg11456013
	ENSG00000101298
	2367
	7.223
	5.08E-13
	+++
	8.41E-11
	SNPH

	cg11456013
	ENSG00000062485
	2367
	-7.209
	5.65E-13
	---
	9.26E-11
	CS

	cg11456013
	ENSG00000136950
	2367
	-7.203
	5.89E-13
	---
	9.57E-11
	ARPC5L

	cg11456013
	ENSG00000182983
	2367
	7.193
	6.32E-13
	+++
	1.02E-10
	ZNF662

	cg11456013
	ENSG00000175857
	2367
	-7.187
	6.62E-13
	-+-
	1.06E-10
	GAPT

	cg11456013
	ENSG00000153721
	2367
	-7.157
	8.24E-13
	---
	1.31E-10
	CNKSR3

	cg11456013
	ENSG00000032444
	2367
	-7.125
	1.04E-12
	---
	1.63E-10
	PNPLA6

	cg11456013
	ENSG00000147443
	2367
	-7.125
	1.05E-12
	---
	1.63E-10
	DOK2

	cg11456013
	ENSG00000142686
	2367
	-7.108
	1.18E-12
	---
	1.82E-10
	C1orf216

	cg11456013
	ENSG00000183473
	2367
	7.083
	1.41E-12
	+++
	2.16E-10
	SSTR3

	cg11456013
	ENSG00000165140
	2367
	-7.041
	1.90E-12
	---
	2.89E-10
	FBP1

	cg11456013
	ENSG00000186854
	2367
	7
	2.55E-12
	+++
	3.85E-10
	TRABD2A

	cg11456013
	ENSG00000135960
	2367
	6.991
	2.73E-12
	+++
	4.08E-10
	EDAR

	cg11456013
	ENSG00000117640
	2367
	-6.973
	3.11E-12
	---
	4.61E-10
	MTFR1L

	cg11456013
	ENSG00000166341
	2367
	6.962
	3.35E-12
	+++
	4.93E-10
	DCHS1

	cg11456013
	ENSG00000117519
	2367
	6.927
	4.30E-12
	+++
	6.28E-10
	CNN3

	cg11456013
	ENSG00000232021
	2367
	6.918
	4.57E-12
	+++
	6.63E-10
	LEF1-AS1

	cg11456013
	ENSG00000198668
	2367
	-6.899
	5.25E-12
	---
	7.54E-10
	CALM1

	cg11456013
	ENSG00000138795
	2367
	6.891
	5.55E-12
	+++
	7.92E-10
	LEF1

	cg11456013
	ENSG00000112182
	2367
	6.883
	5.88E-12
	+++
	8.32E-10
	BACH2

	cg11456013
	ENSG00000081059
	2367
	6.878
	6.09E-12
	+++
	8.56E-10
	TCF7

	cg11456013
	ENSG00000188001
	2367
	-6.85
	7.40E-12
	---
	1.03E-09
	TPRG1

	cg11456013
	ENSG00000100298
	2367
	-6.846
	7.58E-12
	---
	1.05E-09
	APOBEC3H

	cg11456013
	ENSG00000049089
	2367
	-6.838
	8.06E-12
	---
	1.11E-09
	COL9A2

	cg11456013
	ENSG00000238241
	2367
	6.833
	8.33E-12
	+++
	1.14E-09
	CCR12P

	cg11456013
	ENSG00000119711
	2367
	-6.826
	8.74E-12
	---
	1.18E-09
	ALDH6A1

	cg11456013
	ENSG00000102900
	2367
	-6.817
	9.29E-12
	---
	1.25E-09
	NUP93

	cg11456013
	ENSG00000156475
	2367
	-6.781
	1.19E-11
	---
	1.59E-09
	PPP2R2B

	cg11456013
	ENSG00000186792
	2367
	-6.774
	1.26E-11
	---
	1.66E-09
	HYAL3

	cg11456013
	ENSG00000161570
	2367
	-6.724
	1.77E-11
	---
	2.33E-09
	CCL5

	cg11456013
	ENSG00000189283
	2367
	6.702
	2.06E-11
	+++
	2.68E-09
	FHIT

	cg11456013
	ENSG00000151136
	2367
	6.701
	2.07E-11
	+++
	2.68E-09
	BTBD11

	cg11456013
	ENSG00000246526
	2367
	-6.684
	2.33E-11
	---
	3.00E-09
	NA

	cg11456013
	ENSG00000143842
	2367
	-6.681
	2.37E-11
	---
	3.04E-09
	SOX13

	cg11456013
	ENSG00000238164
	2367
	-6.67
	2.56E-11
	---
	3.26E-09
	NA

	cg11456013
	ENSG00000259953
	2367
	-6.666
	2.64E-11
	---
	3.32E-09
	NA

	cg11456013
	ENSG00000196581
	2367
	-6.665
	2.65E-11
	---
	3.32E-09
	AJAP1

	cg11456013
	ENSG00000183691
	2367
	6.656
	2.81E-11
	+++
	3.50E-09
	NOG

	cg11456013
	ENSG00000106868
	2367
	-6.655
	2.84E-11
	---
	3.51E-09
	SUSD1

	cg11456013
	ENSG00000106003
	2367
	-6.618
	3.64E-11
	---
	4.48E-09
	LFNG

	cg11456013
	ENSG00000213420
	2367
	6.614
	3.73E-11
	+++
	4.56E-09
	GPC2

	cg11456013
	ENSG00000196187
	2367
	6.613
	3.78E-11
	+++
	4.58E-09
	TMEM63A

	cg11456013
	ENSG00000105048
	2367
	-6.604
	4.01E-11
	---
	4.84E-09
	TNNT1

	cg11456013
	ENSG00000248593
	2367
	-6.593
	4.30E-11
	---
	5.16E-09
	DSTNP2

	cg11456013
	ENSG00000171282
	2367
	-6.576
	4.83E-11
	---
	5.75E-09
	NA

	cg11456013
	ENSG00000174292
	2367
	6.571
	5.01E-11
	+++
	5.93E-09
	TNK1

	cg11456013
	ENSG00000162739
	2367
	-6.569
	5.08E-11
	---
	5.97E-09
	SLAMF6

	cg11456013
	ENSG00000131018
	2367
	-6.544
	5.98E-11
	---
	6.98E-09
	SYNE1

	cg11456013
	ENSG00000256128
	2367
	-6.539
	6.20E-11
	---
	7.19E-09
	LINC00944

	cg11456013
	ENSG00000139187
	2367
	-6.538
	6.24E-11
	---
	7.20E-09
	KLRG1

	cg11456013
	ENSG00000108370
	2367
	-6.522
	6.92E-11
	---
	7.94E-09
	RGS9

	cg11456013
	ENSG00000115738
	2367
	-6.503
	7.88E-11
	---
	8.98E-09
	ID2

	cg11456013
	ENSG00000006555
	2367
	-6.495
	8.32E-11
	---
	9.43E-09
	TTC22

	cg11456013
	ENSG00000225783
	2367
	-6.492
	8.47E-11
	---
	9.53E-09
	MIAT

	cg11456013
	ENSG00000099139
	2367
	6.49
	8.60E-11
	+++
	9.63E-09
	PCSK5

	cg11456013
	ENSG00000169122
	2367
	-6.485
	8.87E-11
	---
	9.87E-09
	FAM110B

	cg11456013
	ENSG00000106479
	2367
	6.471
	9.73E-11
	+++
	1.08E-08
	ZNF862

	cg11456013
	ENSG00000075142
	2367
	-6.462
	1.03E-10
	---
	1.13E-08
	SRI

	cg11456013
	ENSG00000231062
	2367
	6.453
	1.10E-10
	+++
	1.19E-08
	NA

	cg11456013
	ENSG00000152207
	2367
	-6.453
	1.10E-10
	---
	1.19E-08
	CYSLTR2

	cg11456013
	ENSG00000111863
	2367
	6.424
	1.33E-10
	+++
	1.43E-08
	ADTRP

	cg11456013
	ENSG00000110651
	2367
	-6.422
	1.34E-10
	---
	1.44E-08
	CD81

	cg11456013
	ENSG00000137266
	2367
	6.421
	1.36E-10
	+++
	1.45E-08
	SLC22A23

	cg11456013
	ENSG00000123989
	2367
	-6.415
	1.41E-10
	---
	1.50E-08
	CHPF

	cg11456013
	ENSG00000035664
	2367
	-6.399
	1.57E-10
	---
	1.66E-08
	DAPK2

	cg11456013
	ENSG00000188290
	2367
	-6.392
	1.64E-10
	---
	1.72E-08
	HES4

	cg11456013
	ENSG00000163508
	2367
	-6.386
	1.70E-10
	---
	1.78E-08
	EOMES

	cg11456013
	ENSG00000054654
	2367
	-6.375
	1.83E-10
	---
	1.90E-08
	SYNE2

	cg11456013
	ENSG00000232022
	2367
	-6.36
	2.02E-10
	---
	2.09E-08
	NA

	cg11456013
	ENSG00000158246
	2367
	-6.354
	2.10E-10
	---
	2.15E-08
	FAM46B

	cg11456013
	ENSG00000188042
	2367
	-6.331
	2.43E-10
	---
	2.49E-08
	ARL4C

	cg11456013
	ENSG00000125868
	2367
	-6.327
	2.51E-10
	---
	2.55E-08
	DSTN

	cg11456013
	ENSG00000135631
	2367
	-6.319
	2.64E-10
	---
	2.66E-08
	RAB11FIP5

	cg11456013
	ENSG00000170485
	2367
	6.281
	3.36E-10
	+++
	3.38E-08
	NPAS2

	cg11456013
	ENSG00000135362
	2367
	-6.269
	3.63E-10
	---
	3.63E-08
	PRR5L

	cg11456013
	ENSG00000227191
	2367
	-6.255
	3.98E-10
	---
	3.93E-08
	TRGC2

	cg11456013
	ENSG00000225339
	2367
	-6.254
	3.99E-10
	---
	3.93E-08
	NA

	cg11456013
	ENSG00000186951
	2367
	-6.255
	3.97E-10
	---
	3.93E-08
	PPARA

	cg11456013
	ENSG00000126217
	2367
	6.252
	4.04E-10
	+++
	3.96E-08
	MCF2L

	cg11456013
	ENSG00000160271
	2367
	-6.252
	4.06E-10
	---
	3.96E-08
	RALGDS

	cg11456013
	ENSG00000164292
	2367
	-6.25
	4.11E-10
	---
	3.98E-08
	RHOBTB3

	cg11456013
	ENSG00000258987
	1464
	-6.232
	4.61E-10
	--?
	4.44E-08
	NA

	cg11456013
	ENSG00000168765
	2367
	-6.21
	5.31E-10
	---
	5.09E-08
	GSTM4

	cg11456013
	ENSG00000180867
	2367
	-6.201
	5.62E-10
	---
	5.36E-08
	PDIA3P1

	cg11456013
	ENSG00000161714
	2367
	-6.191
	5.97E-10
	---
	5.66E-08
	PLCD3

	cg11456013
	ENSG00000204219
	2367
	6.177
	6.52E-10
	+++
	6.15E-08
	TCEA3

	cg11456013
	ENSG00000198885
	2367
	-6.168
	6.90E-10
	---
	6.48E-08
	ITPRIPL1

	cg11456013
	ENSG00000198915
	2367
	-6.159
	7.30E-10
	---
	6.79E-08
	RASGEF1A

	cg11456013
	ENSG00000136379
	2367
	-6.159
	7.31E-10
	---
	6.79E-08
	ABHD17C

	cg11456013
	ENSG00000175873
	2367
	-6.156
	7.48E-10
	---
	6.92E-08
	NA

	cg11456013
	ENSG00000123454
	2367
	6.15
	7.73E-10
	+++
	7.12E-08
	DBH

	cg11456013
	ENSG00000235194
	2367
	6.149
	7.82E-10
	+++
	7.16E-08
	PPP1R3E

	cg11456013
	ENSG00000204934
	2367
	6.144
	8.05E-10
	+++
	7.34E-08
	ATP6V0E2-AS1

	cg11456013
	ENSG00000225079
	2367
	-6.138
	8.33E-10
	---
	7.56E-08
	FTH1P22

	cg11456013
	ENSG00000167004
	2367
	-6.118
	9.46E-10
	---
	8.54E-08
	PDIA3

	cg11456013
	ENSG00000100450
	2367
	-6.116
	9.60E-10
	---
	8.62E-08
	GZMH

	cg11456013
	ENSG00000165659
	2367
	-6.104
	1.03E-09
	---
	9.23E-08
	DACH1

	cg11456013
	ENSG00000169252
	2367
	-6.095
	1.10E-09
	---
	9.75E-08
	ADRB2

	cg11456013
	ENSG00000140577
	2367
	6.08
	1.20E-09
	+++
	1.07E-07
	CRTC3

	cg11456013
	ENSG00000087258
	2367
	-6.075
	1.24E-09
	---
	1.09E-07
	GNAO1

	cg11456013
	ENSG00000148248
	2367
	-6.068
	1.30E-09
	---
	1.14E-07
	SURF4

	cg11456013
	ENSG00000228549
	2367
	-6.046
	1.48E-09
	---
	1.30E-07
	NA

	cg11456013
	ENSG00000234771
	2367
	6.025
	1.70E-09
	+++
	1.47E-07
	NA

	cg11456013
	ENSG00000157593
	2367
	-6.013
	1.82E-09
	---
	1.57E-07
	SLC35B2

	cg11456013
	ENSG00000258511
	2367
	6.009
	1.87E-09
	+++
	1.61E-07
	NA

	cg11456013
	ENSG00000170074
	2367
	5.996
	2.03E-09
	+++
	1.74E-07
	FAM153A

	cg11456013
	ENSG00000090975
	2367
	5.979
	2.25E-09
	+++
	1.92E-07
	PITPNM2

	cg11456013
	ENSG00000020633
	2367
	-5.959
	2.54E-09
	---
	2.16E-07
	RUNX3

	cg11456013
	ENSG00000130340
	2367
	5.958
	2.56E-09
	+++
	2.16E-07
	SNX9

	cg11456013
	ENSG00000065989
	2367
	-5.955
	2.60E-09
	---
	2.19E-07
	PDE4A

	cg11456013
	ENSG00000142512
	2367
	-5.949
	2.70E-09
	---
	2.26E-07
	SIGLEC10

	cg11456013
	ENSG00000092096
	2367
	5.945
	2.76E-09
	+++
	2.30E-07
	SLC22A17

	cg11456013
	ENSG00000178732
	2367
	5.931
	3.01E-09
	+++
	2.50E-07
	GP5

	cg11456013
	ENSG00000169991
	2367
	-5.911
	3.41E-09
	---
	2.82E-07
	IFFO2

	cg11456013
	ENSG00000169385
	2367
	-5.902
	3.59E-09
	---
	2.96E-07
	RNASE2

	cg11456013
	ENSG00000116717
	2367
	-5.899
	3.66E-09
	---
	3.00E-07
	GADD45A

	cg11456013
	ENSG00000171631
	2367
	-5.895
	3.75E-09
	---
	3.06E-07
	P2RY6

	cg11456013
	ENSG00000267885
	2367
	-5.891
	3.84E-09
	---
	3.12E-07
	NA

	cg11456013
	ENSG00000090097
	2367
	-5.879
	4.12E-09
	---
	3.33E-07
	PCBP4

	cg11456013
	ENSG00000157388
	2367
	-5.879
	4.13E-09
	---
	3.33E-07
	CACNA1D

	cg11456013
	ENSG00000091592
	2367
	5.878
	4.16E-09
	+++
	3.33E-07
	NLRP1

	cg11456013
	ENSG00000157978
	2367
	5.876
	4.19E-09
	+++
	3.35E-07
	LDLRAP1

	cg11456013
	ENSG00000125726
	2367
	-5.845
	5.05E-09
	---
	4.02E-07
	CD70

	cg11456013
	ENSG00000182319
	2367
	5.83
	5.54E-09
	+++
	4.39E-07
	NA

	cg11456013
	ENSG00000112664
	2367
	-5.814
	6.10E-09
	---
	4.79E-07
	NA

	cg11456013
	ENSG00000117411
	2367
	-5.814
	6.09E-09
	---
	4.79E-07
	B4GALT2

	cg11456013
	ENSG00000149582
	2367
	5.812
	6.17E-09
	+++
	4.83E-07
	TMEM25

	cg11456013
	ENSG00000138311
	2367
	-5.811
	6.22E-09
	---
	4.85E-07
	ZNF365

	cg11456013
	ENSG00000225434
	2367
	-5.806
	6.39E-09
	---
	4.95E-07
	NA

	cg11456013
	ENSG00000181847
	2367
	-5.783
	7.35E-09
	---
	5.68E-07
	TIGIT

	cg11456013
	ENSG00000003249
	2367
	5.771
	7.88E-09
	+++
	6.06E-07
	DBNDD1

	cg11456013
	ENSG00000177098
	2367
	-5.763
	8.25E-09
	---
	6.32E-07
	SCN4B

	cg11456013
	ENSG00000225720
	2367
	-5.759
	8.48E-09
	---
	6.47E-07
	NA

	cg11456013
	ENSG00000186577
	2367
	-5.756
	8.61E-09
	---
	6.54E-07
	C6orf1

	cg11456013
	ENSG00000185432
	2367
	-5.733
	9.85E-09
	---
	7.45E-07
	METTL7A

	cg11456013
	ENSG00000110881
	2367
	5.721
	1.06E-08
	+++
	7.97E-07
	ASIC1

	cg11456013
	ENSG00000154025
	2367
	5.72
	1.07E-08
	+++
	8.02E-07
	SLC5A10

	cg11456013
	ENSG00000100219
	2367
	-5.708
	1.14E-08
	---
	8.54E-07
	XBP1

	cg11456013
	ENSG00000197451
	2367
	-5.687
	1.29E-08
	---
	9.64E-07
	HNRNPAB

	cg11456013
	ENSG00000166165
	2367
	-5.683
	1.32E-08
	---
	9.80E-07
	CKB

	cg11456013
	ENSG00000177685
	2367
	-5.683
	1.33E-08
	---
	9.80E-07
	EFCAB4A

	cg11456013
	ENSG00000167995
	2367
	5.667
	1.45E-08
	+++
	1.07E-06
	BEST1

	cg11456013
	ENSG00000225632
	2367
	5.65
	1.60E-08
	+++
	1.17E-06
	NA

	cg11456013
	ENSG00000255026
	2367
	5.629
	1.81E-08
	+++
	1.32E-06
	NA

	cg11456013
	ENSG00000256347
	1464
	-5.619
	1.93E-08
	--?
	1.40E-06
	OR8R1P

	cg11456013
	ENSG00000174944
	2367
	-5.618
	1.94E-08
	---
	1.40E-06
	P2RY14

	cg11456013
	ENSG00000181652
	2367
	5.615
	1.96E-08
	+++
	1.41E-06
	ATG9B

	cg11456013
	ENSG00000178038
	2367
	5.614
	1.97E-08
	+++
	1.42E-06
	ALS2CL

	cg11456013
	ENSG00000261113
	2367
	-5.61
	2.02E-08
	---
	1.45E-06
	NA

	cg11456013
	ENSG00000198046
	2367
	5.608
	2.05E-08
	+++
	1.46E-06
	ZNF667

	cg11456013
	ENSG00000121413
	2367
	5.603
	2.11E-08
	+++
	1.50E-06
	ZSCAN18

	cg11456013
	ENSG00000138395
	1464
	-5.602
	2.12E-08
	--?
	1.50E-06
	CDK15

	cg11456013
	ENSG00000005187
	2367
	-5.598
	2.17E-08
	---
	1.53E-06
	ACSM3

	cg11456013
	ENSG00000116771
	2367
	5.592
	2.24E-08
	+++
	1.58E-06
	AGMAT

	cg11456013
	ENSG00000185052
	2367
	-5.587
	2.31E-08
	---
	1.62E-06
	SLC24A3

	cg11456013
	ENSG00000196700
	2367
	5.585
	2.34E-08
	+++
	1.63E-06
	ZNF512B

	cg11456013
	ENSG00000147852
	2367
	-5.581
	2.39E-08
	---
	1.66E-06
	VLDLR

	cg11456013
	ENSG00000131067
	2367
	5.569
	2.56E-08
	+++
	1.77E-06
	GGT7

	cg11456013
	ENSG00000174807
	2367
	5.566
	2.60E-08
	+++
	1.80E-06
	CD248

	cg11456013
	ENSG00000164611
	2367
	-5.565
	2.63E-08
	---
	1.81E-06
	PTTG1

	cg11456013
	ENSG00000167106
	2367
	5.561
	2.69E-08
	+++
	1.84E-06
	FAM102A

	cg11456013
	ENSG00000064300
	2367
	-5.558
	2.73E-08
	---
	1.86E-06
	NGFR

	cg11456013
	ENSG00000179029
	2367
	-5.55
	2.86E-08
	---
	1.93E-06
	TMEM107

	cg11456013
	ENSG00000137672
	2367
	-5.55
	2.85E-08
	---
	1.93E-06
	TRPC6

	cg11456013
	ENSG00000081760
	2367
	-5.547
	2.90E-08
	---
	1.96E-06
	AACS

	cg11456013
	ENSG00000105374
	2367
	-5.543
	2.97E-08
	---
	2.00E-06
	NKG7

	cg11456013
	ENSG00000165617
	2367
	5.533
	3.15E-08
	+++
	2.11E-06
	DACT1

	cg11456013
	ENSG00000164483
	2367
	-5.527
	3.25E-08
	---
	2.16E-06
	SAMD3

	cg11456013
	ENSG00000143554
	2367
	-5.528
	3.23E-08
	---
	2.16E-06
	SLC27A3

	cg11456013
	ENSG00000151287
	2367
	-5.527
	3.25E-08
	---
	2.16E-06
	TEX30

	cg11456013
	ENSG00000130270
	2367
	-5.522
	3.35E-08
	---
	2.22E-06
	ATP8B3

	cg11456013
	ENSG00000142599
	2367
	5.52
	3.38E-08
	+++
	2.23E-06
	RERE

	cg11456013
	ENSG00000141576
	2367
	5.517
	3.45E-08
	+++
	2.26E-06
	RNF157

	cg11456013
	ENSG00000171843
	2367
	5.509
	3.61E-08
	+++
	2.35E-06
	MLLT3

	cg11456013
	ENSG00000145649
	2367
	-5.509
	3.61E-08
	---
	2.35E-06
	GZMA

	cg11456013
	ENSG00000135423
	2367
	5.508
	3.63E-08
	+++
	2.35E-06
	GLS2

	cg11456013
	ENSG00000183734
	2367
	-5.507
	3.65E-08
	---
	2.36E-06
	ASCL2

	cg11456013
	ENSG00000232208
	2367
	5.506
	3.68E-08
	+++
	2.37E-06
	NA

	cg11456013
	ENSG00000183955
	2367
	-5.499
	3.81E-08
	---
	2.45E-06
	SETD8

	cg11456013
	ENSG00000125746
	2367
	-5.497
	3.87E-08
	---
	2.48E-06
	EML2

	cg11456013
	ENSG00000246223
	2367
	5.489
	4.05E-08
	+++
	2.58E-06
	C14orf64

	cg11456013
	ENSG00000136856
	2367
	-5.485
	4.15E-08
	---
	2.64E-06
	SLC2A8

	cg11456013
	ENSG00000162894
	2367
	5.483
	4.18E-08
	+++
	2.65E-06
	FAIM3

	cg11456013
	ENSG00000161381
	2367
	5.473
	4.41E-08
	+++
	2.78E-06
	PLXDC1

	cg11456013
	ENSG00000154229
	2367
	5.473
	4.43E-08
	+++
	2.78E-06
	PRKCA

	cg11456013
	ENSG00000137843
	2367
	-5.473
	4.42E-08
	---
	2.78E-06
	PAK6

	cg11456013
	ENSG00000166405
	2367
	5.471
	4.47E-08
	+++
	2.80E-06
	RIC3

	cg11456013
	ENSG00000132694
	2367
	5.469
	4.53E-08
	+++
	2.81E-06
	ARHGEF11

	cg11456013
	ENSG00000117480
	2367
	-5.469
	4.53E-08
	---
	2.81E-06
	FAAH

	cg11456013
	ENSG00000138640
	2367
	5.468
	4.56E-08
	+++
	2.82E-06
	FAM13A

	cg11456013
	ENSG00000106635
	2367
	-5.461
	4.73E-08
	---
	2.91E-06
	BCL7B

	cg11456013
	ENSG00000166689
	2367
	-5.461
	4.74E-08
	---
	2.91E-06
	PLEKHA7

	cg11456013
	ENSG00000184992
	2367
	-5.454
	4.92E-08
	---
	3.02E-06
	BRI3BP

	cg11456013
	ENSG00000180739
	2367
	-5.448
	5.09E-08
	---
	3.11E-06
	S1PR5

	cg11456013
	ENSG00000135404
	2367
	-5.436
	5.44E-08
	---
	3.31E-06
	CD63

	cg11456013
	ENSG00000160714
	2367
	-5.434
	5.53E-08
	---
	3.35E-06
	UBE2Q1

	cg11456013
	ENSG00000102781
	2367
	-5.432
	5.58E-08
	---
	3.37E-06
	KATNAL1

	cg11456013
	ENSG00000154814
	2367
	5.421
	5.93E-08
	+++
	3.55E-06
	OXNAD1

	cg11456013
	ENSG00000170779
	2367
	-5.421
	5.93E-08
	---
	3.55E-06
	CDCA4

	cg11456013
	ENSG00000149657
	2367
	-5.421
	5.92E-08
	---
	3.55E-06
	LSM14B

	cg11456013
	ENSG00000160058
	2367
	-5.411
	6.26E-08
	-+-
	3.74E-06
	BSDC1

	cg11456013
	ENSG00000154930
	2367
	-5.409
	6.35E-08
	---
	3.77E-06
	ACSS1

	cg11456013
	ENSG00000134308
	2367
	-5.408
	6.37E-08
	---
	3.77E-06
	YWHAQ

	cg11456013
	ENSG00000196155
	2367
	5.409
	6.35E-08
	+++
	3.77E-06
	PLEKHG4

	cg11456013
	ENSG00000136997
	2367
	5.404
	6.51E-08
	+++
	3.84E-06
	MYC

	cg11456013
	ENSG00000130511
	2367
	-5.402
	6.58E-08
	---
	3.85E-06
	SSBP4

	cg11456013
	ENSG00000162398
	2367
	-5.403
	6.56E-08
	---
	3.85E-06
	C1orf177

	cg11456013
	ENSG00000159733
	2367
	-5.401
	6.63E-08
	---
	3.87E-06
	ZFYVE28

	cg11456013
	ENSG00000184840
	2367
	-5.399
	6.72E-08
	---
	3.91E-06
	TMED9

	cg11456013
	ENSG00000180767
	2367
	-5.396
	6.83E-08
	---
	3.97E-06
	CHST13

	cg11456013
	ENSG00000173621
	2367
	-5.395
	6.87E-08
	---
	3.97E-06
	LRFN4

	cg11456013
	ENSG00000073861
	2367
	-5.39
	7.05E-08
	---
	4.05E-06
	TBX21

	cg11456013
	ENSG00000104490
	2367
	-5.39
	7.05E-08
	---
	4.05E-06
	NCALD

	cg11456013
	ENSG00000072195
	2367
	5.388
	7.12E-08
	+++
	4.08E-06
	SPEG

	cg11456013
	ENSG00000149328
	2367
	-5.387
	7.18E-08
	---
	4.10E-06
	GLB1L2

	cg11456013
	ENSG00000138758
	2367
	-5.383
	7.31E-08
	---
	4.17E-06
	Aug-07

	cg11456013
	ENSG00000185803
	2367
	-5.38
	7.45E-08
	---
	4.23E-06
	SLC52A2

	cg11456013
	ENSG00000168614
	2367
	5.377
	7.56E-08
	+++
	4.28E-06
	NBPF9

	cg11456013
	ENSG00000112378
	2367
	-5.369
	7.90E-08
	---
	4.46E-06
	PERP

	cg11456013
	ENSG00000107815
	2367
	5.369
	7.92E-08
	+++
	4.46E-06
	C10orf2

	cg11456013
	ENSG00000107819
	2367
	-5.35
	8.79E-08
	---
	4.93E-06
	SFXN3

	cg11456013
	ENSG00000188011
	2367
	-5.347
	8.96E-08
	---
	5.01E-06
	CXXC11

	cg11456013
	ENSG00000160791
	2367
	-5.345
	9.03E-08
	---
	5.04E-06
	CCR5

	cg11456013
	ENSG00000157985
	2367
	-5.344
	9.08E-08
	---
	5.05E-06
	AGAP1

	cg11456013
	ENSG00000114812
	2367
	5.337
	9.46E-08
	+++
	5.25E-06
	VIPR1

	cg11456013
	ENSG00000000971
	2367
	-5.324
	1.02E-07
	---
	5.62E-06
	CFH

	cg11456013
	ENSG00000166313
	2367
	5.32
	1.04E-07
	+++
	5.72E-06
	APBB1

	cg11456013
	ENSG00000264198
	2367
	-5.319
	1.05E-07
	---
	5.75E-06
	NA

	cg11456013
	ENSG00000228168
	2367
	-5.316
	1.06E-07
	---
	5.82E-06
	HNRNPA1P21

	cg11456013
	ENSG00000158555
	2367
	-5.315
	1.07E-07
	---
	5.83E-06
	GDPD5

	cg11456013
	ENSG00000167797
	2367
	-5.311
	1.09E-07
	---
	5.93E-06
	CDK2AP2

	cg11456013
	ENSG00000151651
	2367
	-5.303
	1.14E-07
	---
	6.20E-06
	ADAM8

	cg11456013
	ENSG00000168476
	2367
	-5.291
	1.22E-07
	---
	6.58E-06
	REEP4

	cg11456013
	ENSG00000059915
	2367
	5.283
	1.27E-07
	+++
	6.88E-06
	PSD

	cg11456013
	ENSG00000160404
	2367
	-5.276
	1.32E-07
	---
	7.10E-06
	TOR2A

	cg11456013
	ENSG00000124019
	2367
	-5.273
	1.35E-07
	---
	7.22E-06
	FAM124B

	cg11456013
	ENSG00000138801
	2367
	-5.268
	1.38E-07
	---
	7.38E-06
	PAPSS1

	cg11456013
	ENSG00000050438
	2367
	-5.268
	1.38E-07
	---
	7.38E-06
	SLC4A8

	cg11456013
	ENSG00000173114
	2367
	5.267
	1.39E-07
	+++
	7.40E-06
	LRRN3

	cg11456013
	ENSG00000135407
	2367
	5.265
	1.40E-07
	+++
	7.44E-06
	AVIL

	cg11456013
	ENSG00000142494
	2367
	-5.263
	1.42E-07
	---
	7.51E-06
	SLC47A1

	cg11456013
	ENSG00000196975
	2367
	-5.26
	1.44E-07
	---
	7.60E-06
	ANXA4

	cg11456013
	ENSG00000186187
	2367
	-5.248
	1.54E-07
	---
	8.09E-06
	ZNRF1

	cg11456013
	ENSG00000090006
	2367
	-5.244
	1.57E-07
	---
	8.25E-06
	LTBP4

	cg11456013
	ENSG00000119720
	2367
	-5.237
	1.63E-07
	-+-
	8.52E-06
	NRDE2

	cg11456013
	ENSG00000143851
	2367
	-5.236
	1.64E-07
	---
	8.57E-06
	PTPN7

	cg11456013
	ENSG00000148468
	2367
	5.234
	1.66E-07
	+++
	8.65E-06
	FAM171A1

	cg11456013
	ENSG00000112394
	2367
	5.224
	1.75E-07
	+++
	9.08E-06
	SLC16A10

	cg11456013
	ENSG00000158122
	2367
	-5.213
	1.86E-07
	---
	9.60E-06
	AAED1

	cg10142874
	ENSG00000112759
	2367
	-25.701
	1.14E-145
	---
	1.12E-141
	SLC29A1

	cg10142874
	ENSG00000105366
	2367
	-25.699
	1.20E-145
	---
	1.12E-141
	SIGLEC8

	cg10142874
	ENSG00000205927
	2367
	-25.356
	7.76E-142
	---
	4.83E-138
	OLIG2

	cg10142874
	ENSG00000183134
	2367
	-24.822
	5.21E-136
	---
	2.43E-132
	PTGDR2

	cg10142874
	ENSG00000091181
	2367
	-24.617
	8.21E-134
	---
	3.07E-130
	IL5RA

	cg10142874
	ENSG00000121933
	2367
	-24.446
	5.54E-132
	---
	1.73E-128
	ADORA3

	cg10142874
	ENSG00000103355
	2367
	-24.202
	2.10E-129
	---
	5.61E-126
	PRSS33

	cg10142874
	ENSG00000103056
	2367
	-23.528
	2.10E-122
	---
	4.91E-119
	SMPD3

	cg10142874
	ENSG00000092067
	2367
	-21.975
	4.99E-107
	---
	1.04E-103
	CEBPE

	cg10142874
	ENSG00000105205
	2367
	-21.853
	7.28E-106
	---
	1.36E-102
	CLC

	cg10142874
	ENSG00000168004
	2367
	-21.624
	1.07E-103
	---
	1.82E-100
	HRASLS5

	cg10142874
	ENSG00000174083
	2367
	-21.559
	4.40E-103
	---
	6.85E-100
	PIK3R6

	cg10142874
	ENSG00000157368
	2367
	-21.483
	2.25E-102
	---
	3.23E-99
	IL34

	cg10142874
	ENSG00000167236
	2367
	-21.382
	1.96E-101
	---
	2.62E-98
	CCL23

	cg10142874
	ENSG00000182557
	2367
	-21.277
	1.85E-100
	---
	2.31E-97
	SPNS3

	cg10142874
	ENSG00000100628
	2367
	-20.93
	2.86E-97
	---
	3.34E-94
	ASB2

	cg10142874
	ENSG00000131203
	2367
	-20.664
	7.26E-95
	---
	7.98E-92
	IDO1

	cg10142874
	ENSG00000130433
	2367
	-20.222
	6.32E-91
	---
	6.56E-88
	CACNG6

	cg10142874
	ENSG00000138623
	2367
	-20.14
	3.26E-90
	---
	3.21E-87
	SEMA7A

	cg10142874
	ENSG00000215148
	2367
	-20.105
	6.71E-90
	---
	6.27E-87
	PRSS41

	cg10142874
	ENSG00000255587
	2367
	-18.782
	1.06E-78
	---
	9.42E-76
	RAB44

	cg10142874
	ENSG00000114315
	2367
	-18.748
	2.02E-78
	---
	1.72E-75
	HES1

	cg10142874
	ENSG00000142408
	2367
	-18.471
	3.53E-76
	---
	2.87E-73
	CACNG8

	cg10142874
	ENSG00000160180
	2367
	-18.308
	7.16E-75
	---
	5.57E-72
	TFF3

	cg10142874
	ENSG00000140263
	2367
	-18.186
	6.63E-74
	---
	4.96E-71
	SORD

	cg10142874
	ENSG00000161905
	2367
	-17.909
	9.96E-72
	---
	7.16E-69
	ALOX15

	cg10142874
	ENSG00000184221
	2367
	-17.589
	2.98E-69
	---
	2.06E-66
	OLIG1

	cg10142874
	ENSG00000182240
	2367
	-17.451
	3.36E-68
	---
	2.24E-65
	BACE2

	cg10142874
	ENSG00000133317
	2367
	-17.088
	1.83E-65
	---
	1.18E-62
	LGALS12

	cg10142874
	ENSG00000134489
	2367
	-17.063
	2.81E-65
	---
	1.75E-62
	HRH4

	cg10142874
	ENSG00000186204
	2367
	-16.859
	8.98E-64
	---
	5.41E-61
	CYP4F12

	cg10142874
	ENSG00000109099
	2367
	-16.649
	3.06E-62
	---
	1.79E-59
	PMP22

	cg10142874
	ENSG00000179627
	2367
	-16.621
	4.90E-62
	---
	2.78E-59
	ZBTB42

	cg10142874
	ENSG00000151689
	2367
	-15.835
	1.78E-56
	---
	9.77E-54
	INPP1

	cg10142874
	ENSG00000174837
	2367
	-15.795
	3.36E-56
	---
	1.79E-53
	EMR1

	cg10142874
	ENSG00000120279
	2367
	-15.746
	7.36E-56
	---
	3.82E-53
	MYCT1

	cg10142874
	ENSG00000115602
	2367
	-15.669
	2.47E-55
	---
	1.25E-52
	IL1RL1

	cg10142874
	ENSG00000166016
	2367
	-15.657
	2.98E-55
	---
	1.47E-52
	ABTB2

	cg10142874
	ENSG00000162390
	2367
	-15.598
	7.54E-55
	---
	3.61E-52
	ACOT11

	cg10142874
	ENSG00000260401
	2367
	-15.558
	1.40E-54
	---
	6.55E-52
	NA

	cg10142874
	ENSG00000072134
	2367
	-15.445
	8.18E-54
	---
	3.73E-51
	EPN2

	cg10142874
	ENSG00000184313
	2367
	-15.26
	1.41E-52
	---
	6.28E-50
	MROH7

	cg10142874
	ENSG00000134072
	2367
	-15.045
	3.71E-51
	---
	1.61E-48
	CAMK1

	cg10142874
	ENSG00000268758
	2367
	-14.553
	5.63E-48
	---
	2.39E-45
	EMR4P

	cg10142874
	ENSG00000259479
	2367
	-14.505
	1.12E-47
	---
	4.66E-45
	NA

	cg10142874
	ENSG00000099377
	2367
	-14.479
	1.64E-47
	---
	6.66E-45
	HSD3B7

	cg10142874
	ENSG00000119943
	2367
	-14.342
	1.19E-46
	---
	4.74E-44
	PYROXD2

	cg10142874
	ENSG00000184371
	2367
	-14.142
	2.08E-45
	---
	8.10E-43
	CSF1

	cg10142874
	ENSG00000175591
	2367
	-13.998
	1.60E-44
	---
	6.09E-42
	P2RY2

	cg10142874
	ENSG00000250548
	2367
	-13.824
	1.81E-43
	---
	6.78E-41
	NA

	cg10142874
	ENSG00000196220
	2367
	-13.781
	3.33E-43
	---
	1.22E-40
	SRGAP3

	cg10142874
	ENSG00000121691
	2367
	-13.716
	8.09E-43
	---
	2.91E-40
	CAT

	cg10142874
	ENSG00000165702
	2367
	-13.69
	1.16E-42
	---
	4.10E-40
	GFI1B

	cg10142874
	ENSG00000071242
	2367
	-13.661
	1.73E-42
	---
	5.99E-40
	RPS6KA2

	cg10142874
	ENSG00000183625
	2367
	-13.491
	1.78E-41
	---
	6.04E-39
	CCR3

	cg10142874
	ENSG00000189068
	2367
	-13.401
	5.94E-41
	---
	1.98E-38
	VSTM1

	cg10142874
	ENSG00000162881
	2367
	-13.332
	1.51E-40
	---
	4.95E-38
	OXER1

	cg10142874
	ENSG00000113296
	2367
	-13.252
	4.40E-40
	---
	1.42E-37
	THBS4

	cg10142874
	ENSG00000117640
	2367
	-13.177
	1.19E-39
	---
	3.78E-37
	MTFR1L

	cg10142874
	ENSG00000010278
	2367
	-13.113
	2.79E-39
	---
	8.68E-37
	CD9

	cg10142874
	ENSG00000264695
	2367
	-12.904
	4.26E-38
	---
	1.31E-35
	NA

	cg10142874
	ENSG00000145990
	2367
	-12.868
	6.82E-38
	---
	2.05E-35
	GFOD1

	cg10142874
	ENSG00000188822
	2367
	-12.776
	2.23E-37
	---
	6.62E-35
	CNR2

	cg10142874
	ENSG00000135605
	2367
	-12.505
	7.01E-36
	---
	2.05E-33
	TEC

	cg10142874
	ENSG00000103319
	2367
	-12.364
	4.09E-35
	---
	1.18E-32
	EEF2K

	cg10142874
	ENSG00000165914
	2367
	-12.19
	3.50E-34
	---
	9.92E-32
	TTC7B

	cg10142874
	ENSG00000196422
	2367
	-12.071
	1.50E-33
	---
	4.18E-31
	PPP1R26

	cg10142874
	ENSG00000250696
	2367
	-12.039
	2.22E-33
	---
	6.11E-31
	NA

	cg10142874
	ENSG00000116016
	2367
	-11.981
	4.48E-33
	---
	1.21E-30
	EPAS1

	cg10142874
	ENSG00000010310
	2367
	-11.949
	6.54E-33
	---
	1.75E-30
	GIPR

	cg10142874
	ENSG00000162174
	2367
	-11.932
	8.04E-33
	---
	2.12E-30
	ASRGL1

	cg10142874
	ENSG00000153885
	2367
	-11.746
	7.40E-32
	---
	1.92E-29
	KCTD15

	cg10142874
	ENSG00000167107
	2367
	-11.455
	2.21E-30
	---
	5.67E-28
	ACSF2

	cg10142874
	ENSG00000261888
	2367
	-11.412
	3.63E-30
	---
	9.16E-28
	NA

	cg10142874
	ENSG00000106003
	2367
	-11.246
	2.44E-29
	---
	6.07E-27
	LFNG

	cg10142874
	ENSG00000165140
	2367
	-11.233
	2.80E-29
	---
	6.88E-27
	FBP1

	cg10142874
	ENSG00000062485
	2367
	-11.109
	1.13E-28
	---
	2.75E-26
	CS

	cg10142874
	ENSG00000175857
	2367
	-11.024
	2.91E-28
	---
	6.98E-26
	GAPT

	cg10142874
	ENSG00000102900
	2367
	-10.979
	4.83E-28
	---
	1.14E-25
	NUP93

	cg10142874
	ENSG00000163053
	2367
	-10.975
	5.06E-28
	---
	1.18E-25
	SLC16A14

	cg10142874
	ENSG00000204161
	2367
	-10.93
	8.27E-28
	---
	1.91E-25
	C10orf128

	cg10142874
	ENSG00000225339
	2367
	-10.754
	5.68E-27
	---
	1.29E-24
	NA

	cg10142874
	ENSG00000171282
	2367
	-10.726
	7.67E-27
	---
	1.73E-24
	NA

	cg10142874
	ENSG00000248593
	2367
	-10.653
	1.68E-26
	---
	3.74E-24
	DSTNP2

	cg10142874
	ENSG00000185052
	2367
	-10.651
	1.72E-26
	---
	3.78E-24
	SLC24A3

	cg10142874
	ENSG00000261113
	2367
	-10.637
	2.01E-26
	---
	4.37E-24
	NA

	cg10142874
	ENSG00000138395
	1464
	-10.604
	2.86E-26
	--?
	6.15E-24
	CDK15

	cg10142874
	ENSG00000066468
	2367
	-10.555
	4.80E-26
	---
	1.02E-23
	FGFR2

	cg10142874
	ENSG00000177374
	2367
	-10.525
	6.62E-26
	---
	1.39E-23
	HIC1

	cg10142874
	ENSG00000124019
	2367
	-10.388
	2.80E-25
	---
	5.81E-23
	FAM124B

	cg10142874
	ENSG00000049089
	2367
	-10.376
	3.20E-25
	---
	6.58E-23
	COL9A2

	cg10142874
	ENSG00000159618
	2367
	-10.348
	4.26E-25
	---
	8.66E-23
	GPR114

	cg10142874
	ENSG00000153721
	2367
	-10.328
	5.28E-25
	---
	1.06E-22
	CNKSR3

	cg10142874
	ENSG00000186792
	2367
	-10.277
	8.91E-25
	---
	1.75E-22
	HYAL3

	cg10142874
	ENSG00000196581
	2367
	-10.278
	8.89E-25
	---
	1.75E-22
	AJAP1

	cg10142874
	ENSG00000169330
	2367
	-10.272
	9.39E-25
	---
	1.83E-22
	KIAA1024

	cg10142874
	ENSG00000124191
	2367
	-10.263
	1.04E-24
	---
	2.00E-22
	TOX2

	cg10142874
	ENSG00000175130
	2367
	-10.248
	1.20E-24
	---
	2.30E-22
	MARCKSL1

	cg10142874
	ENSG00000118513
	2367
	-10.22
	1.62E-24
	---
	3.06E-22
	MYB

	cg10142874
	ENSG00000147872
	2367
	-10.121
	4.46E-24
	---
	8.34E-22
	PLIN2

	cg10142874
	ENSG00000171631
	2367
	-9.99
	1.69E-23
	---
	3.13E-21
	P2RY6

	cg10142874
	ENSG00000249763
	1464
	-9.978
	1.90E-23
	--?
	3.47E-21
	NA

	cg10142874
	ENSG00000158246
	2367
	-9.962
	2.23E-23
	---
	4.05E-21
	FAM46B

	cg10142874
	ENSG00000156869
	2367
	-9.915
	3.57E-23
	---
	6.42E-21
	FRRS1

	cg10142874
	ENSG00000032444
	2367
	-9.91
	3.75E-23
	---
	6.68E-21
	PNPLA6

	cg10142874
	ENSG00000076555
	2367
	-9.884
	4.88E-23
	---
	8.60E-21
	ACACB

	cg10142874
	ENSG00000152207
	2367
	-9.83
	8.40E-23
	---
	1.47E-20
	CYSLTR2

	cg10142874
	ENSG00000128268
	2367
	-9.812
	1.00E-22
	---
	1.73E-20
	MGAT3

	cg10142874
	ENSG00000165659
	2367
	-9.764
	1.60E-22
	---
	2.75E-20
	DACH1

	cg10142874
	ENSG00000117461
	2367
	-9.667
	4.15E-22
	---
	7.06E-20
	PIK3R3

	cg10142874
	ENSG00000071205
	2367
	-9.636
	5.62E-22
	---
	9.47E-20
	ARHGAP10

	cg10142874
	ENSG00000169385
	2367
	-9.52
	1.73E-21
	---
	2.88E-19
	RNASE2

	cg10142874
	ENSG00000157388
	2367
	-9.492
	2.27E-21
	---
	3.75E-19
	CACNA1D

	cg10142874
	ENSG00000168765
	2367
	-9.418
	4.58E-21
	---
	7.51E-19
	GSTM4

	cg10142874
	ENSG00000119711
	2367
	-9.322
	1.15E-20
	---
	1.86E-18
	ALDH6A1

	cg10142874
	ENSG00000238164
	2367
	-9.245
	2.35E-20
	---
	3.79E-18
	NA

	cg10142874
	ENSG00000142512
	2367
	-9.207
	3.34E-20
	---
	5.34E-18
	SIGLEC10

	cg10142874
	ENSG00000174944
	2367
	-9.051
	1.42E-19
	---
	2.24E-17
	P2RY14

	cg10142874
	ENSG00000105088
	2367
	-9.008
	2.09E-19
	---
	3.29E-17
	OLFM2

	cg10142874
	ENSG00000137672
	2367
	-8.985
	2.59E-19
	---
	4.03E-17
	TRPC6

	cg10142874
	ENSG00000005187
	2367
	-8.976
	2.81E-19
	---
	4.34E-17
	ACSM3

	cg10142874
	ENSG00000166165
	2367
	-8.937
	3.99E-19
	---
	6.11E-17
	CKB

	cg10142874
	ENSG00000228549
	2367
	-8.927
	4.37E-19
	---
	6.63E-17
	NA

	cg10142874
	ENSG00000167549
	2367
	-8.897
	5.75E-19
	---
	8.67E-17
	CORO6

	cg10142874
	ENSG00000164292
	2367
	-8.869
	7.40E-19
	---
	1.11E-16
	RHOBTB3

	cg10142874
	ENSG00000262823
	2367
	-8.835
	1.01E-18
	---
	1.49E-16
	NA

	cg10142874
	ENSG00000002726
	2367
	-8.811
	1.24E-18
	---
	1.83E-16
	AOC1

	cg10142874
	ENSG00000147852
	2367
	-8.756
	2.03E-18
	---
	2.96E-16
	VLDLR

	cg10142874
	ENSG00000117480
	2367
	-8.665
	4.52E-18
	---
	6.55E-16
	FAAH

	cg10142874
	ENSG00000099957
	2367
	-8.663
	4.58E-18
	---
	6.58E-16
	P2RX6

	cg10142874
	ENSG00000225434
	2367
	-8.646
	5.32E-18
	---
	7.59E-16
	NA

	cg10142874
	ENSG00000169122
	2367
	-8.549
	1.24E-17
	---
	1.75E-15
	FAM110B

	cg10142874
	ENSG00000139629
	2367
	-8.521
	1.58E-17
	---
	2.22E-15
	GALNT6

	cg10142874
	ENSG00000258987
	1464
	-8.515
	1.66E-17
	--?
	2.31E-15
	NA

	cg10142874
	ENSG00000169397
	2367
	-8.512
	1.71E-17
	---
	2.37E-15
	RNASE3

	cg10142874
	ENSG00000188290
	2367
	-8.498
	1.94E-17
	---
	2.66E-15
	HES4

	cg10142874
	ENSG00000220349
	1464
	-8.484
	2.17E-17
	--?
	2.97E-15
	NA

	cg10142874
	ENSG00000166689
	2367
	-8.472
	2.42E-17
	---
	3.28E-15
	PLEKHA7

	cg10142874
	ENSG00000267885
	2367
	-8.344
	7.20E-17
	---
	9.69E-15
	NA

	cg10142874
	ENSG00000259953
	2367
	-8.281
	1.22E-16
	---
	1.63E-14
	NA

	cg10142874
	ENSG00000134256
	2367
	-8.248
	1.61E-16
	---
	2.13E-14
	CD101

	cg10142874
	ENSG00000131773
	2367
	-8.207
	2.27E-16
	---
	2.99E-14
	KHDRBS3

	cg10142874
	ENSG00000105048
	2367
	-8.189
	2.64E-16
	---
	3.45E-14
	TNNT1

	cg10142874
	ENSG00000139641
	2367
	-8.174
	2.98E-16
	---
	3.87E-14
	ESYT1

	cg10142874
	ENSG00000213366
	2367
	-8.17
	3.08E-16
	---
	3.96E-14
	GSTM2

	cg10142874
	ENSG00000135245
	2367
	-8.161
	3.33E-16
	---
	4.26E-14
	HILPDA

	cg10142874
	ENSG00000138801
	2367
	-8.136
	4.09E-16
	---
	5.20E-14
	PAPSS1

	cg10142874
	ENSG00000147443
	2367
	-8.135
	4.12E-16
	---
	5.20E-14
	DOK2

	cg10142874
	ENSG00000183386
	2367
	-8.129
	4.32E-16
	---
	5.42E-14
	FHL3

	cg10142874
	ENSG00000180767
	2367
	-8.124
	4.50E-16
	---
	5.60E-14
	CHST13

	cg10142874
	ENSG00000139531
	2367
	-8.006
	1.18E-15
	---
	1.47E-13
	SUOX

	cg10142874
	ENSG00000182749
	2367
	-7.977
	1.49E-15
	---
	1.84E-13
	PAQR7

	cg10142874
	ENSG00000105220
	2367
	-7.919
	2.40E-15
	---
	2.93E-13
	GPI

	cg10142874
	ENSG00000259387
	1464
	-7.879
	3.31E-15
	--?
	4.01E-13
	ADAMTS7P2

	cg10142874
	ENSG00000213759
	1464
	-7.878
	3.33E-15
	--?
	4.01E-13
	UGT2B11

	cg10142874
	ENSG00000005189
	2367
	-7.848
	4.21E-15
	---
	5.05E-13
	NA

	cg10142874
	ENSG00000166428
	2367
	-7.825
	5.07E-15
	---
	6.04E-13
	PLD4

	cg10142874
	ENSG00000116717
	2367
	-7.756
	8.74E-15
	---
	1.03E-12
	GADD45A

	cg10142874
	ENSG00000099998
	2367
	-7.682
	1.56E-14
	---
	1.84E-12
	GGT5

	cg10142874
	ENSG00000198673
	2367
	-7.675
	1.65E-14
	---
	1.93E-12
	FAM19A2

	cg10142874
	ENSG00000148180
	2367
	-7.626
	2.41E-14
	---
	2.80E-12
	GSN

	cg10142874
	ENSG00000112664
	2367
	-7.615
	2.65E-14
	---
	3.05E-12
	NA

	cg10142874
	ENSG00000142657
	2367
	-7.602
	2.91E-14
	---
	3.33E-12
	PGD

	cg10142874
	ENSG00000259785
	1464
	-7.582
	3.40E-14
	--?
	3.87E-12
	ADAMTS7P1

	cg10142874
	ENSG00000125952
	2367
	-7.54
	4.69E-14
	---
	5.31E-12
	MAX

	cg10142874
	ENSG00000075142
	2367
	-7.531
	5.05E-14
	---
	5.69E-12
	SRI

	cg10142874
	ENSG00000254429
	2367
	-7.51
	5.90E-14
	---
	6.61E-12
	NA

	cg10142874
	ENSG00000035664
	2367
	-7.505
	6.14E-14
	---
	6.83E-12
	DAPK2

	cg10142874
	ENSG00000158006
	2367
	-7.496
	6.57E-14
	---
	7.27E-12
	PAFAH2

	cg10142874
	ENSG00000111328
	2367
	-7.49
	6.91E-14
	---
	7.60E-12
	CDK2AP1

	cg10142874
	ENSG00000006534
	2367
	-7.409
	1.28E-13
	---
	1.39E-11
	ALDH3B1

	cg10142874
	ENSG00000225872
	1464
	-7.393
	1.44E-13
	--?
	1.56E-11
	NA

	cg10142874
	ENSG00000092068
	2367
	-7.389
	1.48E-13
	---
	1.59E-11
	SLC7A8

	cg10142874
	ENSG00000177098
	2367
	-7.371
	1.70E-13
	---
	1.82E-11
	SCN4B

	cg10142874
	ENSG00000119720
	2367
	-7.337
	2.19E-13
	---
	2.33E-11
	NRDE2

	cg10142874
	ENSG00000167642
	2367
	-7.295
	2.98E-13
	---
	3.17E-11
	SPINT2

	cg10142874
	ENSG00000256347
	1464
	-7.292
	3.06E-13
	--?
	3.23E-11
	OR8R1P

	cg10142874
	ENSG00000121053
	2367
	-7.242
	4.41E-13
	---
	4.63E-11
	EPX

	cg10142874
	ENSG00000243477
	2367
	-7.23
	4.84E-13
	---
	5.05E-11
	NAT6

	cg10142874
	ENSG00000263368
	2367
	-7.223
	5.08E-13
	---
	5.27E-11
	NA

	cg10142874
	ENSG00000149657
	2367
	-7.169
	7.56E-13
	---
	7.81E-11
	LSM14B

	cg10142874
	ENSG00000130695
	2367
	-7.15
	8.69E-13
	---
	8.92E-11
	CEP85

	cg10142874
	ENSG00000166147
	2367
	-7.142
	9.20E-13
	---
	9.40E-11
	FBN1

	cg10142874
	ENSG00000177685
	2367
	-7.085
	1.39E-12
	---
	1.41E-10
	EFCAB4A

	cg10142874
	ENSG00000099337
	2367
	-7.03
	2.07E-12
	---
	2.09E-10
	KCNK6

	cg10142874
	ENSG00000130222
	2367
	-7.028
	2.09E-12
	---
	2.10E-10
	GADD45G

	cg10142874
	ENSG00000122223
	2367
	-6.991
	2.74E-12
	---
	2.74E-10
	CD244

	cg10142874
	ENSG00000152229
	2367
	-6.944
	3.81E-12
	---
	3.78E-10
	PSTPIP2

	cg10142874
	ENSG00000241860
	2367
	6.937
	4.01E-12
	+++
	3.96E-10
	NA

	cg10142874
	ENSG00000136960
	2367
	-6.914
	4.71E-12
	---
	4.63E-10
	ENPP2

	cg10142874
	ENSG00000160325
	2367
	-6.912
	4.79E-12
	---
	4.69E-10
	CACFD1

	cg10142874
	ENSG00000100150
	2367
	-6.892
	5.49E-12
	---
	5.34E-10
	DEPDC5

	cg10142874
	ENSG00000106868
	2367
	-6.89
	5.57E-12
	---
	5.40E-10
	SUSD1

	cg10142874
	ENSG00000230724
	2367
	6.832
	8.39E-12
	+++
	8.05E-10
	LINC01001

	cg10142874
	ENSG00000134107
	2367
	-6.832
	8.39E-12
	---
	8.05E-10
	BHLHE40

	cg10142874
	ENSG00000130270
	2367
	-6.802
	1.03E-11
	---
	9.86E-10
	ATP8B3

	cg10142874
	ENSG00000184992
	2367
	-6.748
	1.50E-11
	---
	1.42E-09
	BRI3BP

	cg10142874
	ENSG00000103569
	2367
	6.735
	1.64E-11
	+++
	1.55E-09
	AQP9

	cg10142874
	ENSG00000230107
	2367
	-6.726
	1.75E-11
	---
	1.64E-09
	NA

	cg10142874
	ENSG00000174130
	2367
	6.703
	2.04E-11
	+++
	1.91E-09
	TLR6

	cg10142874
	ENSG00000161013
	2367
	-6.66
	2.74E-11
	---
	2.55E-09
	MGAT4B

	cg10142874
	ENSG00000174004
	2367
	-6.658
	2.78E-11
	---
	2.57E-09
	NRROS

	cg10142874
	ENSG00000197451
	2367
	-6.654
	2.84E-11
	---
	2.62E-09
	HNRNPAB

	cg10142874
	ENSG00000251390
	2367
	-6.651
	2.91E-11
	---
	2.66E-09
	NA

	cg10142874
	ENSG00000144485
	2367
	-6.614
	3.75E-11
	---
	3.41E-09
	HES6

	cg10142874
	ENSG00000057294
	2367
	-6.607
	3.92E-11
	---
	3.56E-09
	PKP2

	cg10142874
	ENSG00000135365
	2367
	6.597
	4.19E-11
	+++
	3.78E-09
	PHF21A

	cg10142874
	ENSG00000179348
	2367
	-6.596
	4.24E-11
	---
	3.81E-09
	GATA2

	cg10142874
	ENSG00000186187
	2367
	-6.58
	4.70E-11
	---
	4.20E-09
	ZNRF1

	cg10142874
	ENSG00000230633
	2367
	-6.569
	5.05E-11
	---
	4.49E-09
	NA

	cg10142874
	ENSG00000198520
	2367
	-6.555
	5.58E-11
	---
	4.94E-09
	C1orf228

	cg10142874
	ENSG00000167995
	2367
	6.533
	6.44E-11
	+++
	5.68E-09
	BEST1

	cg10142874
	ENSG00000142599
	2367
	6.513
	7.36E-11
	+++
	6.44E-09
	RERE

	cg10142874
	ENSG00000103222
	2367
	-6.513
	7.37E-11
	---
	6.44E-09
	ABCC1

	cg10142874
	ENSG00000106070
	2367
	-6.484
	8.94E-11
	---
	7.77E-09
	GRB10

	cg10142874
	ENSG00000166483
	2367
	-6.481
	9.11E-11
	---
	7.89E-09
	WEE1

	cg10142874
	ENSG00000081760
	2367
	-6.465
	1.01E-10
	---
	8.71E-09
	AACS

	cg10142874
	ENSG00000132155
	2367
	6.463
	1.03E-10
	+++
	8.81E-09
	RAF1

	cg10142874
	ENSG00000115828
	2367
	6.404
	1.52E-10
	+++
	1.30E-08
	QPCT

	cg10142874
	ENSG00000142494
	2367
	-6.396
	1.59E-10
	---
	1.35E-08
	SLC47A1

	cg10142874
	ENSG00000254470
	2367
	6.396
	1.60E-10
	+++
	1.35E-08
	AP5B1

	cg10142874
	ENSG00000177733
	2367
	-6.385
	1.72E-10
	---
	1.45E-08
	HNRNPA0

	cg10142874
	ENSG00000040531
	2367
	-6.371
	1.88E-10
	---
	1.58E-08
	CTNS

	cg10142874
	ENSG00000237683
	2367
	6.365
	1.95E-10
	+++
	1.63E-08
	NA

	cg10142874
	ENSG00000239906
	2367
	6.306
	2.87E-10
	+++
	2.38E-08
	NA

	cg10142874
	ENSG00000109332
	2367
	6.271
	3.59E-10
	+++
	2.97E-08
	UBE2D3

	cg10142874
	ENSG00000110721
	2367
	-6.27
	3.62E-10
	---
	2.98E-08
	CHKA

	cg10142874
	ENSG00000182551
	2367
	-6.233
	4.58E-10
	---
	3.75E-08
	ADI1

	cg10142874
	ENSG00000167779
	2367
	-6.207
	5.40E-10
	---
	4.41E-08
	IGFBP6

	cg10142874
	ENSG00000143119
	2367
	6.161
	7.23E-10
	+++
	5.87E-08
	CD53

	cg10142874
	ENSG00000105656
	2367
	6.133
	8.64E-10
	+++
	6.99E-08
	ELL

	cg10142874
	ENSG00000135503
	2367
	-6.127
	8.97E-10
	---
	7.23E-08
	ACVR1B

	cg10142874
	ENSG00000023330
	2367
	-6.123
	9.18E-10
	---
	7.36E-08
	ALAS1

	cg10142874
	ENSG00000006007
	2367
	6.096
	1.09E-09
	+++
	8.69E-08
	GDE1

	cg10142874
	ENSG00000050438
	2367
	-6.083
	1.18E-09
	---
	9.39E-08
	SLC4A8

	cg10142874
	ENSG00000186951
	2367
	-6.063
	1.34E-09
	---
	1.06E-07
	PPARA

	cg10142874
	ENSG00000136193
	2367
	-6.057
	1.38E-09
	---
	1.09E-07
	SCRN1

	cg10142874
	ENSG00000159314
	2367
	6.049
	1.46E-09
	+++
	1.15E-07
	ARHGAP27

	cg10142874
	ENSG00000174099
	2367
	-6.041
	1.54E-09
	---
	1.20E-07
	MSRB3

	cg10142874
	ENSG00000114841
	2367
	6.031
	1.63E-09
	+++
	1.27E-07
	DNAH1

	cg10142874
	ENSG00000106635
	2367
	-6.012
	1.83E-09
	---
	1.42E-07
	BCL7B

	cg10142874
	ENSG00000137193
	2367
	-6
	1.98E-09
	---
	1.53E-07
	PIM1

	cg10142874
	ENSG00000204084
	2367
	-5.991
	2.08E-09
	---
	1.60E-07
	INPP5B

	cg10142874
	ENSG00000135404
	2367
	-5.987
	2.14E-09
	---
	1.64E-07
	CD63

	cg10142874
	ENSG00000118898
	2367
	5.985
	2.16E-09
	+++
	1.65E-07
	PPL

	cg10142874
	ENSG00000141506
	2367
	5.979
	2.24E-09
	+++
	1.70E-07
	PIK3R5

	cg10142874
	ENSG00000102445
	2367
	5.97
	2.37E-09
	+++
	1.80E-07
	KIAA0226L

	cg10142874
	ENSG00000160883
	2367
	-5.928
	3.07E-09
	---
	2.32E-07
	HK3

	cg10142874
	ENSG00000125898
	2367
	-5.903
	3.58E-09
	---
	2.69E-07
	FAM110A

	cg10142874
	ENSG00000187049
	2367
	-5.895
	3.74E-09
	---
	2.80E-07
	TMEM216

	cg10142874
	ENSG00000146540
	2367
	-5.894
	3.77E-09
	---
	2.80E-07
	C7orf50

	cg10142874
	ENSG00000228168
	2367
	-5.885
	3.98E-09
	---
	2.95E-07
	HNRNPA1P21

	cg10142874
	ENSG00000007038
	2367
	-5.879
	4.12E-09
	-+-
	3.04E-07
	PRSS21

	cg10142874
	ENSG00000115594
	2367
	5.868
	4.42E-09
	+++
	3.25E-07
	IL1R1

	cg10142874
	ENSG00000161714
	2367
	-5.867
	4.45E-09
	---
	3.26E-07
	PLCD3

	cg10142874
	ENSG00000188676
	1464
	-5.865
	4.50E-09
	--?
	3.28E-07
	IDO2

	cg10142874
	ENSG00000151726
	2367
	5.861
	4.60E-09
	+++
	3.35E-07
	ACSL1

	cg10142874
	ENSG00000120262
	2367
	-5.837
	5.31E-09
	---
	3.84E-07
	CCDC170

	cg10142874
	ENSG00000134058
	2367
	-5.836
	5.34E-09
	---
	3.85E-07
	CDK7

	cg10142874
	ENSG00000185344
	2367
	-5.834
	5.42E-09
	---
	3.90E-07
	ATP6V0A2

	cg10142874
	ENSG00000117834
	2367
	-5.833
	5.46E-09
	---
	3.91E-07
	SLC5A9

	cg10142874
	ENSG00000184602
	2367
	5.809
	6.29E-09
	+++
	4.48E-07
	SNN

	cg10142874
	ENSG00000170345
	2367
	5.789
	7.10E-09
	+++
	5.05E-07
	FOS

	cg10142874
	ENSG00000148356
	2367
	-5.778
	7.57E-09
	---
	5.36E-07
	LRSAM1

	cg10142874
	ENSG00000197818
	2367
	5.767
	8.08E-09
	+++
	5.70E-07
	SLC9A8

	cg10142874
	ENSG00000259583
	2367
	-5.757
	8.55E-09
	---
	6.01E-07
	NA

	cg10142874
	ENSG00000240849
	2367
	-5.745
	9.19E-09
	---
	6.43E-07
	TMEM189

	cg10142874
	ENSG00000118900
	2367
	5.741
	9.44E-09
	+++
	6.58E-07
	UBN1

	cg10142874
	ENSG00000143554
	2367
	-5.726
	1.03E-08
	---
	7.11E-07
	SLC27A3

	cg10142874
	ENSG00000134317
	2367
	-5.726
	1.03E-08
	---
	7.11E-07
	GRHL1

	cg10142874
	ENSG00000131018
	2367
	-5.722
	1.05E-08
	---
	7.26E-07
	SYNE1

	cg10142874
	ENSG00000169105
	2367
	-5.72
	1.07E-08
	---
	7.33E-07
	CHST14

	cg10142874
	ENSG00000214176
	2367
	5.706
	1.16E-08
	+++
	7.93E-07
	PLEKHM1P

	cg10142874
	ENSG00000246363
	2367
	-5.699
	1.20E-08
	---
	8.20E-07
	NA

	cg10142874
	ENSG00000211900
	2367
	5.696
	1.23E-08
	+++
	8.33E-07
	IGHJ6

	cg10142874
	ENSG00000241878
	2367
	5.686
	1.30E-08
	+++
	8.79E-07
	PISD

	cg10142874
	ENSG00000149600
	2367
	-5.686
	1.30E-08
	---
	8.79E-07
	COMMD7

	cg10142874
	ENSG00000179029
	2367
	-5.684
	1.31E-08
	---
	8.83E-07
	TMEM107

	cg10142874
	ENSG00000071054
	2367
	5.678
	1.36E-08
	+++
	9.14E-07
	MAP4K4

	cg10142874
	ENSG00000228594
	2367
	-5.675
	1.39E-08
	---
	9.29E-07
	C1orf233

	cg10142874
	ENSG00000161533
	2367
	5.67
	1.43E-08
	+++
	9.51E-07
	ACOX1

	cg10142874
	ENSG00000120709
	2367
	5.665
	1.47E-08
	+++
	9.75E-07
	FAM53C

	cg10142874
	ENSG00000170382
	2367
	5.656
	1.55E-08
	+++
	1.02E-06
	LRRN2

	cg10142874
	ENSG00000151287
	2367
	-5.653
	1.58E-08
	---
	1.04E-06
	TEX30

	cg10142874
	ENSG00000103275
	2367
	-5.649
	1.62E-08
	---
	1.06E-06
	UBE2I

	cg10142874
	ENSG00000158715
	2367
	-5.646
	1.64E-08
	---
	1.07E-06
	SLC45A3

	cg10142874
	ENSG00000136068
	2367
	-5.633
	1.78E-08
	---
	1.16E-06
	FLNB

	cg10142874
	ENSG00000125266
	2367
	-5.623
	1.87E-08
	---
	1.22E-06
	EFNB2

	cg10142874
	ENSG00000180098
	2367
	-5.607
	2.06E-08
	---
	1.33E-06
	TRNAU1AP

	cg10142874
	ENSG00000183431
	2367
	-5.584
	2.36E-08
	---
	1.52E-06
	SF3A3

	cg10142874
	ENSG00000047578
	2367
	5.575
	2.48E-08
	+++
	1.59E-06
	KIAA0556

	cg10142874
	ENSG00000160058
	2367
	-5.573
	2.50E-08
	---
	1.60E-06
	BSDC1

	cg10142874
	ENSG00000236438
	2367
	5.571
	2.54E-08
	+++
	1.62E-06
	FAM157A

	cg10142874
	ENSG00000130561
	1464
	-5.566
	2.60E-08
	--?
	1.66E-06
	SAG

	cg10142874
	ENSG00000261471
	2367
	5.558
	2.72E-08
	+++
	1.72E-06
	NA

	cg10142874
	ENSG00000106789
	2367
	-5.558
	2.73E-08
	---
	1.72E-06
	CORO2A

	cg10142874
	ENSG00000101665
	2367
	-5.556
	2.75E-08
	---
	1.73E-06
	SMAD7

	cg10142874
	ENSG00000105223
	2367
	-5.552
	2.82E-08
	---
	1.77E-06
	PLD3

	cg10142874
	ENSG00000185361
	2367
	-5.533
	3.14E-08
	---
	1.96E-06
	TNFAIP8L1

	cg10142874
	ENSG00000162783
	2367
	-5.526
	3.29E-08
	---
	2.05E-06
	IER5

	cg10142874
	ENSG00000197555
	2367
	5.512
	3.54E-08
	-++
	2.20E-06
	SIPA1L1

	cg10142874
	ENSG00000123989
	2367
	-5.508
	3.62E-08
	---
	2.24E-06
	CHPF

	cg10142874
	ENSG00000093134
	2367
	5.502
	3.75E-08
	+++
	2.31E-06
	VNN3

	cg10142874
	ENSG00000184014
	2367
	5.5
	3.80E-08
	+++
	2.34E-06
	DENND5A

	cg10142874
	ENSG00000100075
	2367
	-5.497
	3.85E-08
	---
	2.36E-06
	SLC25A1

	cg10142874
	ENSG00000111087
	2367
	5.494
	3.92E-08
	+++
	2.40E-06
	GLI1

	cg10142874
	ENSG00000121083
	2367
	-5.474
	4.40E-08
	---
	2.68E-06
	NA

	cg10142874
	ENSG00000151651
	2367
	-5.472
	4.44E-08
	---
	2.69E-06
	ADAM8

	cg10142874
	ENSG00000172830
	2367
	-5.471
	4.47E-08
	---
	2.70E-06
	SSH3

	cg10142874
	ENSG00000145819
	2367
	5.466
	4.61E-08
	+++
	2.78E-06
	ARHGAP26

	cg10142874
	ENSG00000167004
	2367
	-5.45
	5.03E-08
	---
	3.02E-06
	PDIA3

	cg10142874
	ENSG00000109519
	2367
	-5.45
	5.04E-08
	---
	3.02E-06
	GRPEL1

	cg10142874
	ENSG00000255026
	2367
	5.446
	5.16E-08
	+++
	3.06E-06
	NA

	cg10142874
	ENSG00000163751
	2367
	-5.447
	5.13E-08
	---
	3.06E-06
	CPA3

	cg10142874
	ENSG00000243302
	2367
	5.446
	5.14E-08
	+++
	3.06E-06
	NA

	cg10142874
	ENSG00000172794
	2367
	-5.434
	5.51E-08
	---
	3.25E-06
	RAB37

	cg10142874
	ENSG00000172375
	2367
	-5.434
	5.51E-08
	---
	3.25E-06
	C2CD2L

	cg10142874
	ENSG00000179163
	2367
	-5.43
	5.62E-08
	---
	3.31E-06
	FUCA1

	cg10142874
	ENSG00000268913
	2367
	-5.415
	6.13E-08
	---
	3.59E-06
	NA

	cg10142874
	ENSG00000028310
	2367
	-5.41
	6.31E-08
	---
	3.69E-06
	BRD9

	cg10142874
	ENSG00000197208
	2367
	5.408
	6.37E-08
	+++
	3.71E-06
	SLC22A4

	cg10142874
	ENSG00000107242
	2367
	-5.406
	6.45E-08
	---
	3.74E-06
	PIP5K1B

	cg10142874
	ENSG00000215114
	2367
	5.405
	6.50E-08
	+++
	3.76E-06
	UBXN2B

	cg10142874
	ENSG00000157379
	2367
	-5.399
	6.69E-08
	---
	3.86E-06
	DHRS1

	cg10142874
	ENSG00000183018
	2367
	-5.397
	6.79E-08
	---
	3.90E-06
	SPNS2

	cg10142874
	ENSG00000228242
	2367
	5.394
	6.88E-08
	+++
	3.94E-06
	NA

	cg10142874
	ENSG00000119772
	2367
	5.391
	7.02E-08
	+++
	4.00E-06
	DNMT3A

	cg10142874
	ENSG00000125735
	2367
	5.391
	7.01E-08
	+++
	4.00E-06
	TNFSF14

	cg10142874
	ENSG00000166743
	2367
	-5.379
	7.50E-08
	---
	4.26E-06
	ACSM1

	cg10142874
	ENSG00000174125
	2367
	5.375
	7.66E-08
	+++
	4.34E-06
	TLR1

	cg10142874
	ENSG00000143653
	2367
	-5.368
	7.96E-08
	---
	4.50E-06
	SCCPDH

	cg10142874
	ENSG00000131187
	2367
	-5.355
	8.57E-08
	---
	4.83E-06
	F12

	cg10142874
	ENSG00000186431
	2367
	5.353
	8.64E-08
	+++
	4.85E-06
	FCAR

	cg10142874
	ENSG00000130518
	2367
	5.345
	9.04E-08
	+++
	5.06E-06
	KIAA1683

	cg10142874
	ENSG00000257743
	2367
	5.339
	9.34E-08
	+++
	5.21E-06
	NA

	cg10142874
	ENSG00000101236
	2367
	5.334
	9.60E-08
	+++
	5.34E-06
	RNF24

	cg10142874
	ENSG00000168476
	2367
	-5.332
	9.74E-08
	---
	5.40E-06
	REEP4

	cg10142874
	ENSG00000100290
	2367
	-5.315
	1.07E-07
	---
	5.89E-06
	BIK

	cg10142874
	ENSG00000205426
	2367
	-5.309
	1.10E-07
	---
	6.08E-06
	KRT81

	cg10142874
	ENSG00000205726
	2367
	-5.306
	1.12E-07
	---
	6.16E-06
	ITSN1

	cg10142874
	ENSG00000147459
	2367
	5.288
	1.24E-07
	+++
	6.79E-06
	DOCK5

	cg10142874
	ENSG00000145920
	2367
	-5.277
	1.31E-07
	---
	7.16E-06
	CPLX2

	cg10142874
	ENSG00000131242
	2367
	-5.269
	1.37E-07
	---
	7.45E-06
	RAB11FIP4

	cg10142874
	ENSG00000166848
	2367
	-5.268
	1.38E-07
	---
	7.50E-06
	TERF2IP

	cg10142874
	ENSG00000179639
	2367
	-5.266
	1.40E-07
	+--
	7.56E-06
	FCER1A

	cg10142874
	ENSG00000232671
	2367
	-5.261
	1.43E-07
	---
	7.72E-06
	NA

	cg10142874
	ENSG00000120594
	2367
	5.253
	1.50E-07
	-++
	8.07E-06
	PLXDC2

	cg10142874
	ENSG00000135407
	2367
	5.249
	1.53E-07
	+++
	8.23E-06
	AVIL

	cg10142874
	ENSG00000185432
	2367
	-5.247
	1.55E-07
	---
	8.30E-06
	METTL7A

	cg10142874
	ENSG00000163625
	2367
	5.245
	1.56E-07
	+++
	8.33E-06
	WDFY3

	cg10142874
	ENSG00000109381
	2367
	5.243
	1.58E-07
	+++
	8.43E-06
	ELF2

	cg10142874
	ENSG00000138495
	2367
	-5.232
	1.67E-07
	---
	8.88E-06
	COX17

	cg10142874
	ENSG00000128606
	1464
	-5.228
	1.71E-07
	--?
	9.07E-06
	LRRC17

	cg10142874
	ENSG00000248323
	2367
	5.213
	1.86E-07
	+++
	9.80E-06
	LUCAT1

	cg08085199
	ENSG00000145990
	2367
	-12.619
	1.66E-36
	---
	3.09E-32
	GFOD1

	cg08085199
	ENSG00000138623
	2367
	-12.244
	1.82E-34
	---
	1.70E-30
	SEMA7A

	cg08085199
	ENSG00000159618
	2367
	-11.857
	1.97E-32
	---
	1.23E-28
	GPR114

	cg08085199
	ENSG00000183134
	2367
	-11.064
	1.87E-28
	---
	7.93E-25
	PTGDR2

	cg08085199
	ENSG00000091181
	2367
	-11.053
	2.12E-28
	---
	7.93E-25
	IL5RA

	cg08085199
	ENSG00000105366
	2367
	-11.03
	2.73E-28
	---
	8.51E-25
	SIGLEC8

	cg08085199
	ENSG00000103056
	2367
	-10.944
	7.10E-28
	---
	1.90E-24
	SMPD3

	cg08085199
	ENSG00000112759
	2367
	-10.717
	8.46E-27
	---
	1.98E-23
	SLC29A1

	cg08085199
	ENSG00000103355
	2367
	-10.518
	7.11E-26
	---
	1.48E-22
	PRSS33

	cg08085199
	ENSG00000205927
	2367
	-10.481
	1.05E-25
	---
	1.96E-22
	OLIG2

	cg08085199
	ENSG00000100628
	2367
	-10.13
	4.06E-24
	---
	6.91E-21
	ASB2

	cg08085199
	ENSG00000130433
	2367
	-9.911
	3.73E-23
	---
	5.81E-20
	CACNG6

	cg08085199
	ENSG00000121933
	2367
	-9.853
	6.63E-23
	---
	9.53E-20
	ADORA3

	cg08085199
	ENSG00000158006
	2367
	-9.707
	2.82E-22
	---
	3.77E-19
	PAFAH2

	cg08085199
	ENSG00000168004
	2367
	-9.631
	5.90E-22
	---
	7.35E-19
	HRASLS5

	cg08085199
	ENSG00000122223
	2367
	-9.602
	7.87E-22
	---
	9.20E-19
	CD244

	cg08085199
	ENSG00000135362
	2367
	-9.493
	2.24E-21
	---
	2.46E-18
	PRR5L

	cg08085199
	ENSG00000101665
	2367
	-9.469
	2.83E-21
	---
	2.94E-18
	SMAD7

	cg08085199
	ENSG00000134489
	2367
	-9.433
	3.98E-21
	---
	3.91E-18
	HRH4

	cg08085199
	ENSG00000180739
	2367
	-9.382
	6.45E-21
	---
	6.02E-18
	S1PR5

	cg08085199
	ENSG00000180644
	2367
	-9.307
	1.31E-20
	---
	1.17E-17
	PRF1

	cg08085199
	ENSG00000171596
	2367
	-9.301
	1.39E-20
	---
	1.18E-17
	NMUR1

	cg08085199
	ENSG00000159674
	2367
	-9.279
	1.71E-20
	---
	1.39E-17
	SPON2

	cg08085199
	ENSG00000109099
	2367
	-9.241
	2.44E-20
	---
	1.90E-17
	PMP22

	cg08085199
	ENSG00000136213
	2367
	-9.229
	2.74E-20
	---
	2.05E-17
	CHST12

	cg08085199
	ENSG00000020633
	2367
	-9.219
	3.00E-20
	---
	2.15E-17
	RUNX3

	cg08085199
	ENSG00000075234
	2367
	-9.085
	1.04E-19
	---
	7.21E-17
	TTC38

	cg08085199
	ENSG00000073861
	2367
	-8.968
	3.01E-19
	---
	2.01E-16
	TBX21

	cg08085199
	ENSG00000147457
	2367
	8.911
	5.05E-19
	+++
	3.15E-16
	CHMP7

	cg08085199
	ENSG00000174083
	2367
	-8.911
	5.05E-19
	---
	3.15E-16
	PIK3R6

	cg08085199
	ENSG00000133317
	2367
	-8.885
	6.42E-19
	---
	3.87E-16
	LGALS12

	cg08085199
	ENSG00000072134
	2367
	-8.837
	9.87E-19
	---
	5.77E-16
	EPN2

	cg08085199
	ENSG00000205336
	2367
	-8.812
	1.23E-18
	---
	6.97E-16
	GPR56

	cg08085199
	ENSG00000100385
	2367
	-8.77
	1.78E-18
	---
	9.79E-16
	IL2RB

	cg08085199
	ENSG00000157368
	2367
	-8.713
	2.95E-18
	---
	1.58E-15
	IL34

	cg08085199
	ENSG00000198885
	2367
	-8.698
	3.38E-18
	---
	1.75E-15
	ITPRIPL1

	cg08085199
	ENSG00000164292
	2367
	-8.648
	5.26E-18
	---
	2.66E-15
	RHOBTB3

	cg08085199
	ENSG00000189430
	2367
	-8.626
	6.36E-18
	---
	3.13E-15
	NCR1

	cg08085199
	ENSG00000117461
	2367
	-8.602
	7.81E-18
	---
	3.74E-15
	PIK3R3

	cg08085199
	ENSG00000175591
	2367
	-8.576
	9.83E-18
	---
	4.59E-15
	P2RY2

	cg08085199
	ENSG00000151689
	2367
	-8.525
	1.52E-17
	---
	6.94E-15
	INPP1

	cg08085199
	ENSG00000134539
	2367
	-8.522
	1.57E-17
	---
	7.00E-15
	KLRD1

	cg08085199
	ENSG00000255587
	2367
	-8.482
	2.22E-17
	---
	9.63E-15
	RAB44

	cg08085199
	ENSG00000117560
	2367
	-8.401
	4.44E-17
	---
	1.89E-14
	FASLG

	cg08085199
	ENSG00000161905
	2367
	-8.356
	6.49E-17
	---
	2.70E-14
	ALOX15

	cg08085199
	ENSG00000131203
	2367
	-8.324
	8.52E-17
	---
	3.39E-14
	IDO1

	cg08085199
	ENSG00000181036
	2367
	-8.325
	8.42E-17
	---
	3.39E-14
	FCRL6

	cg08085199
	ENSG00000068028
	2367
	-8.32
	8.77E-17
	---
	3.42E-14
	RASSF1

	cg08085199
	ENSG00000156475
	2367
	-8.306
	9.92E-17
	---
	3.71E-14
	PPP2R2B

	cg08085199
	ENSG00000167236
	2367
	-8.308
	9.73E-17
	---
	3.71E-14
	CCL23

	cg08085199
	ENSG00000149294
	2367
	-8.298
	1.06E-16
	---
	3.87E-14
	NCAM1

	cg08085199
	ENSG00000026751
	2367
	-8.268
	1.37E-16
	---
	4.92E-14
	SLAMF7

	cg08085199
	ENSG00000133067
	2367
	-8.259
	1.47E-16
	---
	5.08E-14
	LGR6

	cg08085199
	ENSG00000168229
	2367
	-8.26
	1.46E-16
	---
	5.08E-14
	PTGDR

	cg08085199
	ENSG00000182557
	2367
	-8.235
	1.80E-16
	---
	6.12E-14
	SPNS3

	cg08085199
	ENSG00000065989
	2367
	-8.218
	2.07E-16
	---
	6.91E-14
	PDE4A

	cg08085199
	ENSG00000170962
	2367
	-8.206
	2.28E-16
	---
	7.48E-14
	PDGFD

	cg08085199
	ENSG00000092067
	2367
	-8.174
	2.98E-16
	---
	9.59E-14
	CEBPE

	cg08085199
	ENSG00000198574
	2367
	-8.172
	3.04E-16
	---
	9.63E-14
	SH2D1B

	cg08085199
	ENSG00000129277
	2367
	-8.128
	4.35E-16
	---
	1.35E-13
	CCL4

	cg08085199
	ENSG00000100100
	2367
	8.083
	6.31E-16
	+++
	1.93E-13
	PIK3IP1

	cg08085199
	ENSG00000119714
	2367
	-8.079
	6.51E-16
	---
	1.96E-13
	GPR68

	cg08085199
	ENSG00000196422
	2367
	-8.059
	7.72E-16
	---
	2.29E-13
	PPP1R26

	cg08085199
	ENSG00000126353
	2367
	8.014
	1.11E-15
	+++
	3.25E-13
	CCR7

	cg08085199
	ENSG00000189350
	2367
	-8.005
	1.20E-15
	---
	3.44E-13
	FAM179A

	cg08085199
	ENSG00000021762
	2367
	-7.987
	1.38E-15
	---
	3.92E-13
	OSBPL5

	cg08085199
	ENSG00000169583
	2367
	-7.977
	1.50E-15
	---
	4.18E-13
	CLIC3

	cg08085199
	ENSG00000134107
	2367
	-7.951
	1.85E-15
	---
	5.07E-13
	BHLHE40

	cg08085199
	ENSG00000005379
	2367
	-7.923
	2.32E-15
	---
	6.28E-13
	BZRAP1

	cg08085199
	ENSG00000105205
	2367
	-7.854
	4.02E-15
	---
	1.07E-12
	CLC

	cg08085199
	ENSG00000153395
	2367
	-7.841
	4.45E-15
	---
	1.17E-12
	LPCAT1

	cg08085199
	ENSG00000099204
	2367
	7.755
	8.81E-15
	+++
	2.29E-12
	ABLIM1

	cg08085199
	ENSG00000141736
	2367
	-7.753
	8.96E-15
	---
	2.29E-12
	ERBB2

	cg08085199
	ENSG00000163564
	2367
	-7.75
	9.20E-15
	---
	2.32E-12
	PYHIN1

	cg08085199
	ENSG00000137441
	2367
	-7.717
	1.19E-14
	---
	2.97E-12
	FGFBP2

	cg08085199
	ENSG00000117281
	2367
	-7.708
	1.28E-14
	---
	3.14E-12
	CD160

	cg08085199
	ENSG00000081059
	2367
	7.697
	1.39E-14
	+++
	3.37E-12
	TCF7

	cg08085199
	ENSG00000197057
	2367
	-7.692
	1.45E-14
	---
	3.47E-12
	DTHD1

	cg08085199
	ENSG00000171282
	2367
	-7.684
	1.55E-14
	---
	3.57E-12
	NA

	cg08085199
	ENSG00000149557
	2367
	-7.684
	1.55E-14
	---
	3.57E-12
	FEZ1

	cg08085199
	ENSG00000156453
	2367
	-7.687
	1.51E-14
	---
	3.57E-12
	PCDH1

	cg08085199
	ENSG00000260401
	2367
	-7.664
	1.80E-14
	---
	4.10E-12
	NA

	cg08085199
	ENSG00000142408
	2367
	-7.661
	1.85E-14
	---
	4.17E-12
	CACNG8

	cg08085199
	ENSG00000186854
	2367
	7.648
	2.04E-14
	+++
	4.54E-12
	TRABD2A

	cg08085199
	ENSG00000183625
	2367
	-7.642
	2.15E-14
	---
	4.72E-12
	CCR3

	cg08085199
	ENSG00000073350
	2367
	-7.629
	2.37E-14
	---
	5.15E-12
	LLGL2

	cg08085199
	ENSG00000176845
	2367
	-7.621
	2.51E-14
	---
	5.40E-12
	METRNL

	cg08085199
	ENSG00000167633
	2367
	-7.542
	4.64E-14
	---
	9.86E-12
	KIR3DL1

	cg08085199
	ENSG00000116016
	2367
	-7.537
	4.83E-14
	---
	1.00E-11
	EPAS1

	cg08085199
	ENSG00000150687
	2367
	-7.538
	4.79E-14
	---
	1.00E-11
	PRSS23

	cg08085199
	ENSG00000105374
	2367
	-7.534
	4.94E-14
	---
	1.01E-11
	NKG7

	cg08085199
	ENSG00000163508
	2367
	-7.526
	5.24E-14
	---
	1.07E-11
	EOMES

	cg08085199
	ENSG00000138795
	2367
	7.501
	6.33E-14
	+++
	1.27E-11
	LEF1

	cg08085199
	ENSG00000188042
	2367
	-7.495
	6.61E-14
	---
	1.30E-11
	ARL4C

	cg08085199
	ENSG00000048028
	2367
	-7.495
	6.61E-14
	---
	1.30E-11
	USP28

	cg08085199
	ENSG00000100453
	2367
	-7.482
	7.34E-14
	---
	1.43E-11
	GZMB

	cg08085199
	ENSG00000116667
	2367
	-7.443
	9.85E-14
	---
	1.90E-11
	C1orf21

	cg08085199
	ENSG00000204934
	2367
	7.44
	1.01E-13
	+++
	1.92E-11
	ATP6V0E2-AS1

	cg08085199
	ENSG00000007264
	2367
	-7.428
	1.10E-13
	---
	2.08E-11
	MATK

	cg08085199
	ENSG00000148468
	2367
	7.426
	1.12E-13
	+++
	2.09E-11
	FAM171A1

	cg08085199
	ENSG00000215148
	2367
	-7.418
	1.19E-13
	---
	2.21E-11
	PRSS41

	cg08085199
	ENSG00000177374
	2367
	-7.406
	1.30E-13
	---
	2.39E-11
	HIC1

	cg08085199
	ENSG00000106868
	2367
	-7.371
	1.70E-13
	---
	3.08E-11
	SUSD1

	cg08085199
	ENSG00000141622
	2367
	-7.343
	2.09E-13
	---
	3.75E-11
	RNF165

	cg08085199
	ENSG00000184221
	2367
	-7.336
	2.20E-13
	---
	3.91E-11
	OLIG1

	cg08085199
	ENSG00000100427
	2367
	-7.328
	2.34E-13
	---
	4.04E-11
	MLC1

	cg08085199
	ENSG00000100027
	2367
	-7.328
	2.34E-13
	---
	4.04E-11
	YPEL1

	cg08085199
	ENSG00000166484
	2367
	-7.329
	2.33E-13
	---
	4.04E-11
	MAPK7

	cg08085199
	ENSG00000160180
	2367
	-7.304
	2.80E-13
	---
	4.81E-11
	TFF3

	cg08085199
	ENSG00000154760
	2367
	-7.297
	2.94E-13
	---
	5.00E-11
	SLFN13

	cg08085199
	ENSG00000104490
	2367
	-7.291
	3.08E-13
	---
	5.18E-11
	NCALD

	cg08085199
	ENSG00000175873
	2367
	-7.251
	4.12E-13
	---
	6.88E-11
	NA

	cg08085199
	ENSG00000115602
	2367
	-7.247
	4.25E-13
	---
	7.03E-11
	IL1RL1

	cg08085199
	ENSG00000140263
	2367
	-7.238
	4.54E-13
	---
	7.44E-11
	SORD

	cg08085199
	ENSG00000204219
	2367
	7.213
	5.46E-13
	+++
	8.87E-11
	TCEA3

	cg08085199
	ENSG00000146904
	2367
	7.128
	1.02E-12
	+++
	1.65E-10
	EPHA1

	cg08085199
	ENSG00000119943
	2367
	-7.115
	1.12E-12
	---
	1.79E-10
	PYROXD2

	cg08085199
	ENSG00000175040
	2367
	-7.107
	1.19E-12
	---
	1.87E-10
	CHST2

	cg08085199
	ENSG00000197471
	2367
	-7.106
	1.19E-12
	---
	1.87E-10
	SPN

	cg08085199
	ENSG00000114315
	2367
	-7.099
	1.26E-12
	---
	1.95E-10
	HES1

	cg08085199
	ENSG00000143842
	2367
	-7.097
	1.28E-12
	---
	1.97E-10
	SOX13

	cg08085199
	ENSG00000115738
	2367
	-7.08
	1.45E-12
	---
	2.20E-10
	ID2

	cg08085199
	ENSG00000010310
	2367
	-7.08
	1.44E-12
	---
	2.20E-10
	GIPR

	cg08085199
	ENSG00000225720
	2367
	-7.075
	1.49E-12
	---
	2.25E-10
	NA

	cg08085199
	ENSG00000170222
	2367
	7.072
	1.53E-12
	+++
	2.29E-10
	ADPRM

	cg08085199
	ENSG00000121753
	2367
	-7.057
	1.70E-12
	---
	2.52E-10
	BAI2

	cg08085199
	ENSG00000268758
	2367
	-7.053
	1.75E-12
	---
	2.58E-10
	EMR4P

	cg08085199
	ENSG00000184371
	2367
	-7.046
	1.84E-12
	---
	2.69E-10
	CSF1

	cg08085199
	ENSG00000179627
	2367
	-7.003
	2.51E-12
	---
	3.64E-10
	ZBTB42

	cg08085199
	ENSG00000261888
	2367
	-6.976
	3.04E-12
	---
	4.37E-10
	NA

	cg08085199
	ENSG00000137843
	2367
	-6.974
	3.08E-12
	---
	4.39E-10
	PAK6

	cg08085199
	ENSG00000101445
	2367
	-6.962
	3.36E-12
	---
	4.76E-10
	PPP1R16B

	cg08085199
	ENSG00000225079
	2367
	-6.954
	3.55E-12
	---
	4.99E-10
	FTH1P22

	cg08085199
	ENSG00000231062
	2367
	6.925
	4.35E-12
	+++
	6.07E-10
	NA

	cg08085199
	ENSG00000116771
	2367
	6.888
	5.67E-12
	+++
	7.86E-10
	AGMAT

	cg08085199
	ENSG00000243772
	2367
	-6.854
	7.16E-12
	---
	9.84E-10
	KIR2DL3

	cg08085199
	ENSG00000006555
	2367
	-6.851
	7.35E-12
	---
	1.00E-09
	TTC22

	cg08085199
	ENSG00000250548
	2367
	-6.83
	8.50E-12
	---
	1.15E-09
	NA

	cg08085199
	ENSG00000115523
	2367
	-6.818
	9.21E-12
	---
	1.24E-09
	GNLY

	cg08085199
	ENSG00000105370
	2367
	-6.797
	1.07E-11
	---
	1.43E-09
	LIM2

	cg08085199
	ENSG00000171843
	2367
	6.784
	1.17E-11
	+++
	1.55E-09
	MLLT3

	cg08085199
	ENSG00000136997
	2367
	6.778
	1.22E-11
	+++
	1.60E-09
	MYC

	cg08085199
	ENSG00000196220
	2367
	-6.776
	1.23E-11
	---
	1.61E-09
	SRGAP3

	cg08085199
	ENSG00000168329
	2367
	-6.76
	1.38E-11
	---
	1.79E-09
	CX3CR1

	cg08085199
	ENSG00000179348
	2367
	-6.751
	1.46E-11
	---
	1.87E-09
	GATA2

	cg08085199
	ENSG00000065357
	2367
	6.752
	1.45E-11
	+++
	1.87E-09
	DGKA

	cg08085199
	ENSG00000172460
	2367
	-6.748
	1.49E-11
	---
	1.90E-09
	PRSS30P

	cg08085199
	ENSG00000131149
	2367
	-6.723
	1.78E-11
	---
	2.24E-09
	GSE1

	cg08085199
	ENSG00000168421
	2367
	6.723
	1.77E-11
	+++
	2.24E-09
	RHOH

	cg08085199
	ENSG00000108370
	2367
	-6.71
	1.95E-11
	---
	2.43E-09
	RGS9

	cg08085199
	ENSG00000173530
	2367
	6.698
	2.11E-11
	+++
	2.61E-09
	TNFRSF10D

	cg08085199
	ENSG00000169252
	2367
	-6.697
	2.13E-11
	---
	2.62E-09
	ADRB2

	cg08085199
	ENSG00000120915
	2367
	6.695
	2.16E-11
	+++
	2.64E-09
	EPHX2

	cg08085199
	ENSG00000158292
	2367
	-6.676
	2.45E-11
	---
	2.95E-09
	GPR153

	cg08085199
	ENSG00000144152
	2367
	6.677
	2.44E-11
	+++
	2.95E-09
	FBLN7

	cg08085199
	ENSG00000158321
	2367
	-6.668
	2.58E-11
	---
	3.10E-09
	AUTS2

	cg08085199
	ENSG00000144485
	2367
	-6.66
	2.73E-11
	---
	3.25E-09
	HES6

	cg08085199
	ENSG00000134072
	2367
	-6.659
	2.76E-11
	---
	3.27E-09
	CAMK1

	cg08085199
	ENSG00000167106
	2367
	6.633
	3.30E-11
	+++
	3.88E-09
	FAM102A

	cg08085199
	ENSG00000182240
	2367
	-6.618
	3.64E-11
	---
	4.25E-09
	BACE2

	cg08085199
	ENSG00000059915
	2367
	6.61
	3.84E-11
	+++
	4.46E-09
	PSD

	cg08085199
	ENSG00000174600
	2367
	-6.603
	4.03E-11
	---
	4.65E-09
	CMKLR1

	cg08085199
	ENSG00000164574
	2367
	-6.601
	4.09E-11
	---
	4.69E-09
	GALNT10

	cg08085199
	ENSG00000101298
	2367
	6.583
	4.60E-11
	+++
	5.24E-09
	SNPH

	cg08085199
	ENSG00000135426
	2367
	6.575
	4.85E-11
	+++
	5.50E-09
	TESPA1

	cg08085199
	ENSG00000167723
	2367
	-6.573
	4.94E-11
	---
	5.56E-09
	TRPV3

	cg08085199
	ENSG00000264695
	2367
	-6.564
	5.25E-11
	---
	5.87E-09
	NA

	cg08085199
	ENSG00000164483
	2367
	-6.556
	5.53E-11
	---
	6.16E-09
	SAMD3

	cg08085199
	ENSG00000099889
	2367
	-6.538
	6.24E-11
	---
	6.90E-09
	ARVCF

	cg08085199
	ENSG00000131067
	2367
	6.518
	7.11E-11
	+++
	7.82E-09
	GGT7

	cg08085199
	ENSG00000109956
	2367
	-6.503
	7.89E-11
	---
	8.63E-09
	B3GAT1

	cg08085199
	ENSG00000136856
	2367
	-6.495
	8.32E-11
	---
	9.04E-09
	SLC2A8

	cg08085199
	ENSG00000158113
	2367
	-6.491
	8.55E-11
	---
	9.24E-09
	LRRC43

	cg08085199
	ENSG00000117643
	2367
	6.481
	9.08E-11
	+++
	9.76E-09
	MAN1C1

	cg08085199
	ENSG00000110906
	2367
	-6.48
	9.17E-11
	---
	9.80E-09
	KCTD10

	cg08085199
	ENSG00000103319
	2367
	-6.476
	9.43E-11
	---
	1.00E-08
	EEF2K

	cg08085199
	ENSG00000163590
	2367
	-6.473
	9.63E-11
	---
	1.02E-08
	PPM1L

	cg08085199
	ENSG00000189283
	2367
	6.445
	1.16E-10
	+++
	1.22E-08
	FHIT

	cg08085199
	ENSG00000166289
	2367
	-6.431
	1.27E-10
	---
	1.32E-08
	PLEKHF1

	cg08085199
	ENSG00000166016
	2367
	-6.422
	1.35E-10
	---
	1.40E-08
	ABTB2

	cg08085199
	ENSG00000150045
	2367
	-6.418
	1.38E-10
	---
	1.42E-08
	KLRF1

	cg08085199
	ENSG00000259953
	2367
	-6.399
	1.56E-10
	---
	1.60E-08
	NA

	cg08085199
	ENSG00000100219
	2367
	-6.398
	1.57E-10
	---
	1.61E-08
	XBP1

	cg08085199
	ENSG00000156869
	2367
	-6.396
	1.59E-10
	---
	1.62E-08
	FRRS1

	cg08085199
	ENSG00000246223
	2367
	6.383
	1.74E-10
	+++
	1.76E-08
	C14orf64

	cg08085199
	ENSG00000178038
	2367
	6.379
	1.79E-10
	+++
	1.80E-08
	ALS2CL

	cg08085199
	ENSG00000174292
	2367
	6.378
	1.80E-10
	+++
	1.80E-08
	TNK1

	cg08085199
	ENSG00000156966
	2367
	-6.373
	1.85E-10
	---
	1.84E-08
	B3GNT7

	cg08085199
	ENSG00000136720
	2367
	-6.369
	1.90E-10
	---
	1.88E-08
	HS6ST1

	cg08085199
	ENSG00000167123
	2367
	-6.363
	1.98E-10
	---
	1.94E-08
	CERCAM

	cg08085199
	ENSG00000141576
	2367
	6.36
	2.01E-10
	+++
	1.96E-08
	RNF157

	cg08085199
	ENSG00000214944
	2367
	-6.36
	2.01E-10
	---
	1.96E-08
	ARHGEF28

	cg08085199
	ENSG00000186951
	2367
	-6.337
	2.34E-10
	---
	2.26E-08
	PPARA

	cg08085199
	ENSG00000162390
	2367
	-6.333
	2.41E-10
	---
	2.32E-08
	ACOT11

	cg08085199
	ENSG00000099377
	2367
	-6.327
	2.51E-10
	---
	2.40E-08
	HSD3B7

	cg08085199
	ENSG00000115652
	2367
	6.317
	2.67E-10
	+++
	2.55E-08
	UXS1

	cg08085199
	ENSG00000141458
	2367
	-6.304
	2.90E-10
	---
	2.75E-08
	NPC1

	cg08085199
	ENSG00000232021
	2367
	6.294
	3.09E-10
	+++
	2.91E-08
	LEF1-AS1

	cg08085199
	ENSG00000154814
	2367
	6.294
	3.10E-10
	+++
	2.91E-08
	OXNAD1

	cg08085199
	ENSG00000130956
	2367
	6.275
	3.50E-10
	+++
	3.27E-08
	HABP4

	cg08085199
	ENSG00000235194
	2367
	6.271
	3.58E-10
	+++
	3.33E-08
	PPP1R3E

	cg08085199
	ENSG00000174500
	2367
	6.27
	3.60E-10
	+++
	3.33E-08
	GCSAM

	cg08085199
	ENSG00000228140
	2367
	-6.27
	3.62E-10
	---
	3.33E-08
	NA

	cg08085199
	ENSG00000160271
	2367
	-6.267
	3.68E-10
	---
	3.37E-08
	RALGDS

	cg08085199
	ENSG00000089012
	2367
	6.263
	3.77E-10
	+++
	3.44E-08
	SIRPG

	cg08085199
	ENSG00000135077
	2367
	-6.257
	3.93E-10
	---
	3.56E-08
	HAVCR2

	cg08085199
	ENSG00000166313
	2367
	6.251
	4.08E-10
	+++
	3.68E-08
	APBB1

	cg08085199
	ENSG00000111863
	2367
	6.249
	4.13E-10
	+++
	3.71E-08
	ADTRP

	cg08085199
	ENSG00000130940
	2367
	-6.242
	4.33E-10
	---
	3.87E-08
	CASZ1

	cg08085199
	ENSG00000069702
	2367
	-6.23
	4.65E-10
	---
	4.14E-08
	TGFBR3

	cg08085199
	ENSG00000174482
	2367
	-6.213
	5.21E-10
	---
	4.61E-08
	LINGO2

	cg08085199
	ENSG00000112796
	2367
	-6.208
	5.36E-10
	---
	4.72E-08
	ENPP5

	cg08085199
	ENSG00000165914
	2367
	-6.19
	6.02E-10
	---
	5.28E-08
	TTC7B

	cg08085199
	ENSG00000166483
	2367
	-6.188
	6.10E-10
	---
	5.32E-08
	WEE1

	cg08085199
	ENSG00000171476
	2367
	-6.175
	6.63E-10
	---
	5.76E-08
	HOPX

	cg08085199
	ENSG00000080493
	2367
	-6.168
	6.93E-10
	---
	6.00E-08
	SLC4A4

	cg08085199
	ENSG00000258511
	2367
	6.166
	6.99E-10
	+++
	6.02E-08
	NA

	cg08085199
	ENSG00000140743
	2367
	6.159
	7.34E-10
	+++
	6.29E-08
	CDR2

	cg08085199
	ENSG00000197093
	2367
	6.12
	9.34E-10
	+++
	7.97E-08
	GAL3ST4

	cg08085199
	ENSG00000166341
	2367
	6.118
	9.49E-10
	+++
	8.06E-08
	DCHS1

	cg08085199
	ENSG00000184271
	2367
	6.111
	9.91E-10
	+++
	8.38E-08
	POU6F1

	cg08085199
	ENSG00000157303
	2367
	6.097
	1.08E-09
	+++
	9.12E-08
	SUSD3

	cg08085199
	ENSG00000239713
	2367
	-6.092
	1.11E-09
	---
	9.34E-08
	APOBEC3G

	cg08085199
	ENSG00000153885
	2367
	-6.081
	1.20E-09
	---
	9.98E-08
	KCTD15

	cg08085199
	ENSG00000119772
	2367
	6.072
	1.26E-09
	+++
	1.05E-07
	DNMT3A

	cg08085199
	ENSG00000181104
	2367
	-6.063
	1.34E-09
	---
	1.10E-07
	F2R

	cg08085199
	ENSG00000167083
	2367
	-6.061
	1.36E-09
	---
	1.12E-07
	GNGT2

	cg08085199
	ENSG00000170522
	2367
	-6.053
	1.43E-09
	---
	1.17E-07
	ELOVL6

	cg08085199
	ENSG00000057935
	2367
	6.045
	1.50E-09
	+++
	1.22E-07
	MTA3

	cg08085199
	ENSG00000181754
	2367
	6.041
	1.53E-09
	+++
	1.24E-07
	AMIGO1

	cg08085199
	ENSG00000198113
	2367
	-6.04
	1.54E-09
	---
	1.25E-07
	TOR4A

	cg08085199
	ENSG00000167912
	2367
	-6.028
	1.66E-09
	---
	1.34E-07
	NA

	cg08085199
	ENSG00000117318
	2367
	6.019
	1.76E-09
	+++
	1.41E-07
	ID3

	cg08085199
	ENSG00000132359
	2367
	-6.011
	1.84E-09
	---
	1.46E-07
	RAP1GAP2

	cg08085199
	ENSG00000186204
	2367
	-6.012
	1.84E-09
	---
	1.46E-07
	CYP4F12

	cg08085199
	ENSG00000162892
	2367
	6.011
	1.85E-09
	+++
	1.46E-07
	IL24

	cg08085199
	ENSG00000108798
	2367
	-6.003
	1.94E-09
	---
	1.53E-07
	ABI3

	cg08085199
	ENSG00000151208
	2367
	-6.001
	1.96E-09
	---
	1.54E-07
	DLG5

	cg08085199
	ENSG00000238164
	2367
	-5.991
	2.08E-09
	---
	1.63E-07
	NA

	cg08085199
	ENSG00000072195
	2367
	5.989
	2.12E-09
	+++
	1.65E-07
	SPEG

	cg08085199
	ENSG00000226979
	2367
	5.987
	2.13E-09
	+++
	1.65E-07
	LTA

	cg08085199
	ENSG00000162676
	2367
	-5.972
	2.34E-09
	---
	1.81E-07
	GFI1

	cg08085199
	ENSG00000064309
	2367
	5.969
	2.38E-09
	+++
	1.83E-07
	CDON

	cg08085199
	ENSG00000139629
	2367
	-5.969
	2.38E-09
	---
	1.83E-07
	GALNT6

	cg08085199
	ENSG00000184613
	2367
	5.968
	2.40E-09
	+++
	1.83E-07
	NELL2

	cg08085199
	ENSG00000050438
	2367
	-5.962
	2.50E-09
	---
	1.90E-07
	SLC4A8

	cg08085199
	ENSG00000235944
	2367
	5.955
	2.60E-09
	+++
	1.97E-07
	ZNF815P

	cg08085199
	ENSG00000173068
	2367
	-5.951
	2.67E-09
	---
	2.01E-07
	BNC2

	cg08085199
	ENSG00000204161
	2367
	-5.95
	2.69E-09
	+--
	2.02E-07
	C10orf128

	cg08085199
	ENSG00000160318
	2367
	-5.947
	2.73E-09
	---
	2.04E-07
	CLDND2

	cg08085199
	ENSG00000244509
	2367
	-5.941
	2.84E-09
	---
	2.11E-07
	APOBEC3C

	cg08085199
	ENSG00000157978
	2367
	5.927
	3.09E-09
	+++
	2.29E-07
	LDLRAP1

	cg08085199
	ENSG00000198846
	2367
	-5.925
	3.12E-09
	---
	2.31E-07
	TOX

	cg08085199
	ENSG00000166405
	2367
	5.922
	3.18E-09
	+++
	2.34E-07
	RIC3

	cg08085199
	ENSG00000100450
	2367
	-5.914
	3.34E-09
	---
	2.45E-07
	GZMH

	cg08085199
	ENSG00000117602
	2367
	5.911
	3.40E-09
	+++
	2.49E-07
	RCAN3

	cg08085199
	ENSG00000159753
	2367
	5.91
	3.42E-09
	+++
	2.49E-07
	RLTPR

	cg08085199
	ENSG00000071205
	2367
	-5.909
	3.44E-09
	---
	2.49E-07
	ARHGAP10

	cg08085199
	ENSG00000113319
	2367
	5.908
	3.47E-09
	+++
	2.50E-07
	RASGRF2

	cg08085199
	ENSG00000163600
	2367
	5.904
	3.56E-09
	+++
	2.56E-07
	ICOS

	cg08085199
	ENSG00000157985
	2367
	-5.893
	3.78E-09
	---
	2.71E-07
	AGAP1

	cg08085199
	ENSG00000197880
	2367
	5.887
	3.92E-09
	+++
	2.80E-07
	MDS2

	cg08085199
	ENSG00000085465
	2367
	5.886
	3.96E-09
	+++
	2.82E-07
	OVGP1

	cg08085199
	ENSG00000162398
	2367
	-5.883
	4.04E-09
	---
	2.86E-07
	C1orf177

	cg08085199
	ENSG00000112182
	2367
	5.877
	4.18E-09
	+++
	2.95E-07
	BACH2

	cg08085199
	ENSG00000021300
	2367
	5.876
	4.21E-09
	+++
	2.96E-07
	PLEKHB1

	cg08085199
	ENSG00000154358
	2367
	5.872
	4.31E-09
	+++
	3.02E-07
	OBSCN

	cg08085199
	ENSG00000171101
	2367
	-5.861
	4.60E-09
	---
	3.20E-07
	SIGLEC17P

	cg08085199
	ENSG00000176720
	2367
	-5.861
	4.61E-09
	---
	3.20E-07
	BOK

	cg08085199
	ENSG00000010278
	2367
	-5.848
	4.98E-09
	---
	3.45E-07
	CD9

	cg08085199
	ENSG00000103018
	2367
	-5.844
	5.11E-09
	---
	3.52E-07
	CYB5B

	cg08085199
	ENSG00000250696
	2367
	-5.836
	5.33E-09
	---
	3.67E-07
	NA

	cg08085199
	ENSG00000258987
	1464
	-5.832
	5.46E-09
	--?
	3.74E-07
	NA

	cg08085199
	ENSG00000054654
	2367
	-5.82
	5.88E-09
	---
	4.01E-07
	SYNE2

	cg08085199
	ENSG00000238241
	2367
	5.807
	6.34E-09
	+++
	4.30E-07
	CCR12P

	cg08085199
	ENSG00000169242
	2367
	5.807
	6.34E-09
	+++
	4.30E-07
	EFNA1

	cg08085199
	ENSG00000162104
	2367
	-5.797
	6.74E-09
	---
	4.53E-07
	ADCY9

	cg08085199
	ENSG00000196968
	2367
	-5.797
	6.74E-09
	---
	4.53E-07
	FUT11

	cg08085199
	ENSG00000166428
	2367
	-5.784
	7.28E-09
	---
	4.88E-07
	PLD4

	cg08085199
	ENSG00000213071
	2367
	-5.783
	7.32E-09
	---
	4.88E-07
	LPAL2

	cg08085199
	ENSG00000184428
	2367
	5.782
	7.37E-09
	+++
	4.89E-07
	TOP1MT

	cg08085199
	ENSG00000127152
	2367
	5.782
	7.38E-09
	+++
	4.89E-07
	BCL11B

	cg08085199
	ENSG00000114861
	2367
	5.777
	7.59E-09
	+++
	5.02E-07
	FOXP1

	cg08085199
	ENSG00000135605
	2367
	-5.759
	8.45E-09
	---
	5.56E-07
	TEC

	cg08085199
	ENSG00000177098
	2367
	-5.751
	8.89E-09
	---
	5.83E-07
	SCN4B

	cg08085199
	ENSG00000114812
	2367
	5.734
	9.81E-09
	+++
	6.41E-07
	VIPR1

	cg08085199
	ENSG00000167549
	2367
	-5.731
	9.98E-09
	---
	6.50E-07
	CORO6

	cg08085199
	ENSG00000157388
	2367
	-5.724
	1.04E-08
	---
	6.75E-07
	CACNA1D

	cg08085199
	ENSG00000126217
	2367
	5.72
	1.07E-08
	+++
	6.88E-07
	MCF2L

	cg08085199
	ENSG00000232434
	2367
	-5.72
	1.07E-08
	---
	6.88E-07
	C9orf172

	cg08085199
	ENSG00000111716
	2367
	5.711
	1.12E-08
	+++
	7.19E-07
	LDHB

	cg08085199
	ENSG00000186648
	2367
	-5.711
	1.12E-08
	---
	7.19E-07
	LRRC16B

	cg08085199
	ENSG00000164674
	2367
	-5.705
	1.17E-08
	---
	7.44E-07
	SYTL3

	cg08085199
	ENSG00000196139
	2367
	-5.703
	1.18E-08
	---
	7.48E-07
	AKR1C3

	cg08085199
	ENSG00000147443
	2367
	-5.702
	1.18E-08
	---
	7.49E-07
	DOK2

	cg08085199
	ENSG00000114126
	2367
	-5.697
	1.22E-08
	---
	7.70E-07
	TFDP2

	cg08085199
	ENSG00000027869
	2367
	-5.697
	1.22E-08
	---
	7.70E-07
	SH2D2A

	cg08085199
	ENSG00000140511
	2367
	5.674
	1.40E-08
	+++
	8.77E-07
	HAPLN3

	cg08085199
	ENSG00000174136
	2367
	5.672
	1.41E-08
	+++
	8.83E-07
	RGMB

	cg08085199
	ENSG00000183691
	2367
	5.665
	1.47E-08
	+++
	9.16E-07
	NOG

	cg08085199
	ENSG00000101096
	2367
	-5.661
	1.50E-08
	---
	9.33E-07
	NFATC2

	cg08085199
	ENSG00000113721
	2367
	-5.655
	1.56E-08
	---
	9.56E-07
	PDGFRB

	cg08085199
	ENSG00000136193
	2367
	-5.656
	1.55E-08
	---
	9.56E-07
	SCRN1

	cg08085199
	ENSG00000154016
	2367
	5.656
	1.55E-08
	+++
	9.56E-07
	GRAP

	cg08085199
	ENSG00000172005
	2367
	5.64
	1.70E-08
	+++
	1.04E-06
	MAL

	cg08085199
	ENSG00000240403
	2367
	-5.64
	1.70E-08
	---
	1.04E-06
	KIR3DL2

	cg08085199
	ENSG00000183734
	2367
	-5.638
	1.72E-08
	---
	1.05E-06
	ASCL2

	cg08085199
	ENSG00000142686
	2367
	-5.637
	1.73E-08
	---
	1.05E-06
	C1orf216

	cg08085199
	ENSG00000160058
	2367
	-5.637
	1.73E-08
	---
	1.05E-06
	BSDC1

	cg08085199
	ENSG00000183473
	2367
	5.635
	1.76E-08
	+++
	1.06E-06
	SSTR3

	cg08085199
	ENSG00000143554
	2367
	-5.625
	1.86E-08
	---
	1.12E-06
	SLC27A3

	cg08085199
	ENSG00000107815
	2367
	5.623
	1.88E-08
	+++
	1.13E-06
	C10orf2

	cg08085199
	ENSG00000102760
	2367
	5.622
	1.89E-08
	+++
	1.13E-06
	RGCC

	cg08085199
	ENSG00000262874
	2367
	-5.616
	1.95E-08
	---
	1.16E-06
	C19orf84

	cg08085199
	ENSG00000225632
	2367
	5.61
	2.03E-08
	+++
	1.20E-06
	NA

	cg08085199
	ENSG00000158050
	2367
	-5.606
	2.07E-08
	---
	1.22E-06
	DUSP2

	cg08085199
	ENSG00000143486
	2367
	5.592
	2.24E-08
	+++
	1.32E-06
	EIF2D

	cg08085199
	ENSG00000182742
	2367
	-5.584
	2.34E-08
	---
	1.37E-06
	HOXB4

	cg08085199
	ENSG00000236790
	2367
	-5.584
	2.35E-08
	---
	1.37E-06
	LINC00299

	cg08085199
	ENSG00000268510
	2367
	5.577
	2.45E-08
	+++
	1.43E-06
	IFNL3P1

	cg08085199
	ENSG00000205426
	2367
	-5.57
	2.55E-08
	---
	1.48E-06
	KRT81

	cg08085199
	ENSG00000260828
	2367
	-5.569
	2.57E-08
	---
	1.49E-06
	HMGB3P32

	cg08085199
	ENSG00000174837
	2367
	-5.554
	2.80E-08
	---
	1.62E-06
	EMR1

	cg08085199
	ENSG00000065717
	2367
	5.546
	2.93E-08
	+++
	1.69E-06
	TLE2

	cg08085199
	ENSG00000066468
	2367
	-5.541
	3.00E-08
	---
	1.73E-06
	FGFR2

	cg08085199
	ENSG00000225614
	2367
	-5.539
	3.05E-08
	---
	1.75E-06
	ZNF469

	cg08085199
	ENSG00000158715
	2367
	-5.536
	3.09E-08
	---
	1.77E-06
	SLC45A3

	cg08085199
	ENSG00000237943
	2367
	5.534
	3.13E-08
	+++
	1.78E-06
	PRKCQ-AS1

	cg08085199
	ENSG00000260910
	2367
	5.532
	3.16E-08
	+++
	1.80E-06
	LINC00565

	cg08085199
	ENSG00000154734
	2367
	-5.527
	3.25E-08
	---
	1.83E-06
	ADAMTS1

	cg08085199
	ENSG00000107317
	2367
	-5.528
	3.24E-08
	---
	1.83E-06
	PTGDS

	cg08085199
	ENSG00000196781
	2367
	-5.527
	3.25E-08
	---
	1.83E-06
	TLE1

	cg08085199
	ENSG00000167634
	2367
	-5.521
	3.38E-08
	---
	1.90E-06
	NLRP7

	cg08085199
	ENSG00000139187
	2367
	-5.511
	3.57E-08
	---
	1.99E-06
	KLRG1

	cg08085199
	ENSG00000196581
	2367
	-5.511
	3.56E-08
	---
	1.99E-06
	AJAP1

	cg08085199
	ENSG00000260807
	2367
	5.507
	3.65E-08
	+++
	2.03E-06
	NA

	cg08085199
	ENSG00000125864
	2367
	-5.496
	3.88E-08
	---
	2.15E-06
	BFSP1

	cg08085199
	ENSG00000225434
	2367
	-5.491
	3.99E-08
	---
	2.20E-06
	NA

	cg08085199
	ENSG00000162746
	2367
	-5.488
	4.07E-08
	---
	2.24E-06
	FCRLB

	cg08085199
	ENSG00000139193
	2367
	5.487
	4.08E-08
	+++
	2.24E-06
	CD27

	cg08085199
	ENSG00000165702
	2367
	-5.486
	4.10E-08
	---
	2.24E-06
	GFI1B

	cg08085199
	ENSG00000106479
	2367
	5.487
	4.10E-08
	+++
	2.24E-06
	ZNF862

	cg08085199
	ENSG00000198915
	2367
	-5.486
	4.12E-08
	---
	2.24E-06
	RASGEF1A

	cg08085199
	ENSG00000077585
	2367
	-5.484
	4.16E-08
	---
	2.26E-06
	GPR137B

	cg08085199
	ENSG00000103126
	2367
	-5.482
	4.21E-08
	---
	2.28E-06
	AXIN1

	cg08085199
	ENSG00000161570
	2367
	-5.48
	4.26E-08
	---
	2.30E-06
	CCL5

	cg08085199
	ENSG00000238105
	2367
	5.473
	4.42E-08
	+++
	2.38E-06
	GOLGA2P5

	cg08085199
	ENSG00000172543
	2367
	-5.464
	4.67E-08
	---
	2.51E-06
	CTSW

	cg08085199
	ENSG00000246214
	2367
	5.458
	4.82E-08
	+++
	2.58E-06
	NA

	cg08085199
	ENSG00000225217
	2367
	-5.457
	4.84E-08
	---
	2.59E-06
	HSPA7

	cg08085199
	ENSG00000092096
	2367
	5.451
	5.00E-08
	+++
	2.66E-06
	SLC22A17

	cg08085199
	ENSG00000140287
	2367
	-5.444
	5.20E-08
	---
	2.76E-06
	HDC

	cg08085199
	ENSG00000142235
	2367
	5.436
	5.45E-08
	+++
	2.88E-06
	LMTK3

	cg08085199
	ENSG00000130164
	2367
	-5.43
	5.63E-08
	---
	2.97E-06
	LDLR

	cg08085199
	ENSG00000135960
	2367
	5.423
	5.87E-08
	+++
	3.09E-06
	EDAR

	cg08085199
	ENSG00000005059
	2367
	5.415
	6.12E-08
	+++
	3.21E-06
	CCDC109B

	cg08085199
	ENSG00000224032
	2367
	5.406
	6.46E-08
	+++
	3.38E-06
	EPB41L4A-AS1

	cg08085199
	ENSG00000151929
	2367
	5.402
	6.60E-08
	+++
	3.45E-06
	BAG3

	cg08085199
	ENSG00000188822
	2367
	-5.4
	6.65E-08
	-+-
	3.46E-06
	CNR2

	cg08085199
	ENSG00000185920
	2367
	-5.399
	6.72E-08
	---
	3.49E-06
	PTCH1

	cg08085199
	ENSG00000162739
	2367
	-5.397
	6.76E-08
	---
	3.50E-06
	SLAMF6

	cg08085199
	ENSG00000233850
	2367
	5.394
	6.90E-08
	+++
	3.56E-06
	NA

	cg08085199
	ENSG00000120279
	2367
	-5.391
	7.02E-08
	---
	3.61E-06
	MYCT1

	cg08085199
	ENSG00000106952
	2367
	5.389
	7.07E-08
	+++
	3.63E-06
	TNFSF8

	cg08085199
	ENSG00000184992
	2367
	-5.382
	7.36E-08
	---
	3.76E-06
	BRI3BP

	cg08085199
	ENSG00000263899
	2367
	-5.382
	7.36E-08
	---
	3.76E-06
	NA

	cg08085199
	ENSG00000131018
	2367
	-5.37
	7.86E-08
	---
	4.00E-06
	SYNE1

	cg08085199
	ENSG00000124181
	2367
	5.367
	8.00E-08
	+++
	4.06E-06
	PLCG1

	cg08085199
	ENSG00000143801
	2367
	-5.365
	8.08E-08
	---
	4.09E-06
	PSEN2

	cg08085199
	ENSG00000122406
	2367
	5.355
	8.57E-08
	+++
	4.33E-06
	RPL5

	cg08085199
	ENSG00000175505
	2367
	-5.347
	8.94E-08
	---
	4.50E-06
	CLCF1

	cg08085199
	ENSG00000181652
	2367
	5.346
	8.99E-08
	+++
	4.52E-06
	ATG9B

	cg08085199
	ENSG00000110944
	2367
	5.346
	9.02E-08
	+++
	4.52E-06
	IL23A

	cg08085199
	ENSG00000174348
	2367
	-5.344
	9.07E-08
	---
	4.53E-06
	PODN

	cg08085199
	ENSG00000007545
	2367
	-5.317
	1.05E-07
	---
	5.25E-06
	CRAMP1L

	cg08085199
	ENSG00000102900
	2367
	-5.307
	1.11E-07
	-+-
	5.54E-06
	NUP93

	cg08085199
	ENSG00000249978
	2367
	-5.306
	1.12E-07
	---
	5.55E-06
	TRGV7

	cg08085199
	ENSG00000116251
	2367
	5.306
	1.12E-07
	+++
	5.55E-06
	RPL22

	cg08085199
	ENSG00000110076
	2367
	-5.305
	1.13E-07
	---
	5.57E-06
	NRXN2

	cg08085199
	ENSG00000179598
	2367
	5.303
	1.14E-07
	+++
	5.59E-06
	PLD6

	cg08085199
	ENSG00000153071
	2367
	-5.291
	1.22E-07
	---
	5.96E-06
	DAB2

	cg08085199
	ENSG00000211747
	2367
	5.287
	1.24E-07
	+++
	6.08E-06
	TRBV20-1

	cg08085199
	ENSG00000131686
	2367
	5.282
	1.28E-07
	+++
	6.24E-06
	CA6

	cg08085199
	ENSG00000064300
	2367
	-5.273
	1.34E-07
	---
	6.52E-06
	NGFR

	cg08085199
	ENSG00000170004
	2367
	5.265
	1.40E-07
	+++
	6.80E-06
	CHD3

	cg08085199
	ENSG00000148019
	2367
	-5.259
	1.45E-07
	---
	7.03E-06
	CEP78

	cg08085199
	ENSG00000130340
	2367
	5.254
	1.49E-07
	+++
	7.20E-06
	SNX9

	cg08085199
	ENSG00000173114
	2367
	5.251
	1.51E-07
	+++
	7.28E-06
	LRRN3

	cg08085199
	ENSG00000032444
	2367
	-5.25
	1.52E-07
	---
	7.32E-06
	PNPLA6

	cg08085199
	ENSG00000169330
	2367
	-5.246
	1.55E-07
	---
	7.43E-06
	KIAA1024

	cg08085199
	ENSG00000198648
	2367
	-5.246
	1.56E-07
	---
	7.44E-06
	STK39

	cg08085199
	ENSG00000167004
	2367
	-5.237
	1.63E-07
	---
	7.78E-06
	PDIA3

	cg08085199
	ENSG00000174004
	2367
	-5.232
	1.68E-07
	---
	7.98E-06
	NRROS

	cg08085199
	ENSG00000266947
	2367
	5.227
	1.72E-07
	+++
	8.16E-06
	NA

	cg08085199
	ENSG00000163053
	2367
	-5.225
	1.74E-07
	---
	8.23E-06
	SLC16A14

	cg08085199
	ENSG00000215788
	2367
	5.225
	1.74E-07
	+++
	8.23E-06
	TNFRSF25

	cg08085199
	ENSG00000167977
	2367
	-5.221
	1.78E-07
	---
	8.34E-06
	KCTD5

	cg08085199
	ENSG00000110013
	2367
	5.221
	1.78E-07
	+++
	8.34E-06
	SIAE

	cg08085199
	ENSG00000162174
	2367
	-5.22
	1.79E-07
	---
	8.36E-06
	ASRGL1

	cg08085199
	ENSG00000107130
	2367
	-5.219
	1.80E-07
	---
	8.39E-06
	NCS1

	cg08085199
	ENSG00000138835
	2367
	-5.213
	1.85E-07
	---
	8.64E-06
	RGS3

	cg08085199
	ENSG00000204475
	2367
	-5.207
	1.91E-07
	---
	8.90E-06
	NCR3

	cg06483820
	ENSG00000103355
	2367
	-12.097
	1.09E-33
	---
	9.92E-30
	PRSS33

	cg06483820
	ENSG00000112759
	2367
	-12.066
	1.59E-33
	---
	9.92E-30
	SLC29A1

	cg06483820
	ENSG00000105366
	2367
	-12.069
	1.54E-33
	---
	9.92E-30
	SIGLEC8

	cg06483820
	ENSG00000205927
	2367
	-12.025
	2.63E-33
	---
	1.23E-29
	OLIG2

	cg06483820
	ENSG00000121933
	2367
	-11.862
	1.88E-32
	---
	7.01E-29
	ADORA3

	cg06483820
	ENSG00000091181
	2367
	-11.48
	1.66E-30
	---
	5.17E-27
	IL5RA

	cg06483820
	ENSG00000100628
	2367
	-10.812
	3.02E-27
	---
	8.06E-24
	ASB2

	cg06483820
	ENSG00000183134
	2367
	-10.698
	1.04E-26
	---
	2.43E-23
	PTGDR2

	cg06483820
	ENSG00000103056
	2367
	-10.526
	6.52E-26
	---
	1.35E-22
	SMPD3

	cg06483820
	ENSG00000092067
	2367
	-10.325
	5.41E-25
	---
	1.01E-21
	CEBPE

	cg06483820
	ENSG00000167236
	2367
	-9.853
	6.64E-23
	---
	1.13E-19
	CCL23

	cg06483820
	ENSG00000105205
	2367
	-9.764
	1.60E-22
	---
	2.50E-19
	CLC

	cg06483820
	ENSG00000182557
	2367
	-9.741
	2.03E-22
	---
	2.91E-19
	SPNS3

	cg06483820
	ENSG00000174083
	2367
	-9.634
	5.73E-22
	---
	7.65E-19
	PIK3R6

	cg06483820
	ENSG00000168004
	2367
	-9.549
	1.32E-21
	---
	1.54E-18
	HRASLS5

	cg06483820
	ENSG00000138623
	2367
	-9.549
	1.31E-21
	---
	1.54E-18
	SEMA7A

	cg06483820
	ENSG00000131203
	2367
	-9.469
	2.83E-21
	---
	3.12E-18
	IDO1

	cg06483820
	ENSG00000160180
	2367
	-9.421
	4.46E-21
	---
	4.63E-18
	TFF3

	cg06483820
	ENSG00000161905
	2367
	-9.409
	5.01E-21
	---
	4.93E-18
	ALOX15

	cg06483820
	ENSG00000157368
	2367
	-9.066
	1.23E-19
	---
	1.15E-16
	IL34

	cg06483820
	ENSG00000255587
	2367
	-8.957
	3.33E-19
	---
	2.96E-16
	RAB44

	cg06483820
	ENSG00000140263
	2367
	-8.601
	7.90E-18
	---
	6.71E-15
	SORD

	cg06483820
	ENSG00000215148
	2367
	-8.397
	4.56E-17
	---
	3.71E-14
	PRSS41

	cg06483820
	ENSG00000133317
	2367
	-8.325
	8.42E-17
	---
	6.56E-14
	LGALS12

	cg06483820
	ENSG00000151689
	2367
	-8.308
	9.77E-17
	---
	7.30E-14
	INPP1

	cg06483820
	ENSG00000114315
	2367
	-8.095
	5.73E-16
	---
	4.12E-13
	HES1

	cg06483820
	ENSG00000184221
	2367
	-8.02
	1.06E-15
	---
	7.30E-13
	OLIG1

	cg06483820
	ENSG00000259479
	2367
	-7.939
	2.05E-15
	---
	1.37E-12
	NA

	cg06483820
	ENSG00000186204
	2367
	-7.901
	2.76E-15
	---
	1.78E-12
	CYP4F12

	cg06483820
	ENSG00000072134
	2367
	-7.877
	3.36E-15
	---
	2.09E-12
	EPN2

	cg06483820
	ENSG00000130433
	2367
	-7.825
	5.07E-15
	---
	3.06E-12
	CACNG6

	cg06483820
	ENSG00000179627
	2367
	-7.567
	3.83E-14
	---
	2.24E-11
	ZBTB42

	cg06483820
	ENSG00000117461
	2367
	-7.523
	5.35E-14
	---
	3.03E-11
	PIK3R3

	cg06483820
	ENSG00000142408
	2367
	-7.484
	7.19E-14
	---
	3.95E-11
	CACNG8

	cg06483820
	ENSG00000184313
	2367
	-7.325
	2.40E-13
	---
	1.28E-10
	MROH7

	cg06483820
	ENSG00000010310
	2367
	-7.28
	3.33E-13
	---
	1.73E-10
	GIPR

	cg06483820
	ENSG00000099377
	2367
	-7.214
	5.45E-13
	---
	2.75E-10
	HSD3B7

	cg06483820
	ENSG00000119943
	2367
	-7.081
	1.44E-12
	---
	7.06E-10
	PYROXD2

	cg06483820
	ENSG00000145990
	2367
	-7.07
	1.55E-12
	---
	7.42E-10
	GFOD1

	cg06483820
	ENSG00000159618
	2367
	-7.026
	2.12E-12
	---
	9.92E-10
	GPR114

	cg06483820
	ENSG00000196220
	2367
	-7.002
	2.52E-12
	---
	1.15E-09
	SRGAP3

	cg06483820
	ENSG00000268758
	2367
	-6.951
	3.64E-12
	---
	1.62E-09
	EMR4P

	cg06483820
	ENSG00000134072
	2367
	-6.822
	8.96E-12
	---
	3.89E-09
	CAMK1

	cg06483820
	ENSG00000174837
	2367
	-6.772
	1.27E-11
	---
	5.41E-09
	EMR1

	cg06483820
	ENSG00000115602
	2367
	-6.664
	2.66E-11
	---
	1.10E-08
	IL1RL1

	cg06483820
	ENSG00000184371
	2367
	-6.641
	3.11E-11
	---
	1.26E-08
	CSF1

	cg06483820
	ENSG00000189068
	2367
	-6.624
	3.49E-11
	---
	1.39E-08
	VSTM1

	cg06483820
	ENSG00000250548
	2367
	-6.572
	4.97E-11
	---
	1.94E-08
	NA

	cg06483820
	ENSG00000182240
	2367
	-6.519
	7.08E-11
	---
	2.70E-08
	BACE2

	cg06483820
	ENSG00000158006
	2367
	-6.507
	7.65E-11
	---
	2.86E-08
	PAFAH2

	cg06483820
	ENSG00000010278
	2367
	-6.469
	9.88E-11
	---
	3.62E-08
	CD9

	cg06483820
	ENSG00000162881
	2367
	-6.42
	1.36E-10
	---
	4.89E-08
	OXER1

	cg06483820
	ENSG00000196422
	2367
	-6.273
	3.54E-10
	---
	1.25E-07
	PPP1R26

	cg06483820
	ENSG00000167107
	2367
	-6.235
	4.53E-10
	---
	1.57E-07
	ACSF2

	cg06483820
	ENSG00000109099
	2367
	-6.151
	7.69E-10
	---
	2.61E-07
	PMP22

	cg06483820
	ENSG00000204161
	2367
	-6.106
	1.02E-09
	---
	3.41E-07
	C10orf128

	cg06483820
	ENSG00000175591
	2367
	-6.034
	1.60E-09
	---
	5.25E-07
	P2RY2

	cg06483820
	ENSG00000162390
	2367
	-5.985
	2.17E-09
	---
	6.89E-07
	ACOT11

	cg06483820
	ENSG00000260401
	2367
	-5.984
	2.17E-09
	---
	6.89E-07
	NA

	cg06483820
	ENSG00000134489
	2367
	-5.97
	2.37E-09
	---
	7.37E-07
	HRH4

	cg06483820
	ENSG00000165140
	2367
	-5.968
	2.41E-09
	---
	7.37E-07
	FBP1

	cg06483820
	ENSG00000068028
	2367
	-5.96
	2.52E-09
	---
	7.60E-07
	RASSF1

	cg06483820
	ENSG00000121691
	2367
	-5.845
	5.06E-09
	---
	1.50E-06
	CAT

	cg06483820
	ENSG00000166016
	2367
	-5.819
	5.92E-09
	---
	1.73E-06
	ABTB2

	cg06483820
	ENSG00000113296
	2367
	-5.741
	9.39E-09
	---
	2.70E-06
	THBS4

	cg06483820
	ENSG00000120279
	2367
	-5.721
	1.06E-08
	---
	3.00E-06
	MYCT1

	cg06483820
	ENSG00000153721
	2367
	-5.63
	1.80E-08
	---
	4.94E-06
	CNKSR3

	cg06483820
	ENSG00000183625
	2367
	-5.632
	1.79E-08
	---
	4.94E-06
	CCR3

	cg06483820
	ENSG00000166483
	2367
	-5.575
	2.48E-08
	---
	6.71E-06
	WEE1

	cg06483820
	ENSG00000071205
	2367
	-5.527
	3.26E-08
	---
	8.71E-06
	ARHGAP10

	cg06483820
	ENSG00000177374
	2367
	-5.382
	7.38E-08
	---
	1.94E-05
	HIC1

	cg06483820
	ENSG00000230107
	2367
	-5.371
	7.82E-08
	---
	2.03E-05
	NA

	cg06483820
	ENSG00000156869
	2367
	-5.348
	8.88E-08
	---
	2.27E-05
	FRRS1

	cg06483820
	ENSG00000188822
	2367
	-5.34
	9.31E-08
	---
	2.35E-05
	CNR2

	cg06483820
	ENSG00000163053
	2367
	-5.284
	1.27E-07
	---
	3.16E-05
	SLC16A14

	cg06483820
	ENSG00000261888
	2367
	-5.27
	1.36E-07
	---
	3.35E-05
	NA

	cg06483820
	ENSG00000162174
	2367
	-5.244
	1.57E-07
	---
	3.82E-05
	ASRGL1

	cg06483820
	ENSG00000135605
	2367
	-5.23
	1.70E-07
	---
	4.06E-05
	TEC

	cg03131767
	ENSG00000112759
	2367
	-16.447
	8.78E-61
	---
	1.64E-56
	SLC29A1

	cg03131767
	ENSG00000105366
	2367
	-15.76
	5.83E-56
	---
	5.45E-52
	SIGLEC8

	cg03131767
	ENSG00000103355
	2367
	-15.658
	2.94E-55
	---
	1.83E-51
	PRSS33

	cg03131767
	ENSG00000183134
	2367
	-14.557
	5.29E-48
	---
	2.47E-44
	PTGDR2

	cg03131767
	ENSG00000091181
	2367
	-14.419
	3.96E-47
	---
	1.48E-43
	IL5RA

	cg03131767
	ENSG00000205927
	2367
	-14.129
	2.52E-45
	---
	6.74E-42
	OLIG2

	cg03131767
	ENSG00000121933
	2367
	-14.129
	2.53E-45
	---
	6.74E-42
	ADORA3

	cg03131767
	ENSG00000103056
	2367
	-13.994
	1.70E-44
	---
	3.98E-41
	SMPD3

	cg03131767
	ENSG00000105205
	2367
	-13.94
	3.64E-44
	---
	7.56E-41
	CLC

	cg03131767
	ENSG00000131203
	2367
	-13.794
	2.77E-43
	---
	5.18E-40
	IDO1

	cg03131767
	ENSG00000138623
	2367
	-13.326
	1.65E-40
	---
	2.80E-37
	SEMA7A

	cg03131767
	ENSG00000182240
	2367
	-13.25
	4.52E-40
	---
	7.04E-37
	BACE2

	cg03131767
	ENSG00000092067
	2367
	-13.227
	6.14E-40
	---
	8.82E-37
	CEBPE

	cg03131767
	ENSG00000174083
	2367
	-13.18
	1.14E-39
	---
	1.52E-36
	PIK3R6

	cg03131767
	ENSG00000140263
	2367
	-13.083
	4.10E-39
	---
	5.11E-36
	SORD

	cg03131767
	ENSG00000100628
	2367
	-12.421
	2.01E-35
	---
	2.35E-32
	ASB2

	cg03131767
	ENSG00000130433
	2367
	-12.304
	8.58E-35
	---
	9.44E-32
	CACNG6

	cg03131767
	ENSG00000168004
	2367
	-12.262
	1.46E-34
	---
	1.51E-31
	HRASLS5

	cg03131767
	ENSG00000182557
	2367
	-12.219
	2.45E-34
	---
	2.41E-31
	SPNS3

	cg03131767
	ENSG00000167236
	2367
	-12.148
	5.90E-34
	---
	5.52E-31
	CCL23

	cg03131767
	ENSG00000255587
	2367
	-12.018
	2.88E-33
	---
	2.56E-30
	RAB44

	cg03131767
	ENSG00000157368
	2367
	-11.7
	1.28E-31
	---
	1.09E-28
	IL34

	cg03131767
	ENSG00000114315
	2367
	-11.542
	8.10E-31
	---
	6.58E-28
	HES1

	cg03131767
	ENSG00000161905
	2367
	-11.163
	6.16E-29
	---
	4.79E-26
	ALOX15

	cg03131767
	ENSG00000151689
	2367
	-11.159
	6.46E-29
	---
	4.83E-26
	INPP1

	cg03131767
	ENSG00000179627
	2367
	-10.981
	4.70E-28
	---
	3.38E-25
	ZBTB42

	cg03131767
	ENSG00000162390
	2367
	-10.811
	3.04E-27
	---
	2.11E-24
	ACOT11

	cg03131767
	ENSG00000184221
	2367
	-10.763
	5.16E-27
	---
	3.45E-24
	OLIG1

	cg03131767
	ENSG00000160180
	2367
	-10.557
	4.71E-26
	---
	3.04E-23
	TFF3

	cg03131767
	ENSG00000188822
	2367
	-10.499
	8.75E-26
	---
	5.45E-23
	CNR2

	cg03131767
	ENSG00000215148
	2367
	-10.429
	1.84E-25
	---
	1.11E-22
	PRSS41

	cg03131767
	ENSG00000133317
	2367
	-10.235
	1.38E-24
	---
	8.07E-22
	LGALS12

	cg03131767
	ENSG00000109099
	2367
	-10.192
	2.15E-24
	---
	1.22E-21
	PMP22

	cg03131767
	ENSG00000142408
	2367
	-10.171
	2.67E-24
	---
	1.47E-21
	CACNG8

	cg03131767
	ENSG00000115602
	2367
	-9.954
	2.43E-23
	---
	1.30E-20
	IL1RL1

	cg03131767
	ENSG00000135605
	2367
	-9.671
	4.01E-22
	---
	2.08E-19
	TEC

	cg03131767
	ENSG00000186204
	2367
	-9.639
	5.48E-22
	---
	2.77E-19
	CYP4F12

	cg03131767
	ENSG00000134072
	2367
	-9.606
	7.52E-22
	---
	3.70E-19
	CAMK1

	cg03131767
	ENSG00000119943
	2367
	-9.594
	8.49E-22
	---
	4.07E-19
	PYROXD2

	cg03131767
	ENSG00000196422
	2367
	-9.527
	1.62E-21
	---
	7.56E-19
	PPP1R26

	cg03131767
	ENSG00000184371
	2367
	-9.447
	3.50E-21
	---
	1.59E-18
	CSF1

	cg03131767
	ENSG00000072134
	2367
	-9.429
	4.16E-21
	---
	1.85E-18
	EPN2

	cg03131767
	ENSG00000134489
	2367
	-9.376
	6.87E-21
	---
	2.99E-18
	HRH4

	cg03131767
	ENSG00000260401
	2367
	-9.34
	9.67E-21
	---
	4.11E-18
	NA

	cg03131767
	ENSG00000174837
	2367
	-9.334
	1.02E-20
	---
	4.25E-18
	EMR1

	cg03131767
	ENSG00000099377
	2367
	-9.277
	1.74E-20
	---
	7.06E-18
	HSD3B7

	cg03131767
	ENSG00000189068
	2367
	-9.269
	1.89E-20
	---
	7.50E-18
	VSTM1

	cg03131767
	ENSG00000183625
	2367
	-9.232
	2.65E-20
	---
	1.03E-17
	CCR3

	cg03131767
	ENSG00000167107
	2367
	-9.226
	2.82E-20
	---
	1.08E-17
	ACSF2

	cg03131767
	ENSG00000120279
	2367
	-8.842
	9.40E-19
	---
	3.51E-16
	MYCT1

	cg03131767
	ENSG00000268758
	2367
	-8.582
	9.33E-18
	---
	3.42E-15
	EMR4P

	cg03131767
	ENSG00000196220
	2367
	-8.555
	1.18E-17
	---
	4.23E-15
	SRGAP3

	cg03131767
	ENSG00000166016
	2367
	-8.516
	1.65E-17
	---
	5.83E-15
	ABTB2

	cg03131767
	ENSG00000175591
	2367
	-8.498
	1.92E-17
	---
	6.66E-15
	P2RY2

	cg03131767
	ENSG00000165702
	2367
	-8.346
	7.09E-17
	---
	2.41E-14
	GFI1B

	cg03131767
	ENSG00000259479
	2367
	-8.183
	2.76E-16
	---
	9.23E-14
	NA

	cg03131767
	ENSG00000184313
	2367
	-8.137
	4.05E-16
	---
	1.33E-13
	MROH7

	cg03131767
	ENSG00000121691
	2367
	-8.132
	4.22E-16
	---
	1.36E-13
	CAT

	cg03131767
	ENSG00000117461
	2367
	-8.108
	5.15E-16
	---
	1.63E-13
	PIK3R3

	cg03131767
	ENSG00000169385
	2367
	-7.914
	2.48E-15
	---
	7.74E-13
	RNASE2

	cg03131767
	ENSG00000087258
	2367
	-7.866
	3.65E-15
	---
	1.12E-12
	GNAO1

	cg03131767
	ENSG00000156869
	2367
	-7.853
	4.07E-15
	---
	1.23E-12
	FRRS1

	cg03131767
	ENSG00000153885
	2367
	-7.816
	5.45E-15
	---
	1.62E-12
	KCTD15

	cg03131767
	ENSG00000106003
	2367
	-7.801
	6.16E-15
	---
	1.80E-12
	LFNG

	cg03131767
	ENSG00000166483
	2367
	-7.778
	7.37E-15
	---
	2.12E-12
	WEE1

	cg03131767
	ENSG00000049089
	2367
	-7.74
	9.91E-15
	---
	2.81E-12
	COL9A2

	cg03131767
	ENSG00000119772
	2367
	7.648
	2.05E-14
	+++
	5.71E-12
	DNMT3A

	cg03131767
	ENSG00000162881
	2367
	-7.614
	2.67E-14
	---
	7.33E-12
	OXER1

	cg03131767
	ENSG00000103319
	2367
	-7.579
	3.48E-14
	---
	9.42E-12
	EEF2K

	cg03131767
	ENSG00000128268
	2367
	-7.43
	1.09E-13
	---
	2.91E-11
	MGAT3

	cg03131767
	ENSG00000145990
	2367
	-7.407
	1.29E-13
	---
	3.40E-11
	GFOD1

	cg03131767
	ENSG00000010310
	2367
	-7.384
	1.54E-13
	---
	4.00E-11
	GIPR

	cg03131767
	ENSG00000131773
	2367
	-7.381
	1.57E-13
	---
	4.03E-11
	KHDRBS3

	cg03131767
	ENSG00000124191
	2367
	-7.37
	1.71E-13
	---
	4.32E-11
	TOX2

	cg03131767
	ENSG00000102900
	2367
	-7.345
	2.06E-13
	---
	5.13E-11
	NUP93

	cg03131767
	ENSG00000062485
	2367
	-7.322
	2.45E-13
	---
	6.02E-11
	CS

	cg03131767
	ENSG00000204161
	2367
	-7.308
	2.70E-13
	---
	6.56E-11
	C10orf128

	cg03131767
	ENSG00000071242
	2367
	-7.281
	3.32E-13
	---
	7.94E-11
	RPS6KA2

	cg03131767
	ENSG00000225339
	2367
	-7.274
	3.48E-13
	---
	8.23E-11
	NA

	cg03131767
	ENSG00000250548
	2367
	-7.246
	4.29E-13
	---
	1.00E-10
	NA

	cg03131767
	ENSG00000153721
	2367
	-7.229
	4.85E-13
	---
	1.12E-10
	CNKSR3

	cg03131767
	ENSG00000137672
	2367
	-7.194
	6.31E-13
	---
	1.44E-10
	TRPC6

	cg03131767
	ENSG00000158246
	2367
	-7.088
	1.36E-12
	---
	3.07E-10
	FAM46B

	cg03131767
	ENSG00000225434
	2367
	-7.06
	1.67E-12
	---
	3.71E-10
	NA

	cg03131767
	ENSG00000159618
	2367
	-7.04
	1.93E-12
	---
	4.24E-10
	GPR114

	cg03131767
	ENSG00000167995
	2367
	7.013
	2.33E-12
	+++
	5.07E-10
	BEST1

	cg03131767
	ENSG00000165914
	2367
	-7.008
	2.42E-12
	---
	5.21E-10
	TTC7B

	cg03131767
	ENSG00000264695
	2367
	-7.004
	2.50E-12
	---
	5.30E-10
	NA

	cg03131767
	ENSG00000125657
	2367
	-6.995
	2.65E-12
	---
	5.57E-10
	TNFSF9

	cg03131767
	ENSG00000116016
	2367
	-6.975
	3.07E-12
	---
	6.37E-10
	EPAS1

	cg03131767
	ENSG00000250696
	2367
	-6.916
	4.64E-12
	---
	9.53E-10
	NA

	cg03131767
	ENSG00000071205
	2367
	-6.894
	5.41E-12
	---
	1.10E-09
	ARHGAP10

	cg03131767
	ENSG00000186792
	2367
	-6.89
	5.57E-12
	---
	1.12E-09
	HYAL3

	cg03131767
	ENSG00000010278
	2367
	-6.759
	1.39E-11
	---
	2.77E-09
	CD9

	cg03131767
	ENSG00000066468
	2367
	-6.746
	1.52E-11
	---
	2.98E-09
	FGFR2

	cg03131767
	ENSG00000163053
	2367
	-6.731
	1.69E-11
	---
	3.29E-09
	SLC16A14

	cg03131767
	ENSG00000259953
	2367
	-6.722
	1.79E-11
	---
	3.45E-09
	NA

	cg03131767
	ENSG00000119711
	2367
	-6.711
	1.93E-11
	---
	3.69E-09
	ALDH6A1

	cg03131767
	ENSG00000117640
	2367
	-6.673
	2.50E-11
	---
	4.73E-09
	MTFR1L

	cg03131767
	ENSG00000134107
	2367
	-6.665
	2.65E-11
	---
	4.94E-09
	BHLHE40

	cg03131767
	ENSG00000167549
	2367
	-6.659
	2.75E-11
	---
	5.09E-09
	CORO6

	cg03131767
	ENSG00000196581
	2367
	-6.51
	7.54E-11
	---
	1.38E-08
	AJAP1

	cg03131767
	ENSG00000162174
	2367
	-6.444
	1.16E-10
	---
	2.11E-08
	ASRGL1

	cg03131767
	ENSG00000261113
	2367
	-6.438
	1.21E-10
	---
	2.17E-08
	NA

	cg03131767
	ENSG00000147872
	2367
	-6.435
	1.23E-10
	---
	2.19E-08
	PLIN2

	cg03131767
	ENSG00000154358
	2367
	6.383
	1.74E-10
	+++
	3.06E-08
	OBSCN

	cg03131767
	ENSG00000100150
	2367
	-6.347
	2.20E-10
	---
	3.84E-08
	DEPDC5

	cg03131767
	ENSG00000157388
	2367
	-6.321
	2.60E-10
	---
	4.49E-08
	CACNA1D

	cg03131767
	ENSG00000197093
	2367
	6.273
	3.53E-10
	+++
	6.06E-08
	GAL3ST4

	cg03131767
	ENSG00000169330
	2367
	-6.262
	3.81E-10
	---
	6.47E-08
	KIAA1024

	cg03131767
	ENSG00000175857
	2367
	-6.215
	5.14E-10
	---
	8.65E-08
	GAPT

	cg03131767
	ENSG00000175130
	2367
	-6.186
	6.15E-10
	---
	1.03E-07
	MARCKSL1

	cg03131767
	ENSG00000139629
	2367
	-6.167
	6.96E-10
	---
	1.15E-07
	GALNT6

	cg03131767
	ENSG00000158122
	2367
	-6.108
	1.01E-09
	---
	1.65E-07
	AAED1

	cg03131767
	ENSG00000124019
	2367
	-6.099
	1.07E-09
	---
	1.74E-07
	FAM124B

	cg03131767
	ENSG00000238164
	2367
	-6.067
	1.30E-09
	---
	2.10E-07
	NA

	cg03131767
	ENSG00000167074
	2367
	-6.052
	1.43E-09
	---
	2.28E-07
	TEF

	cg03131767
	ENSG00000175505
	2367
	-6.025
	1.70E-09
	---
	2.68E-07
	CLCF1

	cg03131767
	ENSG00000032444
	2367
	-6.002
	1.95E-09
	---
	3.05E-07
	PNPLA6

	cg03131767
	ENSG00000255026
	2367
	5.997
	2.01E-09
	+++
	3.13E-07
	NA

	cg03131767
	ENSG00000177685
	2367
	-5.965
	2.45E-09
	---
	3.78E-07
	EFCAB4A

	cg03131767
	ENSG00000185432
	2367
	-5.94
	2.85E-09
	---
	4.33E-07
	METTL7A

	cg03131767
	ENSG00000146904
	2367
	5.94
	2.85E-09
	+++
	4.33E-07
	EPHA1

	cg03131767
	ENSG00000231062
	2367
	5.936
	2.93E-09
	+++
	4.41E-07
	NA

	cg03131767
	ENSG00000117643
	2367
	5.898
	3.67E-09
	+++
	5.49E-07
	MAN1C1

	cg03131767
	ENSG00000160325
	2367
	-5.895
	3.74E-09
	---
	5.50E-07
	CACFD1

	cg03131767
	ENSG00000228549
	2367
	-5.895
	3.74E-09
	---
	5.50E-07
	NA

	cg03131767
	ENSG00000213420
	2367
	5.883
	4.04E-09
	+++
	5.89E-07
	GPC2

	cg03131767
	ENSG00000157593
	2367
	-5.847
	5.00E-09
	---
	7.24E-07
	SLC35B2

	cg03131767
	ENSG00000113296
	2367
	-5.832
	5.46E-09
	---
	7.85E-07
	THBS4

	cg03131767
	ENSG00000002726
	2367
	-5.83
	5.55E-09
	---
	7.91E-07
	AOC1

	cg03131767
	ENSG00000182983
	2367
	5.814
	6.10E-09
	+++
	8.64E-07
	ZNF662

	cg03131767
	ENSG00000072071
	2367
	5.809
	6.28E-09
	+++
	8.82E-07
	LPHN1

	cg03131767
	ENSG00000139641
	2367
	-5.783
	7.35E-09
	---
	1.02E-06
	ESYT1

	cg03131767
	ENSG00000106868
	2367
	-5.779
	7.52E-09
	---
	1.04E-06
	SUSD1

	cg03131767
	ENSG00000101445
	2367
	-5.776
	7.63E-09
	---
	1.05E-06
	PPP1R16B

	cg03131767
	ENSG00000185052
	2367
	-5.775
	7.68E-09
	---
	1.05E-06
	SLC24A3

	cg03131767
	ENSG00000105220
	2367
	-5.721
	1.06E-08
	---
	1.43E-06
	GPI

	cg03131767
	ENSG00000075142
	2367
	-5.711
	1.12E-08
	---
	1.51E-06
	SRI

	cg03131767
	ENSG00000105048
	2367
	-5.703
	1.17E-08
	---
	1.57E-06
	TNNT1

	cg03131767
	ENSG00000110651
	2367
	-5.688
	1.29E-08
	---
	1.70E-06
	CD81

	cg03131767
	ENSG00000068028
	2367
	-5.683
	1.32E-08
	---
	1.74E-06
	RASSF1

	cg03131767
	ENSG00000008853
	2367
	-5.679
	1.35E-08
	---
	1.77E-06
	RHOBTB2

	cg03131767
	ENSG00000189283
	2367
	5.678
	1.36E-08
	+++
	1.77E-06
	FHIT

	cg03131767
	ENSG00000168765
	2367
	-5.665
	1.47E-08
	---
	1.89E-06
	GSTM4

	cg03131767
	ENSG00000166689
	2367
	-5.653
	1.58E-08
	---
	2.02E-06
	PLEKHA7

	cg03131767
	ENSG00000165140
	2367
	-5.639
	1.71E-08
	---
	2.17E-06
	FBP1

	cg03131767
	ENSG00000070018
	2367
	5.62
	1.91E-08
	+++
	2.41E-06
	LRP6

	cg03131767
	ENSG00000184014
	2367
	5.565
	2.62E-08
	+++
	3.28E-06
	DENND5A

	cg03131767
	ENSG00000169397
	2367
	-5.545
	2.94E-08
	---
	3.66E-06
	RNASE3

	cg03131767
	ENSG00000050438
	2367
	-5.542
	3.00E-08
	---
	3.71E-06
	SLC4A8

	cg03131767
	ENSG00000135245
	2367
	-5.521
	3.37E-08
	---
	4.14E-06
	HILPDA

	cg03131767
	ENSG00000149657
	2367
	-5.487
	4.09E-08
	---
	5.00E-06
	LSM14B

	cg03131767
	ENSG00000112664
	2367
	-5.482
	4.19E-08
	---
	5.09E-06
	NA

	cg03131767
	ENSG00000073331
	2367
	5.465
	4.63E-08
	+++
	5.55E-06
	ALPK1

	cg03131767
	ENSG00000261888
	2367
	-5.465
	4.63E-08
	---
	5.55E-06
	NA

	cg03131767
	ENSG00000137496
	2367
	-5.458
	4.82E-08
	---
	5.74E-06
	IL18BP

	cg03131767
	ENSG00000135960
	2367
	5.449
	5.07E-08
	+++
	5.99E-06
	EDAR

	cg03131767
	ENSG00000147443
	2367
	-5.442
	5.27E-08
	---
	6.20E-06
	DOK2

	cg03131767
	ENSG00000101665
	2367
	-5.436
	5.44E-08
	---
	6.35E-06
	SMAD7

	cg03131767
	ENSG00000164292
	2367
	-5.424
	5.83E-08
	---
	6.72E-06
	RHOBTB3

	cg03131767
	ENSG00000120915
	2367
	5.425
	5.80E-08
	+++
	6.72E-06
	EPHX2

	cg03131767
	ENSG00000134256
	2367
	-5.415
	6.11E-08
	---
	7.01E-06
	CD101

	cg03131767
	ENSG00000003400
	2367
	5.413
	6.20E-08
	+++
	7.07E-06
	CASP10

	cg03131767
	ENSG00000092820
	2367
	-5.4
	6.66E-08
	-+-
	7.55E-06
	EZR

	cg03131767
	ENSG00000258987
	1464
	-5.376
	7.62E-08
	--?
	8.58E-06
	NA

	cg03131767
	ENSG00000101298
	2367
	5.369
	7.93E-08
	+++
	8.87E-06
	SNPH

	cg03131767
	ENSG00000232022
	2367
	-5.355
	8.53E-08
	---
	9.49E-06
	NA

	cg03131767
	ENSG00000103569
	2367
	5.339
	9.37E-08
	+++
	1.04E-05
	AQP9

	cg03131767
	ENSG00000197183
	2367
	5.336
	9.51E-08
	+++
	1.05E-05
	C20orf112

	cg03131767
	ENSG00000138640
	2367
	5.327
	1.00E-07
	+++
	1.09E-05
	FAM13A

	cg03131767
	ENSG00000179029
	2367
	-5.316
	1.06E-07
	---
	1.15E-05
	TMEM107

	cg03131767
	ENSG00000100100
	2367
	5.302
	1.14E-07
	+++
	1.23E-05
	PIK3IP1

	cg03131767
	ENSG00000142512
	2367
	-5.295
	1.19E-07
	---
	1.28E-05
	SIGLEC10

	cg03131767
	ENSG00000124225
	2367
	5.284
	1.26E-07
	+++
	1.35E-05
	PMEPA1

	cg03131767
	ENSG00000154814
	2367
	5.277
	1.32E-07
	+++
	1.39E-05
	OXNAD1

	cg03131767
	ENSG00000169814
	2367
	-5.276
	1.32E-07
	---
	1.39E-05
	BTD

	cg03131767
	ENSG00000171843
	2367
	5.273
	1.34E-07
	+++
	1.41E-05
	MLLT3

	cg03131767
	ENSG00000224137
	2367
	-5.265
	1.40E-07
	---
	1.46E-05
	NA

	cg03131767
	ENSG00000243477
	2367
	-5.234
	1.66E-07
	---
	1.72E-05
	NAT6

	cg03131767
	ENSG00000142686
	2367
	-5.231
	1.68E-07
	---
	1.74E-05
	C1orf216

	cg03131767
	ENSG00000258511
	2367
	5.217
	1.82E-07
	+++
	1.86E-05
	NA

	cg03131767
	ENSG00000169122
	2367
	-5.216
	1.83E-07
	---
	1.87E-05
	FAM110B

	cg03131767
	ENSG00000147457
	2367
	5.213
	1.85E-07
	+++
	1.88E-05
	CHMP7

	cg03131767
	ENSG00000005189
	2367
	-5.208
	1.91E-07
	---
	1.93E-05
	NA

	cg01901579
	ENSG00000112759
	2367
	-24.394
	2.00E-131
	---
	3.74E-127
	SLC29A1

	cg01901579
	ENSG00000105366
	2367
	-24.03
	1.36E-127
	---
	1.27E-123
	SIGLEC8

	cg01901579
	ENSG00000205927
	2367
	-23.906
	2.66E-126
	---
	1.66E-122
	OLIG2

	cg01901579
	ENSG00000103355
	2367
	-22.944
	1.70E-116
	---
	7.94E-113
	PRSS33

	cg01901579
	ENSG00000091181
	2367
	-22.848
	1.52E-115
	---
	5.68E-112
	IL5RA

	cg01901579
	ENSG00000103056
	2367
	-22.518
	2.76E-112
	---
	8.60E-109
	SMPD3

	cg01901579
	ENSG00000183134
	2367
	-22.356
	1.07E-110
	---
	2.86E-107
	PTGDR2

	cg01901579
	ENSG00000121933
	2367
	-22.314
	2.72E-110
	---
	6.35E-107
	ADORA3

	cg01901579
	ENSG00000167236
	2367
	-21.751
	6.72E-105
	---
	1.40E-101
	CCL23

	cg01901579
	ENSG00000092067
	2367
	-20.67
	6.49E-95
	---
	1.21E-91
	CEBPE

	cg01901579
	ENSG00000174083
	2367
	-19.933
	2.12E-88
	---
	3.60E-85
	PIK3R6

	cg01901579
	ENSG00000182557
	2367
	-19.851
	1.07E-87
	---
	1.67E-84
	SPNS3

	cg01901579
	ENSG00000168004
	2367
	-19.454
	2.68E-84
	---
	3.86E-81
	HRASLS5

	cg01901579
	ENSG00000105205
	2367
	-19.433
	4.08E-84
	---
	5.45E-81
	CLC

	cg01901579
	ENSG00000157368
	2367
	-19.242
	1.66E-82
	---
	2.06E-79
	IL34

	cg01901579
	ENSG00000131203
	2367
	-19.114
	1.93E-81
	---
	2.25E-78
	IDO1

	cg01901579
	ENSG00000100628
	2367
	-18.15
	1.28E-73
	---
	1.39E-70
	ASB2

	cg01901579
	ENSG00000160180
	2367
	-18.148
	1.34E-73
	---
	1.39E-70
	TFF3

	cg01901579
	ENSG00000138623
	2367
	-17.871
	2.00E-71
	---
	1.97E-68
	SEMA7A

	cg01901579
	ENSG00000130433
	2367
	-17.737
	2.18E-70
	---
	2.04E-67
	CACNG6

	cg01901579
	ENSG00000140263
	2367
	-17.319
	3.40E-67
	---
	3.02E-64
	SORD

	cg01901579
	ENSG00000215148
	2367
	-17.196
	2.86E-66
	---
	2.43E-63
	PRSS41

	cg01901579
	ENSG00000255587
	2367
	-17.152
	6.03E-66
	---
	4.90E-63
	RAB44

	cg01901579
	ENSG00000161905
	2367
	-16.932
	2.63E-64
	---
	2.05E-61
	ALOX15

	cg01901579
	ENSG00000184221
	2367
	-16.55
	1.60E-61
	---
	1.19E-58
	OLIG1

	cg01901579
	ENSG00000109099
	2367
	-16.359
	3.76E-60
	---
	2.71E-57
	PMP22

	cg01901579
	ENSG00000114315
	2367
	-16.275
	1.47E-59
	---
	1.02E-56
	HES1

	cg01901579
	ENSG00000133317
	2367
	-16.119
	1.87E-58
	---
	1.25E-55
	LGALS12

	cg01901579
	ENSG00000142408
	2367
	-16.117
	1.94E-58
	---
	1.25E-55
	CACNG8

	cg01901579
	ENSG00000134489
	2367
	-15.64
	3.86E-55
	---
	2.40E-52
	HRH4

	cg01901579
	ENSG00000182240
	2367
	-15.272
	1.17E-52
	---
	7.06E-50
	BACE2

	cg01901579
	ENSG00000179627
	2367
	-15.144
	8.30E-52
	---
	4.85E-49
	ZBTB42

	cg01901579
	ENSG00000072134
	2367
	-15.103
	1.56E-51
	---
	8.82E-49
	EPN2

	cg01901579
	ENSG00000268758
	2367
	-14.924
	2.29E-50
	---
	1.26E-47
	EMR4P

	cg01901579
	ENSG00000186204
	2367
	-14.901
	3.24E-50
	---
	1.73E-47
	CYP4F12

	cg01901579
	ENSG00000120279
	2367
	-14.691
	7.39E-49
	---
	3.83E-46
	MYCT1

	cg01901579
	ENSG00000115602
	2367
	-14.356
	9.73E-47
	---
	4.92E-44
	IL1RL1

	cg01901579
	ENSG00000162390
	2367
	-14.279
	2.95E-46
	---
	1.45E-43
	ACOT11

	cg01901579
	ENSG00000260401
	2367
	-13.945
	3.40E-44
	---
	1.63E-41
	NA

	cg01901579
	ENSG00000259479
	2367
	-13.9
	6.30E-44
	---
	2.94E-41
	NA

	cg01901579
	ENSG00000184371
	2367
	-13.807
	2.32E-43
	---
	1.06E-40
	CSF1

	cg01901579
	ENSG00000189068
	2367
	-13.526
	1.10E-41
	---
	4.90E-39
	VSTM1

	cg01901579
	ENSG00000166016
	2367
	-13.373
	8.67E-41
	---
	3.77E-38
	ABTB2

	cg01901579
	ENSG00000151689
	2367
	-13.308
	2.08E-40
	---
	8.84E-38
	INPP1

	cg01901579
	ENSG00000099377
	2367
	-13.267
	3.60E-40
	---
	1.50E-37
	HSD3B7

	cg01901579
	ENSG00000134072
	2367
	-13.262
	3.86E-40
	---
	1.57E-37
	CAMK1

	cg01901579
	ENSG00000174837
	2367
	-13.235
	5.49E-40
	---
	2.18E-37
	EMR1

	cg01901579
	ENSG00000196220
	2367
	-13.219
	6.84E-40
	---
	2.61E-37
	SRGAP3

	cg01901579
	ENSG00000119943
	2367
	-13.22
	6.76E-40
	---
	2.61E-37
	PYROXD2

	cg01901579
	ENSG00000175591
	2367
	-13.171
	1.29E-39
	---
	4.84E-37
	P2RY2

	cg01901579
	ENSG00000113296
	2367
	-13.165
	1.40E-39
	---
	5.14E-37
	THBS4

	cg01901579
	ENSG00000071242
	2367
	-13.114
	2.74E-39
	---
	9.85E-37
	RPS6KA2

	cg01901579
	ENSG00000145990
	2367
	-12.922
	3.37E-38
	---
	1.19E-35
	GFOD1

	cg01901579
	ENSG00000184313
	2367
	-12.735
	3.78E-37
	---
	1.31E-34
	MROH7

	cg01901579
	ENSG00000250548
	2367
	-11.851
	2.12E-32
	---
	7.21E-30
	NA

	cg01901579
	ENSG00000103319
	2367
	-11.585
	4.90E-31
	---
	1.64E-28
	EEF2K

	cg01901579
	ENSG00000183625
	2367
	-11.577
	5.41E-31
	---
	1.77E-28
	CCR3

	cg01901579
	ENSG00000165702
	2367
	-11.518
	1.08E-30
	---
	3.47E-28
	GFI1B

	cg01901579
	ENSG00000162881
	2367
	-11.425
	3.15E-30
	---
	9.99E-28
	OXER1

	cg01901579
	ENSG00000135605
	2367
	-11.423
	3.21E-30
	---
	9.99E-28
	TEC

	cg01901579
	ENSG00000163053
	2367
	-11.4
	4.20E-30
	---
	1.29E-27
	SLC16A14

	cg01901579
	ENSG00000121691
	2367
	-11.288
	1.51E-29
	---
	4.56E-27
	CAT

	cg01901579
	ENSG00000196422
	2367
	-11.281
	1.62E-29
	---
	4.81E-27
	PPP1R26

	cg01901579
	ENSG00000196581
	2367
	-11.156
	6.71E-29
	---
	1.96E-26
	AJAP1

	cg01901579
	ENSG00000264695
	2367
	-11.078
	1.61E-28
	---
	4.63E-26
	NA

	cg01901579
	ENSG00000204161
	2367
	-10.998
	3.92E-28
	---
	1.11E-25
	C10orf128

	cg01901579
	ENSG00000156869
	2367
	-10.934
	7.90E-28
	---
	2.20E-25
	FRRS1

	cg01901579
	ENSG00000165914
	2367
	-10.89
	1.29E-27
	---
	3.53E-25
	TTC7B

	cg01901579
	ENSG00000188822
	2367
	-10.871
	1.59E-27
	---
	4.31E-25
	CNR2

	cg01901579
	ENSG00000010278
	2367
	-10.847
	2.06E-27
	---
	5.51E-25
	CD9

	cg01901579
	ENSG00000117640
	2367
	-10.779
	4.34E-27
	---
	1.14E-24
	MTFR1L

	cg01901579
	ENSG00000162174
	2367
	-10.73
	7.33E-27
	---
	1.90E-24
	ASRGL1

	cg01901579
	ENSG00000169330
	2367
	-10.465
	1.25E-25
	---
	3.19E-23
	KIAA1024

	cg01901579
	ENSG00000167107
	2367
	-10.428
	1.86E-25
	---
	4.69E-23
	ACSF2

	cg01901579
	ENSG00000225339
	2367
	-10.417
	2.07E-25
	---
	5.16E-23
	NA

	cg01901579
	ENSG00000153721
	2367
	-10.403
	2.41E-25
	---
	5.92E-23
	CNKSR3

	cg01901579
	ENSG00000106003
	2367
	-10.314
	6.11E-25
	---
	1.48E-22
	LFNG

	cg01901579
	ENSG00000010310
	2367
	-10.251
	1.17E-24
	---
	2.80E-22
	GIPR

	cg01901579
	ENSG00000124191
	2367
	-10.248
	1.21E-24
	---
	2.85E-22
	TOX2

	cg01901579
	ENSG00000250696
	2367
	-10.156
	3.12E-24
	---
	7.29E-22
	NA

	cg01901579
	ENSG00000119711
	2367
	-10.132
	4.00E-24
	---
	9.23E-22
	ALDH6A1

	cg01901579
	ENSG00000062485
	2367
	-10.054
	8.86E-24
	---
	2.02E-21
	CS

	cg01901579
	ENSG00000152207
	2367
	-9.957
	2.34E-23
	---
	5.21E-21
	CYSLTR2

	cg01901579
	ENSG00000165140
	2367
	-9.958
	2.33E-23
	---
	5.21E-21
	FBP1

	cg01901579
	ENSG00000159618
	2367
	-9.879
	5.15E-23
	---
	1.13E-20
	GPR114

	cg01901579
	ENSG00000261888
	2367
	-9.849
	6.94E-23
	---
	1.51E-20
	NA

	cg01901579
	ENSG00000066468
	2367
	-9.802
	1.10E-22
	---
	2.36E-20
	FGFR2

	cg01901579
	ENSG00000117461
	2367
	-9.659
	4.50E-22
	---
	9.53E-20
	PIK3R3

	cg01901579
	ENSG00000118513
	2367
	-9.658
	4.54E-22
	---
	9.53E-20
	MYB

	cg01901579
	ENSG00000102900
	2367
	-9.638
	5.52E-22
	---
	1.15E-19
	NUP93

	cg01901579
	ENSG00000175857
	2367
	-9.619
	6.64E-22
	---
	1.36E-19
	GAPT

	cg01901579
	ENSG00000049089
	2367
	-9.553
	1.26E-21
	---
	2.56E-19
	COL9A2

	cg01901579
	ENSG00000165659
	2367
	-9.536
	1.49E-21
	---
	2.99E-19
	DACH1

	cg01901579
	ENSG00000174944
	2367
	-9.533
	1.52E-21
	---
	3.03E-19
	P2RY14

	cg01901579
	ENSG00000116016
	2367
	-9.471
	2.77E-21
	---
	5.45E-19
	EPAS1

	cg01901579
	ENSG00000177374
	2367
	-9.455
	3.23E-21
	---
	6.28E-19
	HIC1

	cg01901579
	ENSG00000158246
	2367
	-9.409
	5.00E-21
	---
	9.64E-19
	FAM46B

	cg01901579
	ENSG00000153885
	2367
	-9.396
	5.69E-21
	---
	1.09E-18
	KCTD15

	cg01901579
	ENSG00000076555
	2367
	-9.369
	7.34E-21
	---
	1.39E-18
	ACACB

	cg01901579
	ENSG00000228549
	2367
	-9.307
	1.31E-20
	---
	2.46E-18
	NA

	cg01901579
	ENSG00000171282
	2367
	-9.285
	1.61E-20
	---
	2.99E-18
	NA

	cg01901579
	ENSG00000138395
	1464
	-9.279
	1.71E-20
	--?
	3.14E-18
	CDK15

	cg01901579
	ENSG00000124019
	2367
	-9.272
	1.82E-20
	---
	3.30E-18
	FAM124B

	cg01901579
	ENSG00000186792
	2367
	-9.223
	2.88E-20
	---
	5.17E-18
	HYAL3

	cg01901579
	ENSG00000220349
	1464
	-9.22
	2.98E-20
	--?
	5.30E-18
	NA

	cg01901579
	ENSG00000164292
	2367
	-9.202
	3.50E-20
	---
	6.18E-18
	RHOBTB3

	cg01901579
	ENSG00000157388
	2367
	-9.002
	2.21E-19
	---
	3.87E-17
	CACNA1D

	cg01901579
	ENSG00000099957
	2367
	-8.857
	8.19E-19
	---
	1.42E-16
	P2RX6

	cg01901579
	ENSG00000175130
	2367
	-8.856
	8.32E-19
	---
	1.43E-16
	MARCKSL1

	cg01901579
	ENSG00000261113
	2367
	-8.758
	1.99E-18
	---
	3.37E-16
	NA

	cg01901579
	ENSG00000139629
	2367
	-8.722
	2.72E-18
	---
	4.58E-16
	GALNT6

	cg01901579
	ENSG00000185052
	2367
	-8.673
	4.23E-18
	---
	7.05E-16
	SLC24A3

	cg01901579
	ENSG00000032444
	2367
	-8.647
	5.27E-18
	---
	8.71E-16
	PNPLA6

	cg01901579
	ENSG00000071205
	2367
	-8.507
	1.78E-17
	---
	2.92E-15
	ARHGAP10

	cg01901579
	ENSG00000128268
	2367
	-8.503
	1.84E-17
	---
	2.99E-15
	MGAT3

	cg01901579
	ENSG00000134256
	2367
	-8.496
	1.96E-17
	---
	3.16E-15
	CD101

	cg01901579
	ENSG00000147872
	2367
	-8.483
	2.19E-17
	---
	3.50E-15
	PLIN2

	cg01901579
	ENSG00000188290
	2367
	-8.432
	3.40E-17
	---
	5.39E-15
	HES4

	cg01901579
	ENSG00000131773
	2367
	-8.365
	6.02E-17
	---
	9.46E-15
	KHDRBS3

	cg01901579
	ENSG00000168765
	2367
	-8.356
	6.47E-17
	---
	1.01E-14
	GSTM4

	cg01901579
	ENSG00000142512
	2367
	-8.334
	7.82E-17
	---
	1.21E-14
	SIGLEC10

	cg01901579
	ENSG00000005187
	2367
	-8.253
	1.54E-16
	---
	2.37E-14
	ACSM3

	cg01901579
	ENSG00000258987
	1464
	-8.237
	1.77E-16
	--?
	2.68E-14
	NA

	cg01901579
	ENSG00000105088
	2367
	-8.199
	2.42E-16
	---
	3.65E-14
	OLFM2

	cg01901579
	ENSG00000225434
	2367
	-8.076
	6.67E-16
	---
	9.97E-14
	NA

	cg01901579
	ENSG00000166165
	2367
	-8.074
	6.78E-16
	---
	1.01E-13
	CKB

	cg01901579
	ENSG00000169385
	2367
	-8.045
	8.62E-16
	---
	1.26E-13
	RNASE2

	cg01901579
	ENSG00000137672
	2367
	-8.046
	8.56E-16
	---
	1.26E-13
	TRPC6

	cg01901579
	ENSG00000166428
	2367
	-8.024
	1.02E-15
	---
	1.48E-13
	PLD4

	cg01901579
	ENSG00000138801
	2367
	-7.984
	1.42E-15
	---
	2.04E-13
	PAPSS1

	cg01901579
	ENSG00000112664
	2367
	-7.966
	1.64E-15
	---
	2.33E-13
	NA

	cg01901579
	ENSG00000117480
	2367
	-7.933
	2.15E-15
	---
	3.04E-13
	FAAH

	cg01901579
	ENSG00000186951
	2367
	-7.9
	2.80E-15
	---
	3.93E-13
	PPARA

	cg01901579
	ENSG00000262823
	2367
	-7.864
	3.72E-15
	---
	5.18E-13
	NA

	cg01901579
	ENSG00000171631
	2367
	-7.838
	4.59E-15
	---
	6.35E-13
	P2RY6

	cg01901579
	ENSG00000166147
	2367
	-7.732
	1.06E-14
	---
	1.46E-12
	FBN1

	cg01901579
	ENSG00000256347
	1464
	-7.638
	2.21E-14
	--?
	3.02E-12
	OR8R1P

	cg01901579
	ENSG00000139641
	2367
	-7.594
	3.09E-14
	---
	4.19E-12
	ESYT1

	cg01901579
	ENSG00000002726
	2367
	-7.485
	7.15E-14
	---
	9.61E-12
	AOC1

	cg01901579
	ENSG00000259387
	1464
	-7.483
	7.25E-14
	--?
	9.61E-12
	ADAMTS7P2

	cg01901579
	ENSG00000105048
	2367
	-7.484
	7.24E-14
	---
	9.61E-12
	TNNT1

	cg01901579
	ENSG00000213759
	1464
	-7.39
	1.47E-13
	--?
	1.93E-11
	UGT2B11

	cg01901579
	ENSG00000166689
	2367
	-7.324
	2.40E-13
	---
	3.14E-11
	PLEKHA7

	cg01901579
	ENSG00000130695
	2367
	-7.298
	2.93E-13
	---
	3.80E-11
	CEP85

	cg01901579
	ENSG00000184992
	2367
	-7.294
	3.01E-13
	---
	3.87E-11
	BRI3BP

	cg01901579
	ENSG00000158006
	2367
	-7.188
	6.57E-13
	---
	8.41E-11
	PAFAH2

	cg01901579
	ENSG00000135245
	2367
	-7.187
	6.62E-13
	---
	8.42E-11
	HILPDA

	cg01901579
	ENSG00000248593
	2367
	-7.175
	7.23E-13
	---
	9.13E-11
	DSTNP2

	cg01901579
	ENSG00000105220
	2367
	-7.163
	7.91E-13
	---
	9.92E-11
	GPI

	cg01901579
	ENSG00000103569
	2367
	7.156
	8.28E-13
	+++
	1.03E-10
	AQP9

	cg01901579
	ENSG00000238164
	2367
	-7.142
	9.23E-13
	---
	1.13E-10
	NA

	cg01901579
	ENSG00000230107
	2367
	-7.142
	9.20E-13
	---
	1.13E-10
	NA

	cg01901579
	ENSG00000267885
	2367
	-7.133
	9.85E-13
	---
	1.20E-10
	NA

	cg01901579
	ENSG00000180767
	2367
	-7.125
	1.04E-12
	---
	1.26E-10
	CHST13

	cg01901579
	ENSG00000099998
	2367
	-7.108
	1.18E-12
	---
	1.42E-10
	GGT5

	cg01901579
	ENSG00000169122
	2367
	-7.106
	1.19E-12
	---
	1.43E-10
	FAM110B

	cg01901579
	ENSG00000115828
	2367
	7.074
	1.51E-12
	+++
	1.79E-10
	QPCT

	cg01901579
	ENSG00000119720
	2367
	-7.058
	1.69E-12
	---
	2.00E-10
	NRDE2

	cg01901579
	ENSG00000160325
	2367
	-7.043
	1.88E-12
	---
	2.21E-10
	CACFD1

	cg01901579
	ENSG00000159128
	2367
	6.956
	3.50E-12
	+++
	4.09E-10
	IFNGR2

	cg01901579
	ENSG00000050438
	2367
	-6.896
	5.37E-12
	---
	6.23E-10
	SLC4A8

	cg01901579
	ENSG00000149657
	2367
	-6.89
	5.58E-12
	---
	6.43E-10
	LSM14B

	cg01901579
	ENSG00000035664
	2367
	-6.859
	6.92E-12
	---
	7.94E-10
	DAPK2

	cg01901579
	ENSG00000249763
	1464
	-6.853
	7.21E-12
	--?
	8.22E-10
	NA

	cg01901579
	ENSG00000263368
	2367
	-6.824
	8.88E-12
	---
	1.01E-09
	NA

	cg01901579
	ENSG00000259953
	2367
	-6.817
	9.32E-12
	---
	1.05E-09
	NA

	cg01901579
	ENSG00000161714
	2367
	-6.795
	1.08E-11
	---
	1.21E-09
	PLCD3

	cg01901579
	ENSG00000225872
	1464
	-6.7
	2.09E-11
	--?
	2.33E-09
	NA

	cg01901579
	ENSG00000198673
	2367
	-6.698
	2.11E-11
	---
	2.33E-09
	FAM19A2

	cg01901579
	ENSG00000230724
	2367
	6.645
	3.03E-11
	+++
	3.33E-09
	LINC01001

	cg01901579
	ENSG00000186431
	2367
	6.615
	3.72E-11
	+++
	4.06E-09
	FCAR

	cg01901579
	ENSG00000182551
	2367
	-6.6
	4.10E-11
	---
	4.45E-09
	ADI1

	cg01901579
	ENSG00000075142
	2367
	-6.587
	4.49E-11
	---
	4.85E-09
	SRI

	cg01901579
	ENSG00000177098
	2367
	-6.583
	4.61E-11
	---
	4.93E-09
	SCN4B

	cg01901579
	ENSG00000116717
	2367
	-6.583
	4.61E-11
	---
	4.93E-09
	GADD45A

	cg01901579
	ENSG00000134107
	2367
	-6.572
	4.97E-11
	---
	5.28E-09
	BHLHE40

	cg01901579
	ENSG00000081760
	2367
	-6.503
	7.87E-11
	---
	8.31E-09
	AACS

	cg01901579
	ENSG00000147852
	2367
	-6.493
	8.42E-11
	---
	8.84E-09
	VLDLR

	cg01901579
	ENSG00000169397
	2367
	-6.471
	9.76E-11
	---
	1.02E-08
	RNASE3

	cg01901579
	ENSG00000147443
	2367
	-6.456
	1.08E-10
	---
	1.12E-08
	DOK2

	cg01901579
	ENSG00000148180
	2367
	-6.439
	1.21E-10
	---
	1.25E-08
	GSN

	cg01901579
	ENSG00000125266
	2367
	-6.42
	1.36E-10
	---
	1.40E-08
	EFNB2

	cg01901579
	ENSG00000167995
	2367
	6.371
	1.88E-10
	+++
	1.92E-08
	BEST1

	cg01901579
	ENSG00000143119
	2367
	6.364
	1.97E-10
	+++
	2.00E-08
	CD53

	cg01901579
	ENSG00000237094
	2367
	6.351
	2.15E-10
	+++
	2.17E-08
	NA

	cg01901579
	ENSG00000105656
	2367
	6.335
	2.38E-10
	+++
	2.39E-08
	ELL

	cg01901579
	ENSG00000243477
	2367
	-6.325
	2.53E-10
	-+-
	2.53E-08
	NAT6

	cg01901579
	ENSG00000152229
	2367
	-6.315
	2.69E-10
	---
	2.68E-08
	PSTPIP2

	cg01901579
	ENSG00000122223
	2367
	-6.305
	2.89E-10
	---
	2.85E-08
	CD244

	cg01901579
	ENSG00000167779
	2367
	-6.292
	3.13E-10
	---
	3.08E-08
	IGFBP6

	cg01901579
	ENSG00000005189
	2367
	-6.269
	3.63E-10
	---
	3.55E-08
	NA

	cg01901579
	ENSG00000142599
	2367
	6.267
	3.69E-10
	+++
	3.59E-08
	RERE

	cg01901579
	ENSG00000118900
	2367
	6.257
	3.93E-10
	+++
	3.80E-08
	UBN1

	cg01901579
	ENSG00000131018
	2367
	-6.249
	4.14E-10
	---
	3.99E-08
	SYNE1

	cg01901579
	ENSG00000142494
	2367
	-6.212
	5.23E-10
	---
	5.01E-08
	SLC47A1

	cg01901579
	ENSG00000121053
	2367
	-6.2
	5.66E-10
	---
	5.40E-08
	EPX

	cg01901579
	ENSG00000259785
	1464
	-6.197
	5.76E-10
	--?
	5.47E-08
	ADAMTS7P1

	cg01901579
	ENSG00000254470
	2367
	6.195
	5.83E-10
	+++
	5.50E-08
	AP5B1

	cg01901579
	ENSG00000167642
	2367
	-6.191
	5.98E-10
	---
	5.62E-08
	SPINT2

	cg01901579
	ENSG00000213366
	2367
	-6.164
	7.09E-10
	---
	6.63E-08
	GSTM2

	cg01901579
	ENSG00000241860
	2367
	6.148
	7.85E-10
	+++
	7.30E-08
	NA

	cg01901579
	ENSG00000183386
	2367
	-6.124
	9.15E-10
	---
	8.47E-08
	FHL3

	cg01901579
	ENSG00000254429
	2367
	-6.117
	9.51E-10
	---
	8.76E-08
	NA

	cg01901579
	ENSG00000185344
	2367
	-6.056
	1.40E-09
	---
	1.28E-07
	ATP6V0A2

	cg01901579
	ENSG00000084110
	2367
	6.04
	1.54E-09
	+-+
	1.40E-07
	HAL

	cg01901579
	ENSG00000161533
	2367
	6.033
	1.61E-09
	+++
	1.46E-07
	ACOX1

	cg01901579
	ENSG00000111328
	2367
	-6.018
	1.76E-09
	---
	1.59E-07
	CDK2AP1

	cg01901579
	ENSG00000141506
	2367
	6.014
	1.82E-09
	+++
	1.63E-07
	PIK3R5

	cg01901579
	ENSG00000159314
	2367
	6.011
	1.84E-09
	+++
	1.65E-07
	ARHGAP27

	cg01901579
	ENSG00000114026
	2367
	-5.98
	2.23E-09
	---
	1.99E-07
	OGG1

	cg01901579
	ENSG00000167549
	2367
	-5.971
	2.35E-09
	---
	2.08E-07
	CORO6

	cg01901579
	ENSG00000151726
	2367
	5.95
	2.68E-09
	+++
	2.36E-07
	ACSL1

	cg01901579
	ENSG00000243302
	2367
	5.927
	3.09E-09
	+++
	2.71E-07
	NA

	cg01901579
	ENSG00000255026
	2367
	5.909
	3.44E-09
	+++
	3.01E-07
	NA

	cg01901579
	ENSG00000137193
	2367
	-5.892
	3.81E-09
	---
	3.31E-07
	PIM1

	cg01901579
	ENSG00000093134
	2367
	5.888
	3.91E-09
	+++
	3.38E-07
	VNN3

	cg01901579
	ENSG00000151287
	2367
	-5.873
	4.27E-09
	---
	3.68E-07
	TEX30

	cg01901579
	ENSG00000132155
	2367
	5.867
	4.43E-09
	+++
	3.80E-07
	RAF1

	cg01901579
	ENSG00000113273
	2367
	-5.857
	4.71E-09
	---
	4.02E-07
	ARSB

	cg01901579
	ENSG00000006007
	2367
	5.851
	4.90E-09
	+++
	4.15E-07
	GDE1

	cg01901579
	ENSG00000187049
	2367
	-5.85
	4.90E-09
	---
	4.15E-07
	TMEM216

	cg01901579
	ENSG00000144485
	2367
	-5.84
	5.24E-09
	---
	4.41E-07
	HES6

	cg01901579
	ENSG00000109332
	2367
	5.827
	5.66E-09
	+-+
	4.74E-07
	UBE2D3

	cg01901579
	ENSG00000100150
	2367
	-5.821
	5.84E-09
	---
	4.87E-07
	DEPDC5

	cg01901579
	ENSG00000237683
	2367
	5.816
	6.03E-09
	+++
	5.01E-07
	NA

	cg01901579
	ENSG00000135116
	2367
	-5.815
	6.07E-09
	---
	5.02E-07
	HRK

	cg01901579
	ENSG00000120709
	2367
	5.798
	6.69E-09
	+++
	5.51E-07
	FAM53C

	cg01901579
	ENSG00000092068
	2367
	-5.796
	6.81E-09
	---
	5.58E-07
	SLC7A8

	cg01901579
	ENSG00000146540
	2367
	-5.785
	7.26E-09
	---
	5.92E-07
	C7orf50

	cg01901579
	ENSG00000099337
	2367
	-5.777
	7.58E-09
	---
	6.16E-07
	KCNK6

	cg01901579
	ENSG00000040531
	2367
	-5.776
	7.66E-09
	---
	6.20E-07
	CTNS

	cg01901579
	ENSG00000239906
	2367
	5.757
	8.58E-09
	+++
	6.88E-07
	NA

	cg01901579
	ENSG00000136960
	2367
	-5.757
	8.56E-09
	---
	6.88E-07
	ENPP2

	cg01901579
	ENSG00000177733
	2367
	-5.736
	9.70E-09
	---
	7.72E-07
	HNRNPA0

	cg01901579
	ENSG00000114841
	2367
	5.736
	9.67E-09
	+++
	7.72E-07
	DNAH1

	cg01901579
	ENSG00000064932
	2367
	5.72
	1.07E-08
	+++
	8.46E-07
	SBNO2

	cg01901579
	ENSG00000179818
	2367
	5.705
	1.17E-08
	+++
	9.19E-07
	PCBP1-AS1

	cg01901579
	ENSG00000140265
	2367
	-5.691
	1.27E-08
	---
	9.93E-07
	ZSCAN29

	cg01901579
	ENSG00000179029
	2367
	-5.685
	1.31E-08
	---
	1.02E-06
	TMEM107

	cg01901579
	ENSG00000135439
	2367
	5.668
	1.44E-08
	+++
	1.12E-06
	AGAP2

	cg01901579
	ENSG00000125952
	2367
	-5.665
	1.47E-08
	---
	1.14E-06
	MAX

	cg01901579
	ENSG00000240849
	2367
	-5.642
	1.68E-08
	---
	1.30E-06
	TMEM189

	cg01901579
	ENSG00000166483
	2367
	-5.612
	2.00E-08
	---
	1.54E-06
	WEE1

	cg01901579
	ENSG00000106070
	2367
	-5.611
	2.01E-08
	---
	1.54E-06
	GRB10

	cg01901579
	ENSG00000134058
	2367
	-5.607
	2.06E-08
	---
	1.57E-06
	CDK7

	cg01901579
	ENSG00000071054
	2367
	5.593
	2.24E-08
	+++
	1.70E-06
	MAP4K4

	cg01901579
	ENSG00000268734
	2367
	5.584
	2.35E-08
	+++
	1.78E-06
	NA

	cg01901579
	ENSG00000162783
	2367
	-5.57
	2.55E-08
	---
	1.92E-06
	IER5

	cg01901579
	ENSG00000102445
	2367
	5.57
	2.54E-08
	+++
	1.92E-06
	KIAA0226L

	cg01901579
	ENSG00000260528
	2367
	5.566
	2.61E-08
	+++
	1.94E-06
	FAM157C

	cg01901579
	ENSG00000186187
	2367
	-5.566
	2.61E-08
	---
	1.94E-06
	ZNRF1

	cg01901579
	ENSG00000185432
	2367
	-5.55
	2.86E-08
	---
	2.12E-06
	METTL7A

	cg01901579
	ENSG00000103275
	2367
	-5.545
	2.94E-08
	---
	2.17E-06
	UBE2I

	cg01901579
	ENSG00000135365
	2367
	5.529
	3.22E-08
	+++
	2.37E-06
	PHF21A

	cg01901579
	ENSG00000241878
	2367
	5.525
	3.30E-08
	+++
	2.42E-06
	PISD

	cg01901579
	ENSG00000007038
	2367
	-5.503
	3.74E-08
	-+-
	2.73E-06
	PRSS21

	cg01901579
	ENSG00000166579
	2367
	5.498
	3.84E-08
	+++
	2.79E-06
	NDEL1

	cg01901579
	ENSG00000142657
	2367
	-5.494
	3.92E-08
	---
	2.84E-06
	PGD

	cg01901579
	ENSG00000169105
	2367
	-5.489
	4.05E-08
	---
	2.92E-06
	CHST14

	cg01901579
	ENSG00000184602
	2367
	5.467
	4.59E-08
	+++
	3.30E-06
	SNN

	cg01901579
	ENSG00000230633
	2367
	-5.465
	4.64E-08
	---
	3.32E-06
	NA

	cg01901579
	ENSG00000145757
	1464
	-5.455
	4.91E-08
	--?
	3.50E-06
	SPATA9

	cg01901579
	ENSG00000106635
	2367
	-5.447
	5.13E-08
	---
	3.64E-06
	BCL7B

	cg01901579
	ENSG00000006534
	2367
	-5.438
	5.38E-08
	---
	3.81E-06
	ALDH3B1

	cg01901579
	ENSG00000112715
	2367
	-5.43
	5.63E-08
	---
	3.97E-06
	VEGFA

	cg01901579
	ENSG00000130222
	2367
	-5.428
	5.68E-08
	---
	3.99E-06
	GADD45G

	cg01901579
	ENSG00000135503
	2367
	-5.424
	5.81E-08
	---
	4.07E-06
	ACVR1B

	cg01901579
	ENSG00000182749
	2367
	-5.419
	5.98E-08
	---
	4.17E-06
	PAQR7

	cg01901579
	ENSG00000115738
	2367
	-5.414
	6.16E-08
	---
	4.28E-06
	ID2

	cg01901579
	ENSG00000167074
	2367
	-5.391
	7.02E-08
	---
	4.86E-06
	TEF

	cg01901579
	ENSG00000204084
	2367
	-5.388
	7.12E-08
	---
	4.91E-06
	INPP5B

	cg01901579
	ENSG00000033327
	2367
	5.382
	7.36E-08
	+++
	5.06E-06
	GAB2

	cg01901579
	ENSG00000106868
	2367
	-5.381
	7.41E-08
	---
	5.07E-06
	SUSD1

	cg01901579
	ENSG00000237441
	2367
	5.371
	7.83E-08
	+++
	5.34E-06
	RGL2

	cg01901579
	ENSG00000132694
	2367
	5.363
	8.19E-08
	+++
	5.57E-06
	ARHGEF11

	cg01901579
	ENSG00000102471
	2367
	-5.357
	8.44E-08
	---
	5.70E-06
	NDFIP2

	cg01901579
	ENSG00000205426
	2367
	-5.358
	8.42E-08
	---
	5.70E-06
	KRT81

	cg01901579
	ENSG00000183579
	2367
	-5.356
	8.53E-08
	---
	5.73E-06
	ZNRF3

	cg01901579
	ENSG00000109519
	2367
	-5.353
	8.65E-08
	---
	5.79E-06
	GRPEL1

	cg01901579
	ENSG00000131242
	2367
	-5.344
	9.10E-08
	---
	6.07E-06
	RAB11FIP4

	cg01901579
	ENSG00000261971
	2367
	5.338
	9.40E-08
	+++
	6.25E-06
	NA

	cg01901579
	ENSG00000161013
	2367
	-5.333
	9.66E-08
	---
	6.40E-06
	MGAT4B

	cg01901579
	ENSG00000059728
	2367
	5.321
	1.03E-07
	+-+
	6.80E-06
	MXD1

	cg01901579
	ENSG00000023330
	2367
	-5.311
	1.09E-07
	---
	7.19E-06
	ALAS1

	cg01901579
	ENSG00000123989
	2367
	-5.308
	1.11E-07
	---
	7.27E-06
	CHPF

	cg01901579
	ENSG00000139625
	2367
	5.307
	1.11E-07
	+++
	7.27E-06
	MAP3K12

	cg01901579
	ENSG00000233404
	2367
	5.297
	1.17E-07
	+++
	7.65E-06
	NA

	cg01901579
	ENSG00000120594
	2367
	5.285
	1.26E-07
	+++
	8.16E-06
	PLXDC2

	cg01901579
	ENSG00000176595
	2367
	-5.271
	1.36E-07
	---
	8.79E-06
	KBTBD11

	cg01901579
	ENSG00000134815
	2367
	5.265
	1.40E-07
	+++
	9.02E-06
	DHX34

	cg01901579
	ENSG00000145819
	2367
	5.231
	1.69E-07
	+++
	1.08E-05
	ARHGAP26

	cg01901579
	ENSG00000136068
	2367
	-5.218
	1.81E-07
	---
	1.16E-05
	FLNB

	cg01901579
	ENSG00000120262
	2367
	-5.214
	1.85E-07
	---
	1.18E-05
	CCDC170

	cg01901579
	ENSG00000186577
	2367
	-5.214
	1.85E-07
	---
	1.18E-05
	C6orf1

	cg01901579
	ENSG00000240618
	2367
	5.209
	1.90E-07
	+++
	1.20E-05
	NA

	cg01770400
	ENSG00000112759
	2367
	-13.828
	1.72E-43
	---
	3.22E-39
	SLC29A1

	cg01770400
	ENSG00000205927
	2367
	-13.257
	4.12E-40
	---
	3.85E-36
	OLIG2

	cg01770400
	ENSG00000105366
	2367
	-12.809
	1.46E-37
	---
	9.10E-34
	SIGLEC8

	cg01770400
	ENSG00000103355
	2367
	-12.667
	9.04E-37
	---
	4.22E-33
	PRSS33

	cg01770400
	ENSG00000174083
	2367
	-12.54
	4.51E-36
	---
	1.68E-32
	PIK3R6

	cg01770400
	ENSG00000121933
	2367
	-12.262
	1.44E-34
	---
	4.49E-31
	ADORA3

	cg01770400
	ENSG00000183134
	2367
	-12.18
	3.96E-34
	---
	1.06E-30
	PTGDR2

	cg01770400
	ENSG00000103056
	2367
	-12.116
	8.68E-34
	---
	2.03E-30
	SMPD3

	cg01770400
	ENSG00000100628
	2367
	-11.954
	6.21E-33
	---
	1.29E-29
	ASB2

	cg01770400
	ENSG00000092067
	2367
	-11.87
	1.70E-32
	---
	3.17E-29
	CEBPE

	cg01770400
	ENSG00000091181
	2367
	-11.775
	5.27E-32
	---
	8.96E-29
	IL5RA

	cg01770400
	ENSG00000182557
	2367
	-11.37
	5.89E-30
	---
	9.18E-27
	SPNS3

	cg01770400
	ENSG00000167236
	2367
	-11.361
	6.54E-30
	---
	9.41E-27
	CCL23

	cg01770400
	ENSG00000157368
	2367
	-10.812
	3.02E-27
	---
	4.03E-24
	IL34

	cg01770400
	ENSG00000255587
	2367
	-10.769
	4.82E-27
	---
	6.01E-24
	RAB44

	cg01770400
	ENSG00000105205
	2367
	-10.677
	1.31E-26
	---
	1.44E-23
	CLC

	cg01770400
	ENSG00000160180
	2367
	-10.681
	1.25E-26
	---
	1.44E-23
	TFF3

	cg01770400
	ENSG00000138623
	2367
	-10.491
	9.55E-26
	---
	9.92E-23
	SEMA7A

	cg01770400
	ENSG00000161905
	2367
	-10.463
	1.27E-25
	---
	1.25E-22
	ALOX15

	cg01770400
	ENSG00000215148
	2367
	-10.453
	1.42E-25
	---
	1.32E-22
	PRSS41

	cg01770400
	ENSG00000131203
	2367
	-10.403
	2.40E-25
	---
	2.14E-22
	IDO1

	cg01770400
	ENSG00000168004
	2367
	-10.3
	7.03E-25
	---
	5.97E-22
	HRASLS5

	cg01770400
	ENSG00000140263
	2367
	-9.883
	4.92E-23
	---
	4.00E-20
	SORD

	cg01770400
	ENSG00000099377
	2367
	-9.87
	5.64E-23
	---
	4.39E-20
	HSD3B7

	cg01770400
	ENSG00000130433
	2367
	-9.846
	7.12E-23
	---
	5.32E-20
	CACNG6

	cg01770400
	ENSG00000184221
	2367
	-9.827
	8.61E-23
	---
	6.19E-20
	OLIG1

	cg01770400
	ENSG00000174837
	2367
	-9.587
	9.03E-22
	---
	6.25E-19
	EMR1

	cg01770400
	ENSG00000151689
	2367
	-9.541
	1.42E-21
	---
	9.48E-19
	INPP1

	cg01770400
	ENSG00000182240
	2367
	-9.382
	6.50E-21
	---
	4.19E-18
	BACE2

	cg01770400
	ENSG00000119943
	2367
	-9.264
	1.97E-20
	---
	1.23E-17
	PYROXD2

	cg01770400
	ENSG00000162390
	2367
	-9.225
	2.83E-20
	---
	1.71E-17
	ACOT11

	cg01770400
	ENSG00000133317
	2367
	-8.994
	2.38E-19
	---
	1.39E-16
	LGALS12

	cg01770400
	ENSG00000179627
	2367
	-8.97
	2.96E-19
	---
	1.63E-16
	ZBTB42

	cg01770400
	ENSG00000109099
	2367
	-8.972
	2.90E-19
	---
	1.63E-16
	PMP22

	cg01770400
	ENSG00000184371
	2367
	-8.783
	1.59E-18
	---
	8.47E-16
	CSF1

	cg01770400
	ENSG00000114315
	2367
	-8.758
	1.99E-18
	---
	1.03E-15
	HES1

	cg01770400
	ENSG00000072134
	2367
	-8.721
	2.77E-18
	---
	1.40E-15
	EPN2

	cg01770400
	ENSG00000186204
	2367
	-8.714
	2.94E-18
	---
	1.44E-15
	CYP4F12

	cg01770400
	ENSG00000260401
	2367
	-8.619
	6.74E-18
	---
	3.23E-15
	NA

	cg01770400
	ENSG00000142408
	2367
	-8.558
	1.15E-17
	---
	5.36E-15
	CACNG8

	cg01770400
	ENSG00000062485
	2367
	-8.322
	8.67E-17
	---
	3.95E-14
	CS

	cg01770400
	ENSG00000102900
	2367
	-8.297
	1.07E-16
	---
	4.75E-14
	NUP93

	cg01770400
	ENSG00000166016
	2367
	-8.274
	1.30E-16
	---
	5.63E-14
	ABTB2

	cg01770400
	ENSG00000117461
	2367
	-8.203
	2.34E-16
	---
	9.93E-14
	PIK3R3

	cg01770400
	ENSG00000162174
	2367
	-8.137
	4.06E-16
	---
	1.69E-13
	ASRGL1

	cg01770400
	ENSG00000184313
	2367
	-7.999
	1.25E-15
	---
	5.08E-13
	MROH7

	cg01770400
	ENSG00000115602
	2367
	-7.85
	4.17E-15
	---
	1.66E-12
	IL1RL1

	cg01770400
	ENSG00000196422
	2367
	-7.802
	6.09E-15
	---
	2.37E-12
	PPP1R26

	cg01770400
	ENSG00000134072
	2367
	-7.787
	6.87E-15
	---
	2.62E-12
	CAMK1

	cg01770400
	ENSG00000071242
	2367
	-7.774
	7.60E-15
	---
	2.84E-12
	RPS6KA2

	cg01770400
	ENSG00000268758
	2367
	-7.578
	3.52E-14
	---
	1.29E-11
	EMR4P

	cg01770400
	ENSG00000113296
	2367
	-7.568
	3.80E-14
	---
	1.37E-11
	THBS4

	cg01770400
	ENSG00000165140
	2367
	-7.461
	8.62E-14
	---
	3.04E-11
	FBP1

	cg01770400
	ENSG00000175591
	2367
	-7.431
	1.08E-13
	---
	3.73E-11
	P2RY2

	cg01770400
	ENSG00000189068
	2367
	-7.4
	1.36E-13
	---
	4.62E-11
	VSTM1

	cg01770400
	ENSG00000159618
	2367
	-7.358
	1.87E-13
	---
	6.24E-11
	GPR114

	cg01770400
	ENSG00000196220
	2367
	-7.308
	2.71E-13
	---
	8.90E-11
	SRGAP3

	cg01770400
	ENSG00000225339
	2367
	-7.25
	4.18E-13
	---
	1.35E-10
	NA

	cg01770400
	ENSG00000139629
	2367
	-7.224
	5.06E-13
	---
	1.60E-10
	GALNT6

	cg01770400
	ENSG00000134489
	2367
	-7.203
	5.89E-13
	---
	1.84E-10
	HRH4

	cg01770400
	ENSG00000250548
	2367
	-7.135
	9.67E-13
	---
	2.96E-10
	NA

	cg01770400
	ENSG00000183625
	2367
	-7.116
	1.11E-12
	---
	3.28E-10
	CCR3

	cg01770400
	ENSG00000121691
	2367
	-7.118
	1.09E-12
	---
	3.28E-10
	CAT

	cg01770400
	ENSG00000167107
	2367
	-7.048
	1.81E-12
	---
	5.29E-10
	ACSF2

	cg01770400
	ENSG00000259479
	2367
	-7.035
	1.99E-12
	---
	5.71E-10
	NA

	cg01770400
	ENSG00000162881
	2367
	-6.992
	2.70E-12
	---
	7.65E-10
	OXER1

	cg01770400
	ENSG00000188822
	2367
	-6.983
	2.90E-12
	---
	8.09E-10
	CNR2

	cg01770400
	ENSG00000010310
	2367
	-6.975
	3.06E-12
	---
	8.41E-10
	GIPR

	cg01770400
	ENSG00000106003
	2367
	-6.939
	3.95E-12
	---
	1.07E-09
	LFNG

	cg01770400
	ENSG00000248593
	2367
	-6.8
	1.04E-11
	---
	2.79E-09
	DSTNP2

	cg01770400
	ENSG00000250696
	2367
	-6.691
	2.22E-11
	---
	5.85E-09
	NA

	cg01770400
	ENSG00000120279
	2367
	-6.663
	2.67E-11
	---
	6.94E-09
	MYCT1

	cg01770400
	ENSG00000117640
	2367
	-6.642
	3.09E-11
	---
	7.90E-09
	MTFR1L

	cg01770400
	ENSG00000103319
	2367
	-6.629
	3.37E-11
	---
	8.52E-09
	EEF2K

	cg01770400
	ENSG00000165702
	2367
	-6.617
	3.68E-11
	---
	9.16E-09
	GFI1B

	cg01770400
	ENSG00000124191
	2367
	-6.503
	7.90E-11
	---
	1.94E-08
	TOX2

	cg01770400
	ENSG00000153885
	2367
	-6.497
	8.20E-11
	---
	1.99E-08
	KCTD15

	cg01770400
	ENSG00000105048
	2367
	-6.469
	9.83E-11
	---
	2.36E-08
	TNNT1

	cg01770400
	ENSG00000169385
	2367
	-6.372
	1.86E-10
	---
	4.41E-08
	RNASE2

	cg01770400
	ENSG00000119720
	2367
	-6.358
	2.04E-10
	---
	4.77E-08
	NRDE2

	cg01770400
	ENSG00000264695
	2367
	-6.243
	4.29E-10
	---
	9.90E-08
	NA

	cg01770400
	ENSG00000165914
	2367
	-6.233
	4.59E-10
	---
	1.05E-07
	TTC7B

	cg01770400
	ENSG00000119711
	2367
	-6.229
	4.70E-10
	---
	1.06E-07
	ALDH6A1

	cg01770400
	ENSG00000204161
	2367
	-6.179
	6.44E-10
	---
	1.43E-07
	C10orf128

	cg01770400
	ENSG00000105220
	2367
	-6.123
	9.19E-10
	---
	2.00E-07
	GPI

	cg01770400
	ENSG00000145990
	2367
	-6.124
	9.12E-10
	---
	2.00E-07
	GFOD1

	cg01770400
	ENSG00000261888
	2367
	-6.121
	9.30E-10
	---
	2.00E-07
	NA

	cg01770400
	ENSG00000032444
	2367
	-6.044
	1.50E-09
	---
	3.19E-07
	PNPLA6

	cg01770400
	ENSG00000147872
	2367
	-6.006
	1.90E-09
	---
	4.00E-07
	PLIN2

	cg01770400
	ENSG00000169397
	2367
	-5.937
	2.91E-09
	---
	6.04E-07
	RNASE3

	cg01770400
	ENSG00000171282
	2367
	-5.934
	2.95E-09
	---
	6.06E-07
	NA

	cg01770400
	ENSG00000010278
	2367
	-5.922
	3.18E-09
	---
	6.46E-07
	CD9

	cg01770400
	ENSG00000238164
	2367
	-5.883
	4.03E-09
	---
	8.09E-07
	NA

	cg01770400
	ENSG00000225434
	2367
	-5.853
	4.83E-09
	---
	9.59E-07
	NA

	cg01770400
	ENSG00000049089
	2367
	-5.793
	6.90E-09
	---
	1.36E-06
	COL9A2

	cg01770400
	ENSG00000117480
	2367
	-5.775
	7.70E-09
	---
	1.50E-06
	FAAH

	cg01770400
	ENSG00000255026
	2367
	5.762
	8.31E-09
	+++
	1.60E-06
	NA

	cg01770400
	ENSG00000166428
	2367
	-5.758
	8.49E-09
	---
	1.62E-06
	PLD4

	cg01770400
	ENSG00000134256
	2367
	-5.675
	1.38E-08
	---
	2.61E-06
	CD101

	cg01770400
	ENSG00000135605
	2367
	-5.65
	1.61E-08
	---
	3.00E-06
	TEC

	cg01770400
	ENSG00000103569
	2367
	5.626
	1.84E-08
	+++
	3.40E-06
	AQP9

	cg01770400
	ENSG00000106868
	2367
	-5.625
	1.85E-08
	---
	3.40E-06
	SUSD1

	cg01770400
	ENSG00000163053
	2367
	-5.609
	2.03E-08
	---
	3.69E-06
	SLC16A14

	cg01770400
	ENSG00000175857
	2367
	-5.574
	2.49E-08
	---
	4.47E-06
	GAPT

	cg01770400
	ENSG00000165071
	2367
	5.556
	2.77E-08
	+++
	4.92E-06
	TMEM71

	cg01770400
	ENSG00000116016
	2367
	-5.549
	2.88E-08
	---
	5.07E-06
	EPAS1

	cg01770400
	ENSG00000156869
	2367
	-5.547
	2.91E-08
	---
	5.08E-06
	FRRS1

	cg01770400
	ENSG00000071205
	2367
	-5.513
	3.53E-08
	---
	6.11E-06
	ARHGAP10

	cg01770400
	ENSG00000153721
	2367
	-5.4
	6.65E-08
	---
	1.14E-05
	CNKSR3

	cg01770400
	ENSG00000261113
	2367
	-5.381
	7.40E-08
	---
	1.26E-05
	NA

	cg01770400
	ENSG00000158006
	2367
	-5.378
	7.52E-08
	---
	1.27E-05
	PAFAH2

	cg01770400
	ENSG00000167549
	2367
	-5.321
	1.03E-07
	---
	1.72E-05
	CORO6

	cg01770400
	ENSG00000002726
	2367
	-5.315
	1.07E-07
	---
	1.77E-05
	AOC1

	cg01770400
	ENSG00000099998
	2367
	-5.306
	1.12E-07
	---
	1.82E-05
	GGT5

	cg01770400
	ENSG00000076555
	2367
	-5.308
	1.11E-07
	---
	1.82E-05
	ACACB

	cg01770400
	ENSG00000023330
	2367
	-5.279
	1.30E-07
	---
	2.09E-05
	ALAS1

	cg01770400
	ENSG00000142657
	2367
	-5.276
	1.32E-07
	---
	2.12E-05
	PGD

	cg01770400
	ENSG00000169330
	2367
	-5.245
	1.57E-07
	---
	2.48E-05
	KIAA1024

	cg01445399
	ENSG00000112759
	2367
	-14.574
	4.12E-48
	---
	7.69E-44
	SLC29A1

	cg01445399
	ENSG00000100628
	2367
	-14.466
	2.00E-47
	---
	1.87E-43
	ASB2

	cg01445399
	ENSG00000205927
	2367
	-14.408
	4.61E-47
	---
	2.87E-43
	OLIG2

	cg01445399
	ENSG00000091181
	2367
	-14.302
	2.13E-46
	---
	9.97E-43
	IL5RA

	cg01445399
	ENSG00000138623
	2367
	-14.123
	2.75E-45
	---
	1.03E-41
	SEMA7A

	cg01445399
	ENSG00000103056
	2367
	-14.045
	8.26E-45
	---
	2.57E-41
	SMPD3

	cg01445399
	ENSG00000183134
	2367
	-14.003
	1.49E-44
	---
	3.98E-41
	PTGDR2

	cg01445399
	ENSG00000105366
	2367
	-13.942
	3.52E-44
	---
	8.22E-41
	SIGLEC8

	cg01445399
	ENSG00000121933
	2367
	-13.362
	1.01E-40
	---
	2.11E-37
	ADORA3

	cg01445399
	ENSG00000103355
	2367
	-13.329
	1.57E-40
	---
	2.94E-37
	PRSS33

	cg01445399
	ENSG00000119943
	2367
	-12.972
	1.76E-38
	---
	2.98E-35
	PYROXD2

	cg01445399
	ENSG00000092067
	2367
	-12.645
	1.20E-36
	---
	1.86E-33
	CEBPE

	cg01445399
	ENSG00000167236
	2367
	-12.566
	3.24E-36
	---
	4.66E-33
	CCL23

	cg01445399
	ENSG00000105205
	2367
	-12.559
	3.56E-36
	---
	4.75E-33
	CLC

	cg01445399
	ENSG00000168004
	2367
	-11.927
	8.54E-33
	---
	1.06E-29
	HRASLS5

	cg01445399
	ENSG00000174083
	2367
	-11.915
	9.93E-33
	---
	1.16E-29
	PIK3R6

	cg01445399
	ENSG00000182557
	2367
	-11.674
	1.74E-31
	---
	1.91E-28
	SPNS3

	cg01445399
	ENSG00000130433
	2367
	-11.585
	4.92E-31
	---
	5.10E-28
	CACNG6

	cg01445399
	ENSG00000157368
	2367
	-11.416
	3.48E-30
	---
	3.42E-27
	IL34

	cg01445399
	ENSG00000161905
	2367
	-11.281
	1.63E-29
	---
	1.53E-26
	ALOX15

	cg01445399
	ENSG00000131203
	2367
	-11.22
	3.25E-29
	---
	2.89E-26
	IDO1

	cg01445399
	ENSG00000140263
	2367
	-11.041
	2.42E-28
	---
	2.05E-25
	SORD

	cg01445399
	ENSG00000117461
	2367
	-11.002
	3.76E-28
	---
	3.05E-25
	PIK3R3

	cg01445399
	ENSG00000109099
	2367
	-10.888
	1.31E-27
	---
	1.02E-24
	PMP22

	cg01445399
	ENSG00000160180
	2367
	-10.863
	1.73E-27
	---
	1.29E-24
	TFF3

	cg01445399
	ENSG00000134489
	2367
	-10.838
	2.28E-27
	---
	1.64E-24
	HRH4

	cg01445399
	ENSG00000179627
	2367
	-10.759
	5.39E-27
	---
	3.73E-24
	ZBTB42

	cg01445399
	ENSG00000225783
	2367
	-10.642
	1.91E-26
	---
	1.27E-23
	MIAT

	cg01445399
	ENSG00000142408
	2367
	-10.618
	2.45E-26
	---
	1.58E-23
	CACNG8

	cg01445399
	ENSG00000184371
	2367
	-10.37
	3.39E-25
	---
	2.11E-22
	CSF1

	cg01445399
	ENSG00000255587
	2367
	-10.327
	5.31E-25
	---
	3.20E-22
	RAB44

	cg01445399
	ENSG00000115602
	2367
	-10.302
	6.87E-25
	---
	4.02E-22
	IL1RL1

	cg01445399
	ENSG00000114315
	2367
	-10.217
	1.66E-24
	---
	9.40E-22
	HES1

	cg01445399
	ENSG00000143842
	2367
	-10.051
	9.06E-24
	---
	4.98E-21
	SOX13

	cg01445399
	ENSG00000066468
	2367
	-9.869
	5.69E-23
	---
	3.04E-20
	FGFR2

	cg01445399
	ENSG00000175505
	2367
	-9.846
	7.15E-23
	---
	3.71E-20
	CLCF1

	cg01445399
	ENSG00000159618
	2367
	-9.726
	2.33E-22
	---
	1.18E-19
	GPR114

	cg01445399
	ENSG00000166483
	2367
	-9.683
	3.55E-22
	---
	1.75E-19
	WEE1

	cg01445399
	ENSG00000151689
	2367
	-9.54
	1.43E-21
	---
	6.87E-19
	INPP1

	cg01445399
	ENSG00000152969
	2367
	-9.536
	1.49E-21
	---
	6.94E-19
	JAKMIP1

	cg01445399
	ENSG00000071205
	2367
	-9.509
	1.92E-21
	---
	8.75E-19
	ARHGAP10

	cg01445399
	ENSG00000186204
	2367
	-9.49
	2.32E-21
	---
	1.03E-18
	CYP4F12

	cg01445399
	ENSG00000215148
	2367
	-9.475
	2.68E-21
	---
	1.16E-18
	PRSS41

	cg01445399
	ENSG00000184221
	2367
	-9.413
	4.82E-21
	---
	2.05E-18
	OLIG1

	cg01445399
	ENSG00000204161
	2367
	-9.406
	5.16E-21
	---
	2.14E-18
	C10orf128

	cg01445399
	ENSG00000197093
	2367
	9.326
	1.10E-20
	+++
	4.45E-18
	GAL3ST4

	cg01445399
	ENSG00000162390
	2367
	-9.269
	1.87E-20
	---
	7.44E-18
	ACOT11

	cg01445399
	ENSG00000068028
	2367
	-9.267
	1.91E-20
	---
	7.44E-18
	RASSF1

	cg01445399
	ENSG00000133317
	2367
	-9.262
	2.00E-20
	---
	7.63E-18
	LGALS12

	cg01445399
	ENSG00000156475
	2367
	-9.214
	3.15E-20
	---
	1.18E-17
	PPP2R2B

	cg01445399
	ENSG00000072134
	2367
	-9.191
	3.89E-20
	---
	1.43E-17
	EPN2

	cg01445399
	ENSG00000119772
	2367
	9.181
	4.25E-20
	+++
	1.53E-17
	DNMT3A

	cg01445399
	ENSG00000101445
	2367
	-9.169
	4.75E-20
	---
	1.68E-17
	PPP1R16B

	cg01445399
	ENSG00000186951
	2367
	-9.129
	6.88E-20
	---
	2.38E-17
	PPARA

	cg01445399
	ENSG00000108370
	2367
	-9.096
	9.37E-20
	---
	3.13E-17
	RGS9

	cg01445399
	ENSG00000188001
	2367
	-9.096
	9.36E-20
	---
	3.13E-17
	TPRG1

	cg01445399
	ENSG00000268758
	2367
	-9.079
	1.10E-19
	---
	3.59E-17
	EMR4P

	cg01445399
	ENSG00000162739
	2367
	-9.044
	1.51E-19
	---
	4.86E-17
	SLAMF6

	cg01445399
	ENSG00000100450
	2367
	-8.976
	2.81E-19
	---
	8.89E-17
	GZMH

	cg01445399
	ENSG00000119714
	2367
	-8.971
	2.94E-19
	---
	9.16E-17
	GPR68

	cg01445399
	ENSG00000182240
	2367
	-8.946
	3.67E-19
	---
	1.12E-16
	BACE2

	cg01445399
	ENSG00000135362
	2367
	-8.944
	3.75E-19
	---
	1.13E-16
	PRR5L

	cg01445399
	ENSG00000120915
	2367
	8.938
	3.98E-19
	+++
	1.18E-16
	EPHX2

	cg01445399
	ENSG00000163508
	2367
	-8.912
	5.02E-19
	---
	1.47E-16
	EOMES

	cg01445399
	ENSG00000149328
	2367
	-8.86
	7.99E-19
	---
	2.30E-16
	GLB1L2

	cg01445399
	ENSG00000145220
	2367
	-8.854
	8.41E-19
	---
	2.35E-16
	LYAR

	cg01445399
	ENSG00000134107
	2367
	-8.855
	8.39E-19
	---
	2.35E-16
	BHLHE40

	cg01445399
	ENSG00000135631
	2367
	-8.832
	1.03E-18
	---
	2.84E-16
	RAB11FIP5

	cg01445399
	ENSG00000139187
	2367
	-8.82
	1.15E-18
	---
	3.10E-16
	KLRG1

	cg01445399
	ENSG00000146904
	2367
	8.8
	1.37E-18
	+++
	3.65E-16
	EPHA1

	cg01445399
	ENSG00000184313
	2367
	-8.794
	1.44E-18
	---
	3.79E-16
	MROH7

	cg01445399
	ENSG00000256128
	2367
	-8.777
	1.67E-18
	---
	4.34E-16
	LINC00944

	cg01445399
	ENSG00000166341
	2367
	8.714
	2.93E-18
	+++
	7.49E-16
	DCHS1

	cg01445399
	ENSG00000250696
	2367
	-8.706
	3.14E-18
	---
	7.94E-16
	NA

	cg01445399
	ENSG00000178860
	2367
	-8.662
	4.63E-18
	---
	1.15E-15
	MSC

	cg01445399
	ENSG00000145990
	2367
	-8.623
	6.53E-18
	---
	1.61E-15
	GFOD1

	cg01445399
	ENSG00000264695
	2367
	-8.616
	6.92E-18
	---
	1.68E-15
	NA

	cg01445399
	ENSG00000169252
	2367
	-8.604
	7.72E-18
	---
	1.85E-15
	ADRB2

	cg01445399
	ENSG00000125868
	2367
	-8.579
	9.53E-18
	---
	2.26E-15
	DSTN

	cg01445399
	ENSG00000101665
	2367
	-8.535
	1.41E-17
	---
	3.28E-15
	SMAD7

	cg01445399
	ENSG00000099377
	2367
	-8.533
	1.43E-17
	---
	3.29E-15
	HSD3B7

	cg01445399
	ENSG00000100298
	2367
	-8.53
	1.47E-17
	---
	3.34E-15
	APOBEC3H

	cg01445399
	ENSG00000166016
	2367
	-8.52
	1.60E-17
	---
	3.60E-15
	ABTB2

	cg01445399
	ENSG00000122223
	2367
	-8.51
	1.74E-17
	---
	3.86E-15
	CD244

	cg01445399
	ENSG00000164402
	2367
	-8.462
	2.62E-17
	---
	5.76E-15
	Aug-04

	cg01445399
	ENSG00000161570
	2367
	-8.447
	3.00E-17
	---
	6.52E-15
	CCL5

	cg01445399
	ENSG00000196422
	2367
	-8.425
	3.61E-17
	---
	7.75E-15
	PPP1R26

	cg01445399
	ENSG00000120279
	2367
	-8.411
	4.05E-17
	---
	8.60E-15
	MYCT1

	cg01445399
	ENSG00000186854
	2367
	8.396
	4.63E-17
	+++
	9.73E-15
	TRABD2A

	cg01445399
	ENSG00000147457
	2367
	8.376
	5.50E-17
	+++
	1.14E-14
	CHMP7

	cg01445399
	ENSG00000010310
	2367
	-8.367
	5.90E-17
	---
	1.21E-14
	GIPR

	cg01445399
	ENSG00000189283
	2367
	8.345
	7.14E-17
	+++
	1.45E-14
	FHIT

	cg01445399
	ENSG00000158006
	2367
	-8.322
	8.65E-17
	---
	1.74E-14
	PAFAH2

	cg01445399
	ENSG00000198885
	2367
	-8.283
	1.20E-16
	---
	2.39E-14
	ITPRIPL1

	cg01445399
	ENSG00000183691
	2367
	8.27
	1.34E-16
	+++
	2.64E-14
	NOG

	cg01445399
	ENSG00000227191
	2367
	-8.265
	1.40E-16
	---
	2.72E-14
	TRGC2

	cg01445399
	ENSG00000167549
	2367
	-8.233
	1.83E-16
	---
	3.53E-14
	CORO6

	cg01445399
	ENSG00000142686
	2367
	-8.205
	2.30E-16
	---
	4.39E-14
	C1orf216

	cg01445399
	ENSG00000072195
	2367
	8.197
	2.46E-16
	+++
	4.64E-14
	SPEG

	cg01445399
	ENSG00000160791
	2367
	-8.181
	2.83E-16
	---
	5.28E-14
	CCR5

	cg01445399
	ENSG00000132718
	2367
	-8.171
	3.06E-16
	---
	5.66E-14
	SYT11

	cg01445399
	ENSG00000167107
	2367
	-8.152
	3.59E-16
	---
	6.58E-14
	ACSF2

	cg01445399
	ENSG00000116016
	2367
	-8.147
	3.73E-16
	---
	6.77E-14
	EPAS1

	cg01445399
	ENSG00000128268
	2367
	-8.144
	3.82E-16
	---
	6.86E-14
	MGAT3

	cg01445399
	ENSG00000087258
	2367
	-8.138
	4.01E-16
	---
	7.14E-14
	GNAO1

	cg01445399
	ENSG00000189068
	2367
	-8.099
	5.54E-16
	---
	9.77E-14
	VSTM1

	cg01445399
	ENSG00000129270
	2367
	8.094
	5.80E-16
	+++
	1.01E-13
	MMP28

	cg01445399
	ENSG00000232021
	2367
	8.079
	6.52E-16
	+++
	1.13E-13
	LEF1-AS1

	cg01445399
	ENSG00000135605
	2367
	-8.059
	7.68E-16
	---
	1.32E-13
	TEC

	cg01445399
	ENSG00000183625
	2367
	-8.053
	8.11E-16
	---
	1.38E-13
	CCR3

	cg01445399
	ENSG00000103319
	2367
	-8.023
	1.03E-15
	---
	1.73E-13
	EEF2K

	cg01445399
	ENSG00000153898
	2367
	-8.02
	1.06E-15
	---
	1.77E-13
	MCOLN2

	cg01445399
	ENSG00000238241
	2367
	8.008
	1.17E-15
	+++
	1.93E-13
	CCR12P

	cg01445399
	ENSG00000175591
	2367
	-8.007
	1.18E-15
	---
	1.93E-13
	P2RY2

	cg01445399
	ENSG00000162676
	2367
	-7.999
	1.25E-15
	---
	2.03E-13
	GFI1

	cg01445399
	ENSG00000183473
	2367
	7.996
	1.29E-15
	+++
	2.07E-13
	SSTR3

	cg01445399
	ENSG00000131018
	2367
	-7.99
	1.35E-15
	---
	2.16E-13
	SYNE1

	cg01445399
	ENSG00000184545
	2367
	-7.987
	1.38E-15
	---
	2.19E-13
	DUSP8

	cg01445399
	ENSG00000092096
	2367
	7.907
	2.63E-15
	+++
	4.13E-13
	SLC22A17

	cg01445399
	ENSG00000169330
	2367
	-7.906
	2.67E-15
	---
	4.16E-13
	KIAA1024

	cg01445399
	ENSG00000115738
	2367
	-7.901
	2.77E-15
	---
	4.28E-13
	ID2

	cg01445399
	ENSG00000167094
	2367
	-7.898
	2.83E-15
	---
	4.33E-13
	TTC16

	cg01445399
	ENSG00000099204
	2367
	7.861
	3.80E-15
	+++
	5.78E-13
	ABLIM1

	cg01445399
	ENSG00000100100
	2367
	7.853
	4.05E-15
	+++
	6.10E-13
	PIK3IP1

	cg01445399
	ENSG00000188822
	2367
	-7.849
	4.19E-15
	---
	6.27E-13
	CNR2

	cg01445399
	ENSG00000246526
	2367
	-7.838
	4.59E-15
	---
	6.81E-13
	NA

	cg01445399
	ENSG00000117643
	2367
	7.811
	5.66E-15
	+++
	8.33E-13
	MAN1C1

	cg01445399
	ENSG00000260401
	2367
	-7.801
	6.14E-15
	---
	8.96E-13
	NA

	cg01445399
	ENSG00000089692
	2367
	-7.753
	9.00E-15
	---
	1.30E-12
	LAG3

	cg01445399
	ENSG00000158555
	2367
	-7.745
	9.59E-15
	---
	1.38E-12
	GDPD5

	cg01445399
	ENSG00000006555
	2367
	-7.732
	1.06E-14
	---
	1.51E-12
	TTC22

	cg01445399
	ENSG00000126217
	2367
	7.722
	1.14E-14
	+++
	1.62E-12
	MCF2L

	cg01445399
	ENSG00000126353
	2367
	7.721
	1.16E-14
	+++
	1.62E-12
	CCR7

	cg01445399
	ENSG00000264198
	2367
	-7.649
	2.03E-14
	---
	2.83E-12
	NA

	cg01445399
	ENSG00000134072
	2367
	-7.643
	2.12E-14
	---
	2.91E-12
	CAMK1

	cg01445399
	ENSG00000141576
	2367
	7.643
	2.12E-14
	+++
	2.91E-12
	RNF157

	cg01445399
	ENSG00000160271
	2367
	-7.627
	2.40E-14
	---
	3.27E-12
	RALGDS

	cg01445399
	ENSG00000164483
	2367
	-7.625
	2.45E-14
	---
	3.32E-12
	SAMD3

	cg01445399
	ENSG00000174837
	2367
	-7.618
	2.57E-14
	---
	3.45E-12
	EMR1

	cg01445399
	ENSG00000163564
	2367
	-7.56
	4.03E-14
	---
	5.38E-12
	PYHIN1

	cg01445399
	ENSG00000131686
	2367
	7.559
	4.07E-14
	+++
	5.39E-12
	CA6

	cg01445399
	ENSG00000189233
	2367
	-7.553
	4.25E-14
	---
	5.60E-12
	NUGGC

	cg01445399
	ENSG00000081059
	2367
	7.539
	4.72E-14
	+++
	6.17E-12
	TCF7

	cg01445399
	ENSG00000232022
	2367
	-7.535
	4.89E-14
	---
	6.34E-12
	NA

	cg01445399
	ENSG00000136213
	2367
	-7.528
	5.15E-14
	---
	6.64E-12
	CHST12

	cg01445399
	ENSG00000114812
	2367
	7.515
	5.67E-14
	+++
	7.26E-12
	VIPR1

	cg01445399
	ENSG00000213420
	2367
	7.511
	5.86E-14
	+++
	7.45E-12
	GPC2

	cg01445399
	ENSG00000164574
	2367
	-7.507
	6.04E-14
	---
	7.63E-12
	GALNT10

	cg01445399
	ENSG00000196586
	2367
	-7.506
	6.09E-14
	---
	7.64E-12
	MYO6

	cg01445399
	ENSG00000064300
	2367
	-7.499
	6.45E-14
	---
	8.04E-12
	NGFR

	cg01445399
	ENSG00000198668
	2367
	-7.497
	6.54E-14
	---
	8.09E-12
	CALM1

	cg01445399
	ENSG00000196220
	2367
	-7.495
	6.62E-14
	---
	8.14E-12
	SRGAP3

	cg01445399
	ENSG00000104490
	2367
	-7.484
	7.22E-14
	---
	8.82E-12
	NCALD

	cg01445399
	ENSG00000181036
	2367
	-7.482
	7.31E-14
	---
	8.87E-12
	FCRL6

	cg01445399
	ENSG00000069702
	2367
	-7.454
	9.09E-14
	---
	1.10E-11
	TGFBR3

	cg01445399
	ENSG00000204219
	2367
	7.437
	1.03E-13
	+++
	1.23E-11
	TCEA3

	cg01445399
	ENSG00000250548
	2367
	-7.427
	1.11E-13
	---
	1.32E-11
	NA

	cg01445399
	ENSG00000154358
	2367
	7.424
	1.13E-13
	+++
	1.34E-11
	OBSCN

	cg01445399
	ENSG00000157593
	2367
	-7.41
	1.26E-13
	---
	1.48E-11
	SLC35B2

	cg01445399
	ENSG00000090975
	2367
	7.392
	1.45E-13
	+++
	1.69E-11
	PITPNM2

	cg01445399
	ENSG00000159733
	2367
	-7.369
	1.72E-13
	---
	1.99E-11
	ZFYVE28

	cg01445399
	ENSG00000259953
	2367
	-7.352
	1.95E-13
	---
	2.25E-11
	NA

	cg01445399
	ENSG00000077585
	2367
	-7.339
	2.15E-13
	---
	2.47E-11
	GPR137B

	cg01445399
	ENSG00000182983
	2367
	7.298
	2.92E-13
	+++
	3.33E-11
	ZNF662

	cg01445399
	ENSG00000164611
	2367
	-7.291
	3.07E-13
	---
	3.47E-11
	PTTG1

	cg01445399
	ENSG00000181847
	2367
	-7.281
	3.32E-13
	---
	3.74E-11
	TIGIT

	cg01445399
	ENSG00000154027
	2367
	7.245
	4.33E-13
	+++
	4.84E-11
	AK5

	cg01445399
	ENSG00000135960
	2367
	7.241
	4.46E-13
	+++
	4.96E-11
	EDAR

	cg01445399
	ENSG00000138795
	2367
	7.225
	5.00E-13
	+++
	5.53E-11
	LEF1

	cg01445399
	ENSG00000156869
	2367
	-7.218
	5.26E-13
	---
	5.78E-11
	FRRS1

	cg01445399
	ENSG00000054654
	2367
	-7.209
	5.63E-13
	---
	6.16E-11
	SYNE2

	cg01445399
	ENSG00000211694
	2367
	-7.204
	5.85E-13
	---
	6.36E-11
	TRGV10

	cg01445399
	ENSG00000116771
	2367
	7.129
	1.01E-12
	+++
	1.09E-10
	AGMAT

	cg01445399
	ENSG00000167106
	2367
	7.105
	1.21E-12
	+++
	1.30E-10
	FAM102A

	cg01445399
	ENSG00000153885
	2367
	-7.095
	1.30E-12
	---
	1.38E-10
	KCTD15

	cg01445399
	ENSG00000106868
	2367
	-7.093
	1.31E-12
	---
	1.40E-10
	SUSD1

	cg01445399
	ENSG00000196814
	2367
	-7.09
	1.34E-12
	---
	1.42E-10
	MVB12B

	cg01445399
	ENSG00000101096
	2367
	-7.075
	1.49E-12
	---
	1.56E-10
	NFATC2

	cg01445399
	ENSG00000134308
	2367
	-7.072
	1.53E-12
	---
	1.60E-10
	YWHAQ

	cg01445399
	ENSG00000078304
	2367
	-7.061
	1.65E-12
	---
	1.72E-10
	PPP2R5C

	cg01445399
	ENSG00000188011
	2367
	-7.058
	1.69E-12
	---
	1.75E-10
	CXXC11

	cg01445399
	ENSG00000112182
	2367
	7.049
	1.80E-12
	+++
	1.85E-10
	BACH2

	cg01445399
	ENSG00000167995
	2367
	7.027
	2.12E-12
	+++
	2.16E-10
	BEST1

	cg01445399
	ENSG00000260807
	2367
	7.026
	2.13E-12
	+++
	2.16E-10
	NA

	cg01445399
	ENSG00000188042
	2367
	-7.024
	2.16E-12
	---
	2.17E-10
	ARL4C

	cg01445399
	ENSG00000258511
	2367
	7.024
	2.15E-12
	+++
	2.17E-10
	NA

	cg01445399
	ENSG00000176083
	2367
	-7.02
	2.21E-12
	---
	2.21E-10
	ZNF683

	cg01445399
	ENSG00000138758
	2367
	-6.992
	2.71E-12
	---
	2.70E-10
	Aug-07

	cg01445399
	ENSG00000174292
	2367
	6.981
	2.94E-12
	+++
	2.91E-10
	TNK1

	cg01445399
	ENSG00000225434
	2367
	-6.979
	2.98E-12
	---
	2.93E-10
	NA

	cg01445399
	ENSG00000229474
	2367
	-6.952
	3.60E-12
	---
	3.52E-10
	PATL2

	cg01445399
	ENSG00000110651
	2367
	-6.943
	3.85E-12
	---
	3.75E-10
	CD81

	cg01445399
	ENSG00000059915
	2367
	6.932
	4.16E-12
	+++
	4.02E-10
	PSD

	cg01445399
	ENSG00000121691
	2367
	-6.92
	4.52E-12
	---
	4.35E-10
	CAT

	cg01445399
	ENSG00000092820
	2367
	-6.918
	4.57E-12
	---
	4.38E-10
	EZR

	cg01445399
	ENSG00000105374
	2367
	-6.915
	4.67E-12
	---
	4.45E-10
	NKG7

	cg01445399
	ENSG00000137266
	2367
	6.914
	4.72E-12
	+++
	4.48E-10
	SLC22A23

	cg01445399
	ENSG00000198915
	2367
	-6.91
	4.85E-12
	---
	4.58E-10
	RASGEF1A

	cg01445399
	ENSG00000116824
	2367
	-6.904
	5.07E-12
	---
	4.76E-10
	CD2

	cg01445399
	ENSG00000112378
	2367
	-6.896
	5.34E-12
	---
	4.99E-10
	PERP

	cg01445399
	ENSG00000073861
	2367
	-6.893
	5.47E-12
	---
	5.08E-10
	TBX21

	cg01445399
	ENSG00000197880
	2367
	6.884
	5.84E-12
	+++
	5.40E-10
	MDS2

	cg01445399
	ENSG00000180739
	2367
	-6.874
	6.23E-12
	---
	5.74E-10
	S1PR5

	cg01445399
	ENSG00000174944
	2367
	-6.873
	6.30E-12
	---
	5.77E-10
	P2RY14

	cg01445399
	ENSG00000010278
	2367
	-6.868
	6.52E-12
	---
	5.94E-10
	CD9

	cg01445399
	ENSG00000090097
	2367
	-6.843
	7.73E-12
	---
	6.98E-10
	PCBP4

	cg01445399
	ENSG00000175873
	2367
	-6.844
	7.73E-12
	---
	6.98E-10
	NA

	cg01445399
	ENSG00000163113
	2367
	-6.84
	7.90E-12
	---
	7.10E-10
	OTUD7B

	cg01445399
	ENSG00000197077
	2367
	-6.823
	8.90E-12
	---
	7.96E-10
	KIAA1671

	cg01445399
	ENSG00000239713
	2367
	-6.822
	9.01E-12
	---
	8.02E-10
	APOBEC3G

	cg01445399
	ENSG00000235823
	2367
	6.815
	9.45E-12
	+++
	8.37E-10
	LINC00263

	cg01445399
	ENSG00000125864
	2367
	-6.812
	9.63E-12
	---
	8.49E-10
	BFSP1

	cg01445399
	ENSG00000149582
	2367
	6.784
	1.17E-11
	+++
	1.02E-09
	TMEM25

	cg01445399
	ENSG00000153563
	2367
	-6.783
	1.18E-11
	---
	1.03E-09
	CD8A

	cg01445399
	ENSG00000136950
	2367
	-6.782
	1.19E-11
	---
	1.03E-09
	ARPC5L

	cg01445399
	ENSG00000026751
	2367
	-6.773
	1.27E-11
	---
	1.09E-09
	SLAMF7

	cg01445399
	ENSG00000147872
	2367
	-6.77
	1.29E-11
	---
	1.11E-09
	PLIN2

	cg01445399
	ENSG00000244509
	2367
	-6.766
	1.32E-11
	---
	1.13E-09
	APOBEC3C

	cg01445399
	ENSG00000238062
	2367
	-6.766
	1.33E-11
	---
	1.13E-09
	SPATA3-AS1

	cg01445399
	ENSG00000134539
	2367
	-6.76
	1.38E-11
	---
	1.17E-09
	KLRD1

	cg01445399
	ENSG00000259479
	2367
	-6.756
	1.42E-11
	---
	1.20E-09
	NA

	cg01445399
	ENSG00000162881
	2367
	-6.745
	1.53E-11
	---
	1.29E-09
	OXER1

	cg01445399
	ENSG00000020633
	2367
	-6.743
	1.56E-11
	---
	1.30E-09
	RUNX3

	cg01445399
	ENSG00000181652
	2367
	6.74
	1.58E-11
	+++
	1.32E-09
	ATG9B

	cg01445399
	ENSG00000163053
	2367
	-6.731
	1.69E-11
	---
	1.40E-09
	SLC16A14

	cg01445399
	ENSG00000106624
	2367
	6.724
	1.77E-11
	+++
	1.46E-09
	AEBP1

	cg01445399
	ENSG00000230537
	2367
	-6.722
	1.79E-11
	---
	1.47E-09
	NA

	cg01445399
	ENSG00000235576
	2367
	-6.721
	1.81E-11
	---
	1.48E-09
	NA

	cg01445399
	ENSG00000174807
	2367
	6.72
	1.82E-11
	+++
	1.48E-09
	CD248

	cg01445399
	ENSG00000060140
	2367
	-6.697
	2.13E-11
	---
	1.73E-09
	STYK1

	cg01445399
	ENSG00000178038
	2367
	6.652
	2.88E-11
	+++
	2.33E-09
	ALS2CL

	cg01445399
	ENSG00000139626
	2367
	-6.644
	3.05E-11
	---
	2.45E-09
	ITGB7

	cg01445399
	ENSG00000112394
	2367
	6.62
	3.60E-11
	+++
	2.89E-09
	SLC16A10

	cg01445399
	ENSG00000238164
	2367
	-6.619
	3.62E-11
	---
	2.89E-09
	NA

	cg01445399
	ENSG00000166126
	2367
	6.616
	3.68E-11
	+++
	2.91E-09
	AMN

	cg01445399
	ENSG00000091592
	2367
	6.617
	3.67E-11
	+++
	2.91E-09
	NLRP1

	cg01445399
	ENSG00000267128
	2367
	6.615
	3.72E-11
	+++
	2.94E-09
	RNF157-AS1

	cg01445399
	ENSG00000231062
	2367
	6.606
	3.96E-11
	+++
	3.11E-09
	NA

	cg01445399
	ENSG00000070882
	2367
	-6.6
	4.10E-11
	---
	3.21E-09
	OSBPL3

	cg01445399
	ENSG00000179855
	2367
	6.599
	4.13E-11
	+++
	3.22E-09
	GIPC3

	cg01445399
	ENSG00000167664
	2367
	6.595
	4.25E-11
	+++
	3.29E-09
	TMIGD2

	cg01445399
	ENSG00000165702
	2367
	-6.585
	4.54E-11
	---
	3.50E-09
	GFI1B

	cg01445399
	ENSG00000157985
	2367
	-6.57
	5.02E-11
	---
	3.86E-09
	AGAP1

	cg01445399
	ENSG00000111863
	2367
	6.565
	5.19E-11
	+++
	3.96E-09
	ADTRP

	cg01445399
	ENSG00000075142
	2367
	-6.566
	5.17E-11
	---
	3.96E-09
	SRI

	cg01445399
	ENSG00000168056
	2367
	6.546
	5.93E-11
	+++
	4.50E-09
	LTBP3

	cg01445399
	ENSG00000188389
	2367
	-6.534
	6.38E-11
	---
	4.83E-09
	PDCD1

	cg01445399
	ENSG00000071242
	2367
	-6.52
	7.05E-11
	---
	5.31E-09
	RPS6KA2

	cg01445399
	ENSG00000238121
	2367
	-6.519
	7.08E-11
	---
	5.32E-09
	LINC00426

	cg01445399
	ENSG00000235194
	2367
	6.508
	7.63E-11
	+++
	5.71E-09
	PPP1R3E

	cg01445399
	ENSG00000116237
	2367
	-6.499
	8.07E-11
	---
	6.01E-09
	ICMT

	cg01445399
	ENSG00000105409
	2367
	-6.489
	8.64E-11
	---
	6.41E-09
	ATP1A3

	cg01445399
	ENSG00000198353
	2367
	-6.487
	8.73E-11
	---
	6.45E-09
	HOXC4

	cg01445399
	ENSG00000225632
	2367
	6.479
	9.25E-11
	+++
	6.81E-09
	NA

	cg01445399
	ENSG00000196975
	2367
	-6.475
	9.48E-11
	---
	6.95E-09
	ANXA4

	cg01445399
	ENSG00000151136
	2367
	6.457
	1.07E-10
	+++
	7.79E-09
	BTBD11

	cg01445399
	ENSG00000132694
	2367
	6.454
	1.09E-10
	+++
	7.91E-09
	ARHGEF11

	cg01445399
	ENSG00000006638
	2367
	6.449
	1.13E-10
	+++
	8.16E-09
	TBXA2R

	cg01445399
	ENSG00000169242
	2367
	6.444
	1.16E-10
	+++
	8.39E-09
	EFNA1

	cg01445399
	ENSG00000235162
	2367
	-6.44
	1.19E-10
	---
	8.58E-09
	C12orf75

	cg01445399
	ENSG00000135253
	2367
	-6.434
	1.24E-10
	---
	8.89E-09
	KCP

	cg01445399
	ENSG00000073350
	2367
	-6.432
	1.26E-10
	---
	8.97E-09
	LLGL2

	cg01445399
	ENSG00000161381
	2367
	6.419
	1.37E-10
	+++
	9.73E-09
	PLXDC1

	cg01445399
	ENSG00000124225
	2367
	6.417
	1.39E-10
	+++
	9.83E-09
	PMEPA1

	cg01445399
	ENSG00000171476
	2367
	-6.413
	1.42E-10
	---
	1.00E-08
	HOPX

	cg01445399
	ENSG00000066294
	2367
	-6.413
	1.42E-10
	---
	1.00E-08
	CD84

	cg01445399
	ENSG00000173530
	2367
	6.41
	1.46E-10
	+++
	1.02E-08
	TNFRSF10D

	cg01445399
	ENSG00000204934
	2367
	6.393
	1.63E-10
	+++
	1.14E-08
	ATP6V0E2-AS1

	cg01445399
	ENSG00000157978
	2367
	6.385
	1.72E-10
	+++
	1.19E-08
	LDLRAP1

	cg01445399
	ENSG00000093134
	2367
	6.38
	1.77E-10
	+++
	1.22E-08
	VNN3

	cg01445399
	ENSG00000154025
	2367
	6.378
	1.79E-10
	+++
	1.23E-08
	SLC5A10

	cg01445399
	ENSG00000107815
	2367
	6.378
	1.79E-10
	+++
	1.23E-08
	C10orf2

	cg01445399
	ENSG00000169991
	2367
	-6.377
	1.80E-10
	---
	1.23E-08
	IFFO2

	cg01445399
	ENSG00000196407
	2367
	-6.372
	1.87E-10
	---
	1.27E-08
	THEM5

	cg01445399
	ENSG00000196155
	2367
	6.37
	1.89E-10
	+++
	1.29E-08
	PLEKHG4

	cg01445399
	ENSG00000180867
	2367
	-6.367
	1.92E-10
	---
	1.30E-08
	PDIA3P1

	cg01445399
	ENSG00000232208
	2367
	6.366
	1.94E-10
	+++
	1.31E-08
	NA

	cg01445399
	ENSG00000138311
	2367
	-6.364
	1.97E-10
	---
	1.33E-08
	ZNF365

	cg01445399
	ENSG00000102900
	2367
	-6.361
	2.01E-10
	---
	1.34E-08
	NUP93

	cg01445399
	ENSG00000204055
	2367
	6.36
	2.02E-10
	+++
	1.35E-08
	NA

	cg01445399
	ENSG00000003249
	2367
	6.359
	2.03E-10
	+++
	1.35E-08
	DBNDD1

	cg01445399
	ENSG00000128596
	2367
	-6.35
	2.16E-10
	---
	1.43E-08
	CCDC136

	cg01445399
	ENSG00000162398
	2367
	-6.347
	2.19E-10
	---
	1.45E-08
	C1orf177

	cg01445399
	ENSG00000125726
	2367
	-6.339
	2.31E-10
	---
	1.52E-08
	CD70

	cg01445399
	ENSG00000167775
	2367
	-6.338
	2.34E-10
	---
	1.53E-08
	CD320

	cg01445399
	ENSG00000159216
	2367
	-6.337
	2.34E-10
	---
	1.53E-08
	RUNX1

	cg01445399
	ENSG00000168765
	2367
	-6.327
	2.50E-10
	---
	1.63E-08
	GSTM4

	cg01445399
	ENSG00000139629
	2367
	-6.326
	2.51E-10
	---
	1.63E-08
	GALNT6

	cg01445399
	ENSG00000184602
	2367
	6.322
	2.58E-10
	+++
	1.67E-08
	SNN

	cg01445399
	ENSG00000182534
	2367
	-6.316
	2.68E-10
	---
	1.73E-08
	MXRA7

	cg01445399
	ENSG00000196187
	2367
	6.308
	2.82E-10
	+++
	1.81E-08
	TMEM63A

	cg01445399
	ENSG00000189238
	2367
	-6.308
	2.83E-10
	---
	1.81E-08
	LINC00943

	cg01445399
	ENSG00000145649
	2367
	-6.305
	2.89E-10
	---
	1.84E-08
	GZMA

	cg01445399
	ENSG00000140577
	2367
	6.302
	2.94E-10
	+++
	1.87E-08
	CRTC3

	cg01445399
	ENSG00000172653
	2367
	-6.301
	2.95E-10
	---
	1.87E-08
	C17orf66

	cg01445399
	ENSG00000166949
	2367
	-6.293
	3.11E-10
	---
	1.96E-08
	SMAD3

	cg01445399
	ENSG00000106351
	2367
	-6.292
	3.13E-10
	---
	1.97E-08
	AGFG2

	cg01445399
	ENSG00000050555
	2367
	6.29
	3.17E-10
	+++
	1.99E-08
	LAMC3

	cg01445399
	ENSG00000130787
	2367
	6.284
	3.31E-10
	+++
	2.07E-08
	HIP1R

	cg01445399
	ENSG00000125657
	2367
	-6.282
	3.35E-10
	---
	2.09E-08
	TNFSF9

	cg01445399
	ENSG00000170962
	2367
	-6.273
	3.53E-10
	---
	2.19E-08
	PDGFD

	cg01445399
	ENSG00000162174
	2367
	-6.273
	3.53E-10
	---
	2.19E-08
	ASRGL1

	cg01445399
	ENSG00000084110
	2367
	6.262
	3.80E-10
	+++
	2.35E-08
	HAL

	cg01445399
	ENSG00000225079
	2367
	-6.25
	4.09E-10
	---
	2.52E-08
	FTH1P22

	cg01445399
	ENSG00000074590
	2367
	-6.25
	4.12E-10
	---
	2.52E-08
	NUAK1

	cg01445399
	ENSG00000088899
	2367
	6.24
	4.38E-10
	+++
	2.67E-08
	NA

	cg01445399
	ENSG00000143851
	2367
	-6.239
	4.41E-10
	---
	2.69E-08
	PTPN7

	cg01445399
	ENSG00000186792
	2367
	-6.216
	5.11E-10
	---
	3.10E-08
	HYAL3

	cg01445399
	ENSG00000248746
	1464
	-6.208
	5.35E-10
	--?
	3.24E-08
	ACTN3

	cg01445399
	ENSG00000171631
	2367
	-6.208
	5.37E-10
	---
	3.24E-08
	P2RY6

	cg01445399
	ENSG00000172985
	2367
	6.185
	6.22E-10
	+++
	3.74E-08
	SH3RF3

	cg01445399
	ENSG00000179029
	2367
	-6.183
	6.29E-10
	---
	3.77E-08
	TMEM107

	cg01445399
	ENSG00000165659
	2367
	-6.176
	6.59E-10
	---
	3.94E-08
	DACH1

	cg01445399
	ENSG00000165914
	2367
	-6.171
	6.79E-10
	---
	4.04E-08
	TTC7B

	cg01445399
	ENSG00000137441
	2367
	-6.161
	7.24E-10
	---
	4.30E-08
	FGFBP2

	cg01445399
	ENSG00000204314
	2367
	6.134
	8.57E-10
	+++
	5.07E-08
	PRRT1

	cg01445399
	ENSG00000165821
	2367
	6.129
	8.85E-10
	+++
	5.22E-08
	SALL2

	cg01445399
	ENSG00000173482
	2367
	-6.128
	8.92E-10
	---
	5.24E-08
	PTPRM

	cg01445399
	ENSG00000050438
	2367
	-6.126
	9.01E-10
	---
	5.28E-08
	SLC4A8

	cg01445399
	ENSG00000000971
	2367
	-6.124
	9.12E-10
	---
	5.33E-08
	CFH

	cg01445399
	ENSG00000181585
	2367
	6.123
	9.17E-10
	+++
	5.34E-08
	TMIE

	cg01445399
	ENSG00000153721
	2367
	-6.119
	9.40E-10
	---
	5.46E-08
	CNKSR3

	cg01445399
	ENSG00000147443
	2367
	-6.114
	9.71E-10
	---
	5.62E-08
	DOK2

	cg01445399
	ENSG00000261888
	2367
	-6.111
	9.90E-10
	---
	5.71E-08
	NA

	cg01445399
	ENSG00000197283
	2367
	6.11
	9.97E-10
	+++
	5.74E-08
	SYNGAP1

	cg01445399
	ENSG00000162373
	2367
	6.102
	1.05E-09
	+++
	5.97E-08
	BEND5

	cg01445399
	ENSG00000090006
	2367
	-6.102
	1.05E-09
	---
	5.97E-08
	LTBP4

	cg01445399
	ENSG00000107819
	2367
	-6.101
	1.05E-09
	---
	5.97E-08
	SFXN3

	cg01445399
	ENSG00000113296
	2367
	-6.102
	1.05E-09
	---
	5.97E-08
	THBS4

	cg01445399
	ENSG00000234771
	2367
	6.094
	1.10E-09
	+++
	6.23E-08
	NA

	cg01445399
	ENSG00000257495
	2367
	6.092
	1.12E-09
	+++
	6.31E-08
	NA

	cg01445399
	ENSG00000101298
	2367
	6.088
	1.14E-09
	+++
	6.43E-08
	SNPH

	cg01445399
	ENSG00000168005
	2367
	-6.081
	1.19E-09
	---
	6.69E-08
	C11orf84

	cg01445399
	ENSG00000258987
	1464
	-6.076
	1.23E-09
	--?
	6.89E-08
	NA

	cg01445399
	ENSG00000109956
	2367
	-6.064
	1.33E-09
	---
	7.42E-08
	B3GAT1

	cg01445399
	ENSG00000139116
	2367
	-6.059
	1.37E-09
	---
	7.61E-08
	KIF21A

	cg01445399
	ENSG00000178573
	2367
	-6.056
	1.39E-09
	---
	7.73E-08
	MAF

	cg01445399
	ENSG00000065357
	2367
	6.05
	1.45E-09
	+++
	8.01E-08
	DGKA

	cg01445399
	ENSG00000089006
	2367
	-6.043
	1.51E-09
	---
	8.33E-08
	SNX5

	cg01445399
	ENSG00000117519
	2367
	6.041
	1.53E-09
	+++
	8.41E-08
	CNN3

	cg01445399
	ENSG00000138395
	1464
	-6.04
	1.54E-09
	--?
	8.44E-08
	CDK15

	cg01445399
	ENSG00000050730
	2367
	-6.038
	1.56E-09
	---
	8.51E-08
	TNIP3

	cg01445399
	ENSG00000162591
	2367
	6.033
	1.61E-09
	+++
	8.77E-08
	MEGF6

	cg01445399
	ENSG00000173040
	2367
	-6.017
	1.78E-09
	---
	9.66E-08
	EVC2

	cg01445399
	ENSG00000198846
	2367
	-6.01
	1.86E-09
	---
	1.01E-07
	TOX

	cg01445399
	ENSG00000172348
	1464
	-5.998
	2.00E-09
	--?
	1.08E-07
	RCAN2

	cg01445399
	ENSG00000170779
	2367
	-5.989
	2.11E-09
	---
	1.14E-07
	CDCA4

	cg01445399
	ENSG00000182319
	2367
	5.981
	2.22E-09
	+++
	1.19E-07
	NA

	cg01445399
	ENSG00000184613
	2367
	5.975
	2.30E-09
	+++
	1.23E-07
	NELL2

	cg01445399
	ENSG00000170485
	2367
	5.97
	2.37E-09
	+++
	1.27E-07
	NPAS2

	cg01445399
	ENSG00000152207
	2367
	-5.96
	2.53E-09
	---
	1.35E-07
	CYSLTR2

	cg01445399
	ENSG00000165617
	2367
	5.959
	2.54E-09
	+++
	1.35E-07
	DACT1

	cg01445399
	ENSG00000124191
	2367
	-5.957
	2.57E-09
	---
	1.36E-07
	TOX2

	cg01445399
	ENSG00000139289
	2367
	-5.954
	2.62E-09
	---
	1.38E-07
	PHLDA1

	cg01445399
	ENSG00000178732
	2367
	5.952
	2.65E-09
	+++
	1.39E-07
	GP5

	cg01445399
	ENSG00000246223
	2367
	5.947
	2.72E-09
	+++
	1.43E-07
	C14orf64

	cg01445399
	ENSG00000106479
	2367
	5.945
	2.77E-09
	+++
	1.45E-07
	ZNF862

	cg01445399
	ENSG00000159784
	2367
	-5.942
	2.81E-09
	---
	1.47E-07
	FAM131B

	cg01445399
	ENSG00000183734
	2367
	-5.94
	2.86E-09
	---
	1.49E-07
	ASCL2

	cg01445399
	ENSG00000167191
	2367
	5.933
	2.98E-09
	+++
	1.55E-07
	GPRC5B

	cg01445399
	ENSG00000072110
	2367
	5.929
	3.05E-09
	+++
	1.58E-07
	ACTN1

	cg01445399
	ENSG00000205336
	2367
	-5.926
	3.10E-09
	---
	1.60E-07
	GPR56

	cg01445399
	ENSG00000117411
	2367
	-5.92
	3.21E-09
	---
	1.65E-07
	B4GALT2

	cg01445399
	ENSG00000157388
	2367
	-5.911
	3.39E-09
	---
	1.74E-07
	CACNA1D

	cg01445399
	ENSG00000230107
	2367
	-5.895
	3.74E-09
	---
	1.91E-07
	NA

	cg01445399
	ENSG00000156127
	2367
	-5.894
	3.76E-09
	---
	1.92E-07
	BATF

	cg01445399
	ENSG00000136997
	2367
	5.885
	3.99E-09
	+++
	2.03E-07
	MYC

	cg01445399
	ENSG00000189350
	2367
	-5.877
	4.19E-09
	---
	2.13E-07
	FAM179A

	cg01445399
	ENSG00000119711
	2367
	-5.863
	4.55E-09
	---
	2.30E-07
	ALDH6A1

	cg01445399
	ENSG00000116667
	2367
	-5.857
	4.70E-09
	---
	2.38E-07
	C1orf21

	cg01445399
	ENSG00000205356
	2367
	5.856
	4.73E-09
	+++
	2.38E-07
	TECPR1

	cg01445399
	ENSG00000169992
	2367
	5.827
	5.65E-09
	+++
	2.84E-07
	NLGN2

	cg01445399
	ENSG00000168826
	2367
	-5.826
	5.67E-09
	---
	2.84E-07
	ZBTB49

	cg01445399
	ENSG00000117602
	2367
	5.826
	5.69E-09
	+++
	2.85E-07
	RCAN3

	cg01445399
	ENSG00000140451
	2367
	-5.825
	5.73E-09
	---
	2.85E-07
	PIF1

	cg01445399
	ENSG00000158122
	2367
	-5.821
	5.85E-09
	---
	2.91E-07
	AAED1

	cg01445399
	ENSG00000135919
	2367
	5.818
	5.97E-09
	+++
	2.95E-07
	SERPINE2

	cg01445399
	ENSG00000130340
	2367
	5.818
	5.96E-09
	+++
	2.95E-07
	SNX9

	cg01445399
	ENSG00000159314
	2367
	5.806
	6.41E-09
	+++
	3.16E-07
	ARHGAP27

	cg01445399
	ENSG00000158106
	2367
	5.8
	6.63E-09
	+++
	3.26E-07
	RHPN1

	cg01445399
	ENSG00000181467
	2367
	-5.799
	6.68E-09
	---
	3.28E-07
	RAP2B

	cg01445399
	ENSG00000186187
	2367
	-5.778
	7.57E-09
	---
	3.70E-07
	ZNRF1

	cg01445399
	ENSG00000204304
	2367
	5.754
	8.72E-09
	+++
	4.26E-07
	PBX2

	cg01445399
	ENSG00000211696
	2367
	-5.753
	8.78E-09
	---
	4.27E-07
	TRGV8

	cg01445399
	ENSG00000072071
	2367
	5.752
	8.81E-09
	+++
	4.27E-07
	LPHN1

	cg01445399
	ENSG00000091129
	2367
	5.743
	9.31E-09
	+++
	4.51E-07
	NRCAM

	cg01445399
	ENSG00000131067
	2367
	5.739
	9.53E-09
	+++
	4.60E-07
	GGT7

	cg01445399
	ENSG00000196169
	2367
	-5.735
	9.77E-09
	---
	4.70E-07
	KIF19

	cg01445399
	ENSG00000166405
	2367
	5.731
	9.96E-09
	+++
	4.78E-07
	RIC3

	cg01445399
	ENSG00000129277
	2367
	-5.726
	1.03E-08
	---
	4.92E-07
	CCL4

	cg01445399
	ENSG00000136856
	2367
	-5.711
	1.12E-08
	---
	5.35E-07
	SLC2A8

	cg01445399
	ENSG00000181104
	2367
	-5.71
	1.13E-08
	---
	5.38E-07
	F2R

	cg01445399
	ENSG00000135314
	2367
	-5.707
	1.15E-08
	---
	5.47E-07
	KHDC1

	cg01445399
	ENSG00000240219
	2367
	5.703
	1.17E-08
	+++
	5.56E-07
	NA

	cg01445399
	ENSG00000065717
	2367
	5.703
	1.17E-08
	+++
	5.56E-07
	TLE2

	cg01445399
	ENSG00000237683
	2367
	5.701
	1.19E-08
	+++
	5.64E-07
	NA

	cg01445399
	ENSG00000121413
	2367
	5.689
	1.28E-08
	+++
	6.03E-07
	ZSCAN18

	cg01445399
	ENSG00000187118
	2367
	-5.687
	1.30E-08
	---
	6.09E-07
	CMC1

	cg01445399
	ENSG00000185432
	2367
	-5.684
	1.32E-08
	---
	6.17E-07
	METTL7A

	cg01445399
	ENSG00000070756
	2367
	5.682
	1.34E-08
	+++
	6.24E-07
	PABPC1

	cg01445399
	ENSG00000167004
	2367
	-5.675
	1.39E-08
	---
	6.47E-07
	PDIA3

	cg01445399
	ENSG00000131459
	2367
	-5.675
	1.39E-08
	---
	6.47E-07
	GFPT2

	cg01445399
	ENSG00000121848
	2367
	-5.661
	1.50E-08
	---
	6.97E-07
	RNF115

	cg01445399
	ENSG00000154814
	2367
	5.658
	1.54E-08
	+++
	7.11E-07
	OXNAD1

	cg01445399
	ENSG00000170004
	2367
	5.653
	1.58E-08
	+++
	7.30E-07
	CHD3

	cg01445399
	ENSG00000148175
	2367
	-5.65
	1.61E-08
	---
	7.40E-07
	STOM

	cg01445399
	ENSG00000197859
	2367
	5.644
	1.66E-08
	+++
	7.62E-07
	ADAMTSL2

	cg01445399
	ENSG00000166313
	2367
	5.637
	1.73E-08
	+++
	7.93E-07
	APBB1

	cg01445399
	ENSG00000183955
	2367
	-5.633
	1.78E-08
	---
	8.09E-07
	SETD8

	cg01445399
	ENSG00000246214
	2367
	5.633
	1.78E-08
	+++
	8.09E-07
	NA

	cg01445399
	ENSG00000175727
	2367
	5.623
	1.87E-08
	+++
	8.52E-07
	MLXIP

	cg01445399
	ENSG00000032444
	2367
	-5.617
	1.95E-08
	---
	8.84E-07
	PNPLA6

	cg01445399
	ENSG00000231113
	2367
	5.607
	2.07E-08
	+++
	9.35E-07
	NA

	cg01445399
	ENSG00000237441
	2367
	5.604
	2.09E-08
	+++
	9.44E-07
	RGL2

	cg01445399
	ENSG00000138439
	2367
	5.6
	2.14E-08
	+++
	9.62E-07
	FAM117B

	cg01445399
	ENSG00000182173
	2367
	-5.601
	2.14E-08
	---
	9.62E-07
	TSEN54

	cg01445399
	ENSG00000138172
	2367
	-5.593
	2.24E-08
	---
	1.00E-06
	CALHM2

	cg01445399
	ENSG00000062485
	2367
	-5.592
	2.24E-08
	---
	1.00E-06
	CS

	cg01445399
	ENSG00000177374
	2367
	-5.592
	2.25E-08
	---
	1.00E-06
	HIC1

	cg01445399
	ENSG00000080493
	2367
	-5.584
	2.34E-08
	---
	1.04E-06
	SLC4A4

	cg01445399
	ENSG00000182985
	2367
	-5.582
	2.38E-08
	---
	1.06E-06
	CADM1

	cg01445399
	ENSG00000142599
	2367
	5.578
	2.43E-08
	+++
	1.08E-06
	RERE

	cg01445399
	ENSG00000145107
	2367
	-5.578
	2.43E-08
	---
	1.08E-06
	TM4SF19

	cg01445399
	ENSG00000162104
	2367
	-5.576
	2.47E-08
	---
	1.09E-06
	ADCY9

	cg01445399
	ENSG00000162543
	2367
	-5.572
	2.52E-08
	---
	1.11E-06
	UBXN10

	cg01445399
	ENSG00000170345
	2367
	5.568
	2.57E-08
	+++
	1.13E-06
	FOS

	cg01445399
	ENSG00000110324
	2367
	-5.559
	2.71E-08
	---
	1.19E-06
	IL10RA

	cg01445399
	ENSG00000131871
	2367
	-5.558
	2.73E-08
	---
	1.19E-06
	VIMP

	cg01445399
	ENSG00000130511
	2367
	-5.552
	2.82E-08
	---
	1.23E-06
	SSBP4

	cg01445399
	ENSG00000111319
	2367
	5.544
	2.96E-08
	+++
	1.28E-06
	SCNN1A

	cg01445399
	ENSG00000115523
	2367
	-5.543
	2.97E-08
	---
	1.29E-06
	GNLY

	cg01445399
	ENSG00000125844
	2367
	-5.542
	3.00E-08
	---
	1.30E-06
	RRBP1

	cg01445399
	ENSG00000105641
	2367
	5.524
	3.31E-08
	+++
	1.43E-06
	SLC5A5

	cg01445399
	ENSG00000139998
	2367
	5.519
	3.40E-08
	+++
	1.46E-06
	RAB15

	cg01445399
	ENSG00000125746
	2367
	-5.514
	3.50E-08
	---
	1.51E-06
	EML2

	cg01445399
	ENSG00000005206
	2367
	5.514
	3.51E-08
	+++
	1.51E-06
	SPPL2B

	cg01445399
	ENSG00000112655
	2367
	5.507
	3.65E-08
	+++
	1.56E-06
	PTK7

	cg01445399
	ENSG00000171843
	2367
	5.505
	3.69E-08
	+++
	1.57E-06
	MLLT3

	cg01445399
	ENSG00000204580
	2367
	5.501
	3.77E-08
	+++
	1.61E-06
	DDR1

	cg01445399
	ENSG00000197142
	2367
	-5.5
	3.80E-08
	---
	1.62E-06
	ACSL5

	cg01445399
	ENSG00000116574
	2367
	-5.49
	4.02E-08
	---
	1.71E-06
	RHOU

	cg01445399
	ENSG00000005189
	2367
	-5.477
	4.32E-08
	---
	1.83E-06
	NA

	cg01445399
	ENSG00000172780
	2367
	5.469
	4.54E-08
	+++
	1.91E-06
	RAB43

	cg01445399
	ENSG00000167912
	2367
	-5.467
	4.57E-08
	---
	1.92E-06
	NA

	cg01445399
	ENSG00000140443
	2367
	5.467
	4.58E-08
	+++
	1.92E-06
	IGF1R

	cg01445399
	ENSG00000251301
	2367
	-5.463
	4.68E-08
	---
	1.96E-06
	NA

	cg01445399
	ENSG00000244649
	1464
	-5.462
	4.70E-08
	--?
	1.96E-06
	NA

	cg01445399
	ENSG00000131773
	2367
	-5.46
	4.76E-08
	---
	1.99E-06
	KHDRBS3

	cg01445399
	ENSG00000105220
	2367
	-5.455
	4.89E-08
	---
	2.03E-06
	GPI

	cg01445399
	ENSG00000166289
	2367
	-5.449
	5.06E-08
	---
	2.10E-06
	PLEKHF1

	cg01445399
	ENSG00000137672
	2367
	-5.448
	5.09E-08
	---
	2.11E-06
	TRPC6

	cg01445399
	ENSG00000048028
	2367
	-5.437
	5.40E-08
	---
	2.23E-06
	USP28

	cg01445399
	ENSG00000186815
	2367
	5.43
	5.64E-08
	+++
	2.32E-06
	TPCN1

	cg01445399
	ENSG00000008517
	2367
	-5.43
	5.65E-08
	---
	2.32E-06
	IL32

	cg01445399
	ENSG00000243811
	2367
	-5.43
	5.65E-08
	---
	2.32E-06
	APOBEC3D

	cg01445399
	ENSG00000150687
	2367
	-5.428
	5.71E-08
	---
	2.34E-06
	PRSS23

	cg01445399
	ENSG00000158966
	2367
	5.419
	6.01E-08
	+++
	2.46E-06
	CACHD1

	cg01445399
	ENSG00000124019
	2367
	-5.417
	6.06E-08
	---
	2.47E-06
	FAM124B

	cg01445399
	ENSG00000196700
	2367
	5.417
	6.08E-08
	+++
	2.47E-06
	ZNF512B

	cg01445399
	ENSG00000160223
	2367
	5.415
	6.12E-08
	+++
	2.49E-06
	ICOSLG

	cg01445399
	ENSG00000115902
	2367
	-5.41
	6.31E-08
	---
	2.56E-06
	SLC1A4

	cg01445399
	ENSG00000175898
	2367
	-5.402
	6.59E-08
	---
	2.66E-06
	NA

	cg01445399
	ENSG00000134716
	2367
	5.395
	6.85E-08
	+++
	2.76E-06
	CYP2J2

	cg01445399
	ENSG00000118900
	2367
	5.395
	6.86E-08
	+++
	2.76E-06
	UBN1

	cg01445399
	ENSG00000198728
	2367
	5.393
	6.95E-08
	+++
	2.79E-06
	LDB1

	cg01445399
	ENSG00000225339
	2367
	-5.391
	7.01E-08
	---
	2.81E-06
	NA

	cg01445399
	ENSG00000175707
	2367
	5.389
	7.07E-08
	+++
	2.83E-06
	C1orf172

	cg01445399
	ENSG00000100346
	2367
	5.381
	7.40E-08
	+++
	2.95E-06
	CACNA1I

	cg01445399
	ENSG00000148468
	2367
	5.378
	7.53E-08
	+++
	3.00E-06
	FAM171A1

	cg01445399
	ENSG00000134815
	2367
	5.372
	7.79E-08
	+++
	3.10E-06
	DHX34

	cg01445399
	ENSG00000136379
	2367
	-5.361
	8.30E-08
	---
	3.29E-06
	ABHD17C

	cg01445399
	ENSG00000211689
	2367
	-5.36
	8.34E-08
	---
	3.30E-06
	TRGC1

	cg01445399
	ENSG00000148248
	2367
	-5.354
	8.61E-08
	---
	3.40E-06
	SURF4

	cg01445399
	ENSG00000106003
	2367
	-5.347
	8.94E-08
	---
	3.52E-06
	LFNG

	cg01445399
	ENSG00000228549
	2367
	-5.34
	9.30E-08
	---
	3.66E-06
	NA

	cg01445399
	ENSG00000255026
	2367
	5.329
	9.87E-08
	+++
	3.88E-06
	NA

	cg01445399
	ENSG00000160007
	2367
	-5.328
	9.94E-08
	---
	3.89E-06
	ARHGAP35

	cg01445399
	ENSG00000233306
	2367
	-5.328
	9.95E-08
	---
	3.89E-06
	TRGV2

	cg01445399
	ENSG00000198648
	2367
	-5.323
	1.02E-07
	---
	3.97E-06
	STK39

	cg01445399
	ENSG00000154016
	2367
	5.323
	1.02E-07
	+++
	3.98E-06
	GRAP

	cg01445399
	ENSG00000142798
	2367
	5.316
	1.06E-07
	+++
	4.12E-06
	HSPG2

	cg01445399
	ENSG00000136002
	2367
	5.313
	1.08E-07
	+++
	4.18E-06
	ARHGEF4

	cg01445399
	ENSG00000130038
	2367
	-5.301
	1.15E-07
	---
	4.46E-06
	EFCAB4B

	cg01445399
	ENSG00000101230
	2367
	5.299
	1.17E-07
	+++
	4.50E-06
	ISM1

	cg01445399
	ENSG00000136986
	2367
	-5.297
	1.18E-07
	---
	4.54E-06
	DERL1

	cg01445399
	ENSG00000267121
	2367
	5.295
	1.19E-07
	+++
	4.58E-06
	NA

	cg01445399
	ENSG00000115828
	2367
	5.294
	1.20E-07
	+++
	4.60E-06
	QPCT

	cg01445399
	ENSG00000154640
	2367
	-5.291
	1.22E-07
	---
	4.65E-06
	BTG3

	cg01445399
	ENSG00000158292
	2367
	-5.288
	1.24E-07
	---
	4.74E-06
	GPR153

	cg01445399
	ENSG00000163359
	2367
	5.284
	1.27E-07
	+++
	4.83E-06
	COL6A3

	cg01445399
	ENSG00000123989
	2367
	-5.282
	1.28E-07
	---
	4.87E-06
	CHPF

	cg01445399
	ENSG00000034053
	2367
	5.267
	1.38E-07
	+++
	5.26E-06
	APBA2

	cg01445399
	ENSG00000106123
	2367
	5.266
	1.39E-07
	+++
	5.28E-06
	EPHB6

	cg01445399
	ENSG00000047849
	2367
	-5.262
	1.42E-07
	---
	5.39E-06
	MAP4

	cg01445399
	ENSG00000147852
	2367
	-5.254
	1.49E-07
	---
	5.61E-06
	VLDLR

	cg01445399
	ENSG00000185664
	2367
	5.251
	1.51E-07
	+++
	5.69E-06
	PMEL

	cg01445399
	ENSG00000230724
	2367
	5.246
	1.56E-07
	+++
	5.86E-06
	LINC01001

	cg01445399
	ENSG00000160285
	2367
	-5.24
	1.61E-07
	---
	6.03E-06
	LSS

	cg01445399
	ENSG00000071054
	2367
	5.234
	1.66E-07
	+++
	6.21E-06
	MAP4K4

	cg01445399
	ENSG00000113319
	2367
	5.231
	1.69E-07
	+++
	6.32E-06
	RASGRF2

	cg01445399
	ENSG00000203485
	2367
	5.229
	1.71E-07
	+++
	6.36E-06
	INF2

	cg01445399
	ENSG00000156463
	1464
	-5.227
	1.72E-07
	--?
	6.40E-06
	SH3RF2

	cg01445399
	ENSG00000112195
	2367
	5.223
	1.76E-07
	+++
	6.55E-06
	TREML2

	cg01445399
	ENSG00000108799
	2367
	5.221
	1.78E-07
	+++
	6.59E-06
	EZH1

	cg01445399
	ENSG00000126838
	2367
	-5.22
	1.79E-07
	---
	6.62E-06
	PZP

	cg01445399
	ENSG00000135426
	2367
	5.216
	1.83E-07
	+++
	6.77E-06
	TESPA1

	cg01445399
	ENSG00000165140
	2367
	-5.215
	1.84E-07
	---
	6.77E-06
	FBP1

	cg01445399
	ENSG00000106100
	2367
	-5.208
	1.91E-07
	---
	7.02E-06
	NOD1
























Table S24. Correlation analysis of DNA methylation and gene transcription levels using the BIOS data (n=2,367), with Eos correction.							


	CpG site
	Gene name
	Num
	Zscore
	P.value
	Direction
	fdr
	hgnc_symbol

	cg16592897
	ENSG00000149328
	2367
	-13.659
	1.78E-42
	---
	3.32E-38
	GLB1L2

	cg16592897
	ENSG00000152969
	2367
	-13.569
	6.10E-42
	---
	5.70E-38
	JAKMIP1

	cg16592897
	ENSG00000156475
	2367
	-13.479
	2.09E-41
	---
	9.75E-38
	PPP2R2B

	cg16592897
	ENSG00000188001
	2367
	-13.48
	2.06E-41
	---
	9.75E-38
	TPRG1

	cg16592897
	ENSG00000197093
	2367
	13.004
	1.16E-38
	+++
	4.32E-35
	GAL3ST4

	cg16592897
	ENSG00000160791
	2367
	-12.824
	1.21E-37
	---
	3.76E-34
	CCR5

	cg16592897
	ENSG00000143842
	2367
	-12.702
	5.74E-37
	---
	1.53E-33
	SOX13

	cg16592897
	ENSG00000100450
	2367
	-12.578
	2.77E-36
	---
	6.48E-33
	GZMH

	cg16592897
	ENSG00000135631
	2367
	-12.444
	1.52E-35
	---
	3.15E-32
	RAB11FIP5

	cg16592897
	ENSG00000167094
	2367
	-12.219
	2.45E-34
	---
	4.57E-31
	TTC16

	cg16592897
	ENSG00000108370
	2367
	-12.125
	7.75E-34
	---
	1.32E-30
	RGS9

	cg16592897
	ENSG00000175505
	2367
	-12.112
	9.13E-34
	---
	1.40E-30
	CLCF1

	cg16592897
	ENSG00000087258
	2367
	-12.107
	9.71E-34
	---
	1.40E-30
	GNAO1

	cg16592897
	ENSG00000162676
	2367
	-12.087
	1.24E-33
	---
	1.65E-30
	GFI1

	cg16592897
	ENSG00000139187
	2367
	-12.039
	2.20E-33
	---
	2.75E-30
	KLRG1

	cg16592897
	ENSG00000256128
	2367
	-12.024
	2.67E-33
	---
	3.12E-30
	LINC00944

	cg16592897
	ENSG00000178860
	2367
	-11.947
	6.73E-33
	---
	6.98E-30
	MSC

	cg16592897
	ENSG00000186854
	2367
	11.947
	6.72E-33
	+++
	6.98E-30
	TRABD2A

	cg16592897
	ENSG00000119714
	2367
	-11.873
	1.64E-32
	---
	1.61E-29
	GPR68

	cg16592897
	ENSG00000132718
	2367
	-11.834
	2.60E-32
	---
	2.43E-29
	SYT11

	cg16592897
	ENSG00000161570
	2367
	-11.816
	3.23E-32
	---
	2.88E-29
	CCL5

	cg16592897
	ENSG00000163508
	2367
	-11.791
	4.34E-32
	---
	3.69E-29
	EOMES

	cg16592897
	ENSG00000189283
	2367
	11.779
	4.99E-32
	+++
	3.89E-29
	FHIT

	cg16592897
	ENSG00000117643
	2367
	11.779
	4.99E-32
	+++
	3.89E-29
	MAN1C1

	cg16592897
	ENSG00000181036
	2367
	-11.773
	5.36E-32
	---
	4.00E-29
	FCRL6

	cg16592897
	ENSG00000196586
	2367
	-11.69
	1.44E-31
	---
	9.93E-29
	MYO6

	cg16592897
	ENSG00000126353
	2367
	11.691
	1.42E-31
	+++
	9.93E-29
	CCR7

	cg16592897
	ENSG00000153563
	2367
	-11.547
	7.65E-31
	---
	5.11E-28
	CD8A

	cg16592897
	ENSG00000198885
	2367
	-11.479
	1.68E-30
	---
	1.08E-27
	ITPRIPL1

	cg16592897
	ENSG00000138795
	2367
	11.415
	3.53E-30
	+++
	2.20E-27
	LEF1

	cg16592897
	ENSG00000225783
	2367
	-11.24
	2.61E-29
	---
	1.57E-26
	MIAT

	cg16592897
	ENSG00000204219
	2367
	11.1
	1.25E-28
	+++
	7.30E-26
	TCEA3

	cg16592897
	ENSG00000069702
	2367
	-11.098
	1.29E-28
	---
	7.30E-26
	TGFBR3

	cg16592897
	ENSG00000089692
	2367
	-11.044
	2.35E-28
	---
	1.29E-25
	LAG3

	cg16592897
	ENSG00000246526
	2367
	-11.037
	2.52E-28
	---
	1.35E-25
	NA

	cg16592897
	ENSG00000142686
	2367
	-10.993
	4.12E-28
	---
	2.14E-25
	C1orf216

	cg16592897
	ENSG00000227191
	2367
	-10.972
	5.19E-28
	---
	2.62E-25
	TRGC2

	cg16592897
	ENSG00000188011
	2367
	-10.925
	8.80E-28
	---
	4.33E-25
	CXXC11

	cg16592897
	ENSG00000162739
	2367
	-10.861
	1.76E-27
	---
	8.45E-25
	SLAMF6

	cg16592897
	ENSG00000154027
	2367
	10.79
	3.84E-27
	+++
	1.79E-24
	AK5

	cg16592897
	ENSG00000184545
	2367
	-10.769
	4.84E-27
	---
	2.21E-24
	DUSP8

	cg16592897
	ENSG00000146904
	2367
	10.754
	5.67E-27
	+++
	2.52E-24
	EPHA1

	cg16592897
	ENSG00000164483
	2367
	-10.746
	6.19E-27
	---
	2.69E-24
	SAMD3

	cg16592897
	ENSG00000099204
	2367
	10.694
	1.08E-26
	+++
	4.60E-24
	ABLIM1

	cg16592897
	ENSG00000167664
	2367
	10.632
	2.11E-26
	+++
	8.76E-24
	TMIGD2

	cg16592897
	ENSG00000232021
	2367
	10.618
	2.45E-26
	+++
	9.94E-24
	LEF1-AS1

	cg16592897
	ENSG00000229474
	2367
	-10.586
	3.45E-26
	---
	1.34E-23
	PATL2

	cg16592897
	ENSG00000197077
	2367
	-10.587
	3.41E-26
	---
	1.34E-23
	KIAA1671

	cg16592897
	ENSG00000198915
	2367
	-10.569
	4.17E-26
	---
	1.59E-23
	RASGEF1A

	cg16592897
	ENSG00000232022
	2367
	-10.508
	7.93E-26
	---
	2.96E-23
	NA

	cg16592897
	ENSG00000000971
	2367
	-10.486
	9.97E-26
	---
	3.65E-23
	CFH

	cg16592897
	ENSG00000120915
	2367
	10.459
	1.33E-25
	+++
	4.77E-23
	EPHX2

	cg16592897
	ENSG00000147457
	2367
	10.429
	1.82E-25
	+++
	6.42E-23
	CHMP7

	cg16592897
	ENSG00000059915
	2367
	10.386
	2.87E-25
	+++
	9.92E-23
	PSD

	cg16592897
	ENSG00000153898
	2367
	-10.371
	3.36E-25
	---
	1.14E-22
	MCOLN2

	cg16592897
	ENSG00000111863
	2367
	10.366
	3.55E-25
	+++
	1.18E-22
	ADTRP

	cg16592897
	ENSG00000026751
	2367
	-10.327
	5.30E-25
	---
	1.74E-22
	SLAMF7

	cg16592897
	ENSG00000176083
	2367
	-10.311
	6.31E-25
	---
	2.03E-22
	ZNF683

	cg16592897
	ENSG00000145220
	2367
	-10.308
	6.46E-25
	---
	2.05E-22
	LYAR

	cg16592897
	ENSG00000138311
	2367
	-10.266
	1.00E-24
	---
	3.12E-22
	ZNF365

	cg16592897
	ENSG00000104490
	2367
	-10.245
	1.25E-24
	---
	3.82E-22
	NCALD

	cg16592897
	ENSG00000101445
	2367
	-10.239
	1.33E-24
	---
	4.01E-22
	PPP1R16B

	cg16592897
	ENSG00000135362
	2367
	-10.233
	1.41E-24
	---
	4.20E-22
	PRR5L

	cg16592897
	ENSG00000196814
	2367
	-10.209
	1.80E-24
	---
	5.26E-22
	MVB12B

	cg16592897
	ENSG00000100298
	2367
	-10.204
	1.90E-24
	---
	5.46E-22
	APOBEC3H

	cg16592897
	ENSG00000135960
	2367
	10.195
	2.09E-24
	+++
	5.92E-22
	EDAR

	cg16592897
	ENSG00000141576
	2367
	10.17
	2.69E-24
	+++
	7.51E-22
	RNF157

	cg16592897
	ENSG00000116667
	2367
	-10.161
	2.95E-24
	---
	8.12E-22
	C1orf21

	cg16592897
	ENSG00000182534
	2367
	-10.16
	3.00E-24
	---
	8.13E-22
	MXRA7

	cg16592897
	ENSG00000197880
	2367
	10.133
	3.93E-24
	+++
	1.05E-21
	MDS2

	cg16592897
	ENSG00000189233
	2367
	-10.115
	4.72E-24
	---
	1.24E-21
	NUGGC

	cg16592897
	ENSG00000182983
	2367
	10.08
	6.78E-24
	+++
	1.76E-21
	ZNF662

	cg16592897
	ENSG00000163564
	2367
	-10.067
	7.77E-24
	---
	1.99E-21
	PYHIN1

	cg16592897
	ENSG00000134308
	2367
	-10.053
	8.94E-24
	---
	2.22E-21
	YWHAQ

	cg16592897
	ENSG00000169252
	2367
	-10.053
	8.89E-24
	---
	2.22E-21
	ADRB2

	cg16592897
	ENSG00000183691
	2367
	10.052
	9.03E-24
	+++
	2.22E-21
	NOG

	cg16592897
	ENSG00000188389
	2367
	-10.019
	1.26E-23
	---
	3.05E-21
	PDCD1

	cg16592897
	ENSG00000092096
	2367
	10.012
	1.35E-23
	+++
	3.23E-21
	SLC22A17

	cg16592897
	ENSG00000081059
	2367
	9.97
	2.07E-23
	+++
	4.89E-21
	TCF7

	cg16592897
	ENSG00000109956
	2367
	-9.931
	3.07E-23
	---
	7.16E-21
	B3GAT1

	cg16592897
	ENSG00000239713
	2367
	-9.907
	3.89E-23
	---
	8.97E-21
	APOBEC3G

	cg16592897
	ENSG00000189238
	2367
	-9.88
	5.09E-23
	---
	1.16E-20
	LINC00943

	cg16592897
	ENSG00000157985
	2367
	-9.867
	5.81E-23
	---
	1.31E-20
	AGAP1

	cg16592897
	ENSG00000183473
	2367
	9.801
	1.11E-22
	+++
	2.47E-20
	SSTR3

	cg16592897
	ENSG00000204314
	2367
	9.776
	1.42E-22
	+++
	3.13E-20
	PRRT1

	cg16592897
	ENSG00000162545
	2367
	-9.688
	3.39E-22
	---
	7.37E-20
	CAMK2N1

	cg16592897
	ENSG00000060140
	2367
	-9.586
	9.18E-22
	---
	1.95E-19
	STYK1

	cg16592897
	ENSG00000078304
	2367
	-9.586
	9.17E-22
	---
	1.95E-19
	PPP2R5C

	cg16592897
	ENSG00000129270
	2367
	9.58
	9.72E-22
	+++
	2.04E-19
	MMP28

	cg16592897
	ENSG00000125864
	2367
	-9.576
	1.01E-21
	---
	2.10E-19
	BFSP1

	cg16592897
	ENSG00000168056
	2367
	9.568
	1.09E-21
	+++
	2.24E-19
	LTBP3

	cg16592897
	ENSG00000172005
	2367
	9.56
	1.18E-21
	+++
	2.39E-19
	MAL

	cg16592897
	ENSG00000110324
	2367
	-9.512
	1.87E-21
	---
	3.76E-19
	IL10RA

	cg16592897
	ENSG00000231062
	2367
	9.48
	2.54E-21
	+++
	5.04E-19
	NA

	cg16592897
	ENSG00000181104
	2367
	-9.476
	2.65E-21
	---
	5.21E-19
	F2R

	cg16592897
	ENSG00000213420
	2367
	9.415
	4.74E-21
	+++
	9.23E-19
	GPC2

	cg16592897
	ENSG00000211696
	2367
	-9.398
	5.55E-21
	---
	1.07E-18
	TRGV8

	cg16592897
	ENSG00000181652
	2367
	9.349
	8.83E-21
	+++
	1.68E-18
	ATG9B

	cg16592897
	ENSG00000090975
	2367
	9.348
	8.90E-21
	+++
	1.68E-18
	PITPNM2

	cg16592897
	ENSG00000181847
	2367
	-9.344
	9.23E-21
	---
	1.73E-18
	TIGIT

	cg16592897
	ENSG00000198353
	2367
	-9.341
	9.51E-21
	---
	1.76E-18
	HOXC4

	cg16592897
	ENSG00000112378
	2367
	-9.304
	1.35E-20
	---
	2.47E-18
	PERP

	cg16592897
	ENSG00000157978
	2367
	9.298
	1.43E-20
	+++
	2.59E-18
	LDLRAP1

	cg16592897
	ENSG00000159733
	2367
	-9.297
	1.44E-20
	---
	2.59E-18
	ZFYVE28

	cg16592897
	ENSG00000160271
	2367
	-9.285
	1.61E-20
	---
	2.87E-18
	RALGDS

	cg16592897
	ENSG00000233306
	2367
	-9.277
	1.75E-20
	---
	3.09E-18
	TRGV2

	cg16592897
	ENSG00000264198
	2367
	-9.272
	1.83E-20
	---
	3.20E-18
	NA

	cg16592897
	ENSG00000235162
	2367
	-9.262
	2.01E-20
	---
	3.48E-18
	C12orf75

	cg16592897
	ENSG00000164402
	2367
	-9.244
	2.37E-20
	---
	4.07E-18
	Sep-08

	cg16592897
	ENSG00000238241
	2367
	9.23
	2.71E-20
	+++
	4.61E-18
	CCR12P

	cg16592897
	ENSG00000148175
	2367
	-9.218
	3.02E-20
	---
	5.08E-18
	STOM

	cg16592897
	ENSG00000068028
	2367
	-9.206
	3.39E-20
	---
	5.65E-18
	RASSF1

	cg16592897
	ENSG00000196169
	2367
	-9.205
	3.43E-20
	---
	5.68E-18
	KIF19

	cg16592897
	ENSG00000154358
	2367
	9.183
	4.18E-20
	+++
	6.85E-18
	OBSCN

	cg16592897
	ENSG00000113088
	2367
	-9.176
	4.47E-20
	---
	7.27E-18
	GZMK

	cg16592897
	ENSG00000074590
	2367
	-9.145
	5.94E-20
	---
	9.57E-18
	NUAK1

	cg16592897
	ENSG00000114812
	2367
	9.133
	6.64E-20
	+++
	1.06E-17
	VIPR1

	cg16592897
	ENSG00000235194
	2367
	9.113
	8.02E-20
	+++
	1.27E-17
	PPP1R3E

	cg16592897
	ENSG00000058668
	2367
	-9.095
	9.44E-20
	---
	1.48E-17
	ATP2B4

	cg16592897
	ENSG00000180739
	2367
	-9.061
	1.30E-19
	---
	2.02E-17
	S1PR5

	cg16592897
	ENSG00000211694
	2367
	-9.057
	1.34E-19
	---
	2.07E-17
	TRGV10

	cg16592897
	ENSG00000073861
	2367
	-9.05
	1.44E-19
	---
	2.20E-17
	TBX21

	cg16592897
	ENSG00000258511
	2367
	9.049
	1.45E-19
	+++
	2.20E-17
	NA

	cg16592897
	ENSG00000166313
	2367
	9.013
	2.01E-19
	+++
	3.01E-17
	APBB1

	cg16592897
	ENSG00000072195
	2367
	9.013
	2.01E-19
	+++
	3.01E-17
	SPEG

	cg16592897
	ENSG00000048028
	2367
	-9.006
	2.13E-19
	---
	3.17E-17
	USP28

	cg16592897
	ENSG00000178038
	2367
	8.97
	2.97E-19
	+++
	4.36E-17
	ALS2CL

	cg16592897
	ENSG00000131459
	2367
	-8.961
	3.22E-19
	---
	4.71E-17
	GFPT2

	cg16592897
	ENSG00000105409
	2367
	-8.957
	3.35E-19
	---
	4.85E-17
	ATP1A3

	cg16592897
	ENSG00000131686
	2367
	8.954
	3.44E-19
	+++
	4.95E-17
	CA6

	cg16592897
	ENSG00000171476
	2367
	-8.936
	4.03E-19
	---
	5.75E-17
	HOPX

	cg16592897
	ENSG00000167106
	2367
	8.929
	4.32E-19
	+++
	6.11E-17
	FAM102A

	cg16592897
	ENSG00000225632
	2367
	8.925
	4.44E-19
	+++
	6.24E-17
	NA

	cg16592897
	ENSG00000165617
	2367
	8.896
	5.81E-19
	+++
	8.11E-17
	DACT1

	cg16592897
	ENSG00000230537
	2367
	-8.89
	6.09E-19
	---
	8.43E-17
	NA

	cg16592897
	ENSG00000116824
	2367
	-8.882
	6.56E-19
	---
	9.02E-17
	CD2

	cg16592897
	ENSG00000145649
	2367
	-8.852
	8.63E-19
	---
	1.18E-16
	GZMA

	cg16592897
	ENSG00000073350
	2367
	-8.833
	1.02E-18
	---
	1.37E-16
	LLGL2

	cg16592897
	ENSG00000101665
	2367
	-8.83
	1.04E-18
	---
	1.40E-16
	SMAD7

	cg16592897
	ENSG00000134539
	2367
	-8.826
	1.09E-18
	---
	1.45E-16
	KLRD1

	cg16592897
	ENSG00000100100
	2367
	8.813
	1.22E-18
	+++
	1.61E-16
	PIK3IP1

	cg16592897
	ENSG00000238268
	2367
	-8.791
	1.48E-18
	---
	1.94E-16
	NA

	cg16592897
	ENSG00000088899
	2367
	8.785
	1.56E-18
	+++
	2.04E-16
	NA

	cg16592897
	ENSG00000182319
	2367
	8.748
	2.17E-18
	+++
	2.81E-16
	NA

	cg16592897
	ENSG00000173482
	2367
	-8.748
	2.18E-18
	---
	2.81E-16
	PTPRM

	cg16592897
	ENSG00000052126
	2367
	-8.735
	2.44E-18
	---
	3.12E-16
	PLEKHA5

	cg16592897
	ENSG00000235576
	2367
	-8.731
	2.52E-18
	---
	3.20E-16
	NA

	cg16592897
	ENSG00000159784
	2367
	-8.712
	2.98E-18
	---
	3.76E-16
	FAM131B

	cg16592897
	ENSG00000136997
	2367
	8.693
	3.54E-18
	+++
	4.44E-16
	MYC

	cg16592897
	ENSG00000182985
	2367
	-8.652
	5.06E-18
	---
	6.30E-16
	CADM1

	cg16592897
	ENSG00000146674
	2367
	-8.651
	5.12E-18
	---
	6.34E-16
	IGFBP3

	cg16592897
	ENSG00000135253
	2367
	-8.598
	8.10E-18
	---
	9.96E-16
	KCP

	cg16592897
	ENSG00000173530
	2367
	8.595
	8.36E-18
	+++
	1.02E-15
	TNFRSF10D

	cg16592897
	ENSG00000112182
	2367
	8.574
	1.00E-17
	+++
	1.22E-15
	BACH2

	cg16592897
	ENSG00000225079
	2367
	-8.551
	1.22E-17
	---
	1.47E-15
	FTH1P22

	cg16592897
	ENSG00000065357
	2367
	8.548
	1.25E-17
	+++
	1.50E-15
	DGKA

	cg16592897
	ENSG00000006555
	2367
	-8.546
	1.28E-17
	---
	1.52E-15
	TTC22

	cg16592897
	ENSG00000158555
	2367
	-8.529
	1.47E-17
	---
	1.74E-15
	GDPD5

	cg16592897
	ENSG00000166483
	2367
	-8.487
	2.12E-17
	---
	2.49E-15
	WEE1

	cg16592897
	ENSG00000105641
	2367
	8.44
	3.16E-17
	+++
	3.69E-15
	SLC5A5

	cg16592897
	ENSG00000139289
	2367
	-8.397
	4.57E-17
	---
	5.30E-15
	PHLDA1

	cg16592897
	ENSG00000112394
	2367
	8.394
	4.71E-17
	+++
	5.43E-15
	SLC16A10

	cg16592897
	ENSG00000228794
	2367
	8.389
	4.91E-17
	+++
	5.63E-15
	LINC01128

	cg16592897
	ENSG00000135426
	2367
	8.387
	4.98E-17
	+++
	5.67E-15
	TESPA1

	cg16592897
	ENSG00000205336
	2367
	-8.386
	5.02E-17
	---
	5.69E-15
	GPR56

	cg16592897
	ENSG00000246223
	2367
	8.365
	6.00E-17
	+++
	6.75E-15
	C14orf64

	cg16592897
	ENSG00000244649
	1464
	-8.362
	6.15E-17
	--?
	6.89E-15
	NA

	cg16592897
	ENSG00000139116
	2367
	-8.356
	6.46E-17
	---
	7.19E-15
	KIF21A

	cg16592897
	ENSG00000198668
	2367
	-8.355
	6.54E-17
	---
	7.23E-15
	CALM1

	cg16592897
	ENSG00000125657
	2367
	-8.317
	9.04E-17
	---
	9.94E-15
	TNFSF9

	cg16592897
	ENSG00000119772
	2367
	8.25
	1.59E-16
	+++
	1.74E-14
	DNMT3A

	cg16592897
	ENSG00000172653
	2367
	-8.247
	1.62E-16
	---
	1.76E-14
	C17orf66

	cg16592897
	ENSG00000178732
	2367
	8.245
	1.65E-16
	+++
	1.78E-14
	GP5

	cg16592897
	ENSG00000154229
	2367
	8.245
	1.65E-16
	+++
	1.78E-14
	PRKCA

	cg16592897
	ENSG00000129277
	2367
	-8.243
	1.68E-16
	---
	1.80E-14
	CCL4

	cg16592897
	ENSG00000172348
	1464
	-8.238
	1.75E-16
	--?
	1.86E-14
	RCAN2

	cg16592897
	ENSG00000150687
	2367
	-8.227
	1.91E-16
	---
	2.02E-14
	PRSS23

	cg16592897
	ENSG00000126217
	2367
	8.219
	2.04E-16
	+++
	2.15E-14
	MCF2L

	cg16592897
	ENSG00000153395
	2367
	-8.199
	2.41E-16
	---
	2.52E-14
	LPCAT1

	cg16592897
	ENSG00000164512
	2367
	8.172
	3.03E-16
	+++
	3.14E-14
	ANKRD55

	cg16592897
	ENSG00000137501
	2367
	-8.154
	3.53E-16
	---
	3.65E-14
	SYTL2

	cg16592897
	ENSG00000160191
	2367
	8.127
	4.42E-16
	+++
	4.53E-14
	PDE9A

	cg16592897
	ENSG00000117461
	2367
	-8.126
	4.44E-16
	---
	4.53E-14
	PIK3R3

	cg16592897
	ENSG00000174807
	2367
	8.123
	4.55E-16
	+++
	4.62E-14
	CD248

	cg16592897
	ENSG00000149582
	2367
	8.108
	5.14E-16
	+++
	5.19E-14
	TMEM25

	cg16592897
	ENSG00000125726
	2367
	-8.097
	5.65E-16
	---
	5.68E-14
	CD70

	cg16592897
	ENSG00000204934
	2367
	8.09
	5.99E-16
	+++
	5.99E-14
	ATP6V0E2-AS1

	cg16592897
	ENSG00000176049
	2367
	-8.072
	6.91E-16
	---
	6.86E-14
	JAKMIP2

	cg16592897
	ENSG00000125868
	2367
	-8.05
	8.27E-16
	---
	8.18E-14
	DSTN

	cg16592897
	ENSG00000008283
	2367
	-8.049
	8.35E-16
	---
	8.22E-14
	CYB561

	cg16592897
	ENSG00000225756
	2367
	8.047
	8.47E-16
	+++
	8.28E-14
	DBH-AS1

	cg16592897
	ENSG00000156463
	1464
	-8.036
	9.31E-16
	--?
	9.06E-14
	SH3RF2

	cg16592897
	ENSG00000137441
	2367
	-8.034
	9.42E-16
	---
	9.07E-14
	FGFBP2

	cg16592897
	ENSG00000162543
	2367
	-8.035
	9.39E-16
	---
	9.07E-14
	UBXN10

	cg16592897
	ENSG00000260807
	2367
	8.032
	9.62E-16
	+++
	9.22E-14
	NA

	cg16592897
	ENSG00000145107
	2367
	-8.027
	9.97E-16
	---
	9.50E-14
	TM4SF19

	cg16592897
	ENSG00000112796
	2367
	-8.015
	1.10E-15
	---
	1.05E-13
	ENPP5

	cg16592897
	ENSG00000162104
	2367
	-8.007
	1.18E-15
	---
	1.11E-13
	ADCY9

	cg16592897
	ENSG00000198846
	2367
	-8.001
	1.23E-15
	---
	1.16E-13
	TOX

	cg16592897
	ENSG00000140577
	2367
	7.996
	1.29E-15
	+++
	1.20E-13
	CRTC3

	cg16592897
	ENSG00000160007
	2367
	-7.986
	1.39E-15
	---
	1.30E-13
	ARHGAP35

	cg16592897
	ENSG00000021300
	2367
	7.973
	1.55E-15
	+++
	1.43E-13
	PLEKHB1

	cg16592897
	ENSG00000020633
	2367
	-7.947
	1.92E-15
	---
	1.77E-13
	RUNX3

	cg16592897
	ENSG00000172215
	2367
	-7.946
	1.93E-15
	---
	1.77E-13
	CXCR6

	cg16592897
	ENSG00000105374
	2367
	-7.897
	2.86E-15
	---
	2.61E-13
	NKG7

	cg16592897
	ENSG00000186197
	2367
	-7.885
	3.15E-15
	---
	2.86E-13
	EDARADD

	cg16592897
	ENSG00000185920
	2367
	-7.88
	3.27E-15
	---
	2.95E-13
	PTCH1

	cg16592897
	ENSG00000211689
	2367
	-7.878
	3.32E-15
	---
	2.99E-13
	TRGC1

	cg16592897
	ENSG00000214944
	2367
	-7.857
	3.94E-15
	---
	3.52E-13
	ARHGEF28

	cg16592897
	ENSG00000230747
	2367
	-7.848
	4.22E-15
	---
	3.76E-13
	NA

	cg16592897
	ENSG00000101298
	2367
	7.847
	4.25E-15
	+++
	3.76E-13
	SNPH

	cg16592897
	ENSG00000162909
	2367
	-7.823
	5.18E-15
	---
	4.56E-13
	CAPN2

	cg16592897
	ENSG00000167191
	2367
	7.8
	6.19E-15
	+++
	5.43E-13
	GPRC5B

	cg16592897
	ENSG00000174292
	2367
	7.794
	6.47E-15
	+++
	5.65E-13
	TNK1

	cg16592897
	ENSG00000151136
	2367
	7.778
	7.37E-15
	+++
	6.41E-13
	BTBD11

	cg16592897
	ENSG00000164574
	2367
	-7.752
	9.08E-15
	---
	7.85E-13
	GALNT10

	cg16592897
	ENSG00000144152
	2367
	7.746
	9.50E-15
	+++
	8.15E-13
	FBLN7

	cg16592897
	ENSG00000108852
	2367
	7.746
	9.48E-15
	+++
	8.15E-13
	MPP2

	cg16592897
	ENSG00000007402
	2367
	-7.731
	1.07E-14
	---
	9.05E-13
	CACNA2D2

	cg16592897
	ENSG00000101096
	2367
	-7.732
	1.06E-14
	---
	9.05E-13
	NFATC2

	cg16592897
	ENSG00000169991
	2367
	-7.727
	1.10E-14
	---
	9.30E-13
	IFFO2

	cg16592897
	ENSG00000140511
	2367
	7.724
	1.13E-14
	+++
	9.49E-13
	HAPLN3

	cg16592897
	ENSG00000166341
	2367
	7.685
	1.53E-14
	+++
	1.27E-12
	DCHS1

	cg16592897
	ENSG00000188636
	2367
	-7.685
	1.52E-14
	---
	1.27E-12
	LDOC1L

	cg16592897
	ENSG00000136379
	2367
	-7.685
	1.53E-14
	---
	1.27E-12
	ABHD17C

	cg16592897
	ENSG00000101230
	2367
	7.68
	1.59E-14
	+++
	1.31E-12
	ISM1

	cg16592897
	ENSG00000235823
	2367
	7.679
	1.60E-14
	+++
	1.32E-12
	LINC00263

	cg16592897
	ENSG00000154814
	2367
	7.664
	1.80E-14
	+++
	1.47E-12
	OXNAD1

	cg16592897
	ENSG00000185697
	2367
	-7.661
	1.85E-14
	---
	1.51E-12
	MYBL1

	cg16592897
	ENSG00000065717
	2367
	7.654
	1.95E-14
	+++
	1.59E-12
	TLE2

	cg16592897
	ENSG00000158292
	2367
	-7.642
	2.15E-14
	---
	1.74E-12
	GPR153

	cg16592897
	ENSG00000198520
	2367
	7.615
	2.63E-14
	+++
	2.12E-12
	C1orf228

	cg16592897
	ENSG00000070882
	2367
	-7.608
	2.79E-14
	---
	2.24E-12
	OSBPL3

	cg16592897
	ENSG00000233850
	2367
	7.599
	2.98E-14
	+++
	2.38E-12
	NA

	cg16592897
	ENSG00000232208
	2367
	7.563
	3.94E-14
	+++
	3.14E-12
	NA

	cg16592897
	ENSG00000141458
	2367
	-7.547
	4.46E-14
	---
	3.53E-12
	NPC1

	cg16592897
	ENSG00000167912
	2367
	-7.545
	4.51E-14
	---
	3.56E-12
	NA

	cg16592897
	ENSG00000196407
	2367
	-7.534
	4.93E-14
	---
	3.87E-12
	THEM5

	cg16592897
	ENSG00000090006
	2367
	-7.531
	5.03E-14
	---
	3.93E-12
	LTBP4

	cg16592897
	ENSG00000124942
	2367
	-7.528
	5.14E-14
	---
	4.01E-12
	AHNAK

	cg16592897
	ENSG00000125384
	2367
	-7.523
	5.34E-14
	---
	4.14E-12
	PTGER2

	cg16592897
	ENSG00000179715
	2367
	7.467
	8.19E-14
	+++
	6.30E-12
	PCED1B

	cg16592897
	ENSG00000080493
	2367
	-7.467
	8.19E-14
	---
	6.30E-12
	SLC4A4

	cg16592897
	ENSG00000106624
	2367
	7.467
	8.24E-14
	+++
	6.31E-12
	AEBP1

	cg16592897
	ENSG00000226979
	2367
	7.445
	9.66E-14
	+++
	7.37E-12
	LTA

	cg16592897
	ENSG00000163820
	2367
	-7.441
	9.97E-14
	---
	7.54E-12
	FYCO1

	cg16592897
	ENSG00000188042
	2367
	-7.442
	9.95E-14
	---
	7.54E-12
	ARL4C

	cg16592897
	ENSG00000121413
	2367
	7.434
	1.05E-13
	+++
	7.93E-12
	ZSCAN18

	cg16592897
	ENSG00000100346
	2367
	7.429
	1.10E-13
	+++
	8.23E-12
	CACNA1I

	cg16592897
	ENSG00000161381
	2367
	7.428
	1.10E-13
	+++
	8.25E-12
	PLXDC1

	cg16592897
	ENSG00000236213
	2367
	-7.419
	1.18E-13
	---
	8.76E-12
	NA

	cg16592897
	ENSG00000237943
	2367
	7.413
	1.24E-13
	+++
	9.17E-12
	PRKCQ-AS1

	cg16592897
	ENSG00000089060
	2367
	7.409
	1.27E-13
	+++
	9.41E-12
	SLC8B1

	cg16592897
	ENSG00000151929
	2367
	7.407
	1.29E-13
	+++
	9.48E-12
	BAG3

	cg16592897
	ENSG00000256069
	2367
	-7.407
	1.29E-13
	---
	9.48E-12
	A2MP1

	cg16592897
	ENSG00000169992
	2367
	7.404
	1.32E-13
	+++
	9.63E-12
	NLGN2

	cg16592897
	ENSG00000054654
	2367
	-7.401
	1.35E-13
	---
	9.80E-12
	SYNE2

	cg16592897
	ENSG00000107331
	2367
	-7.387
	1.50E-13
	---
	1.09E-11
	ABCA2

	cg16592897
	ENSG00000117411
	2367
	-7.379
	1.59E-13
	---
	1.15E-11
	B4GALT2

	cg16592897
	ENSG00000183734
	2367
	-7.372
	1.68E-13
	---
	1.21E-11
	ASCL2

	cg16592897
	ENSG00000196700
	2367
	7.371
	1.69E-13
	+++
	1.21E-11
	ZNF512B

	cg16592897
	ENSG00000185090
	2367
	-7.354
	1.93E-13
	---
	1.37E-11
	MANEAL

	cg16592897
	ENSG00000197283
	2367
	7.351
	1.97E-13
	+++
	1.40E-11
	SYNGAP1

	cg16592897
	ENSG00000189350
	2367
	-7.346
	2.04E-13
	---
	1.45E-11
	FAM179A

	cg16592897
	ENSG00000197859
	2367
	7.344
	2.07E-13
	+++
	1.46E-11
	ADAMTSL2

	cg16592897
	ENSG00000116771
	2367
	7.34
	2.14E-13
	+++
	1.50E-11
	AGMAT

	cg16592897
	ENSG00000232434
	2367
	-7.336
	2.21E-13
	---
	1.55E-11
	C9orf172

	cg16592897
	ENSG00000248746
	1464
	-7.333
	2.26E-13
	--?
	1.57E-11
	ACTN3

	cg16592897
	ENSG00000161835
	2367
	7.329
	2.32E-13
	+++
	1.60E-11
	GRASP

	cg16592897
	ENSG00000162398
	2367
	-7.329
	2.31E-13
	---
	1.60E-11
	C1orf177

	cg16592897
	ENSG00000003249
	2367
	7.32
	2.47E-13
	+++
	1.70E-11
	DBNDD1

	cg16592897
	ENSG00000234771
	2367
	7.294
	3.01E-13
	+++
	2.07E-11
	NA

	cg16592897
	ENSG00000148019
	2367
	-7.286
	3.20E-13
	---
	2.19E-11
	CEP78

	cg16592897
	ENSG00000116237
	2367
	-7.271
	3.57E-13
	---
	2.43E-11
	ICMT

	cg16592897
	ENSG00000198648
	2367
	-7.265
	3.73E-13
	---
	2.53E-11
	STK39

	cg16592897
	ENSG00000170962
	2367
	-7.255
	4.01E-13
	---
	2.72E-11
	PDGFD

	cg16592897
	ENSG00000006638
	2367
	7.249
	4.19E-13
	+++
	2.83E-11
	TBXA2R

	cg16592897
	ENSG00000196968
	2367
	-7.249
	4.20E-13
	---
	2.83E-11
	FUT11

	cg16592897
	ENSG00000173114
	2367
	7.232
	4.74E-13
	+++
	3.18E-11
	LRRN3

	cg16592897
	ENSG00000114423
	2367
	-7.214
	5.45E-13
	---
	3.64E-11
	CBLB

	cg16592897
	ENSG00000125462
	2367
	-7.212
	5.53E-13
	---
	3.68E-11
	C1orf61

	cg16592897
	ENSG00000249978
	2367
	-7.204
	5.84E-13
	---
	3.87E-11
	TRGV7

	cg16592897
	ENSG00000133067
	2367
	-7.196
	6.19E-13
	---
	4.08E-11
	LGR6

	cg16592897
	ENSG00000129654
	2367
	7.195
	6.23E-13
	+++
	4.10E-11
	FOXJ1

	cg16592897
	ENSG00000245648
	2367
	-7.176
	7.20E-13
	---
	4.72E-11
	NA

	cg16592897
	ENSG00000268510
	2367
	7.173
	7.32E-13
	+++
	4.79E-11
	IFNL3P1

	cg16592897
	ENSG00000256862
	2367
	7.171
	7.44E-13
	+++
	4.85E-11
	NA

	cg16592897
	ENSG00000164342
	2367
	-7.167
	7.67E-13
	---
	4.98E-11
	TLR3

	cg16592897
	ENSG00000136213
	2367
	-7.166
	7.71E-13
	---
	4.99E-11
	CHST12

	cg16592897
	ENSG00000267128
	2367
	7.166
	7.75E-13
	+++
	4.99E-11
	RNF157-AS1

	cg16592897
	ENSG00000266947
	2367
	7.163
	7.91E-13
	+++
	5.08E-11
	NA

	cg16592897
	ENSG00000137266
	2367
	7.154
	8.44E-13
	+++
	5.40E-11
	SLC22A23

	cg16592897
	ENSG00000102760
	2367
	7.141
	9.25E-13
	+++
	5.90E-11
	RGCC

	cg16592897
	ENSG00000164300
	2367
	7.139
	9.41E-13
	+++
	5.98E-11
	SERINC5

	cg16592897
	ENSG00000242861
	2367
	7.118
	1.10E-12
	+++
	6.96E-11
	NA

	cg16592897
	ENSG00000197142
	2367
	-7.101
	1.24E-12
	---
	7.77E-11
	ACSL5

	cg16592897
	ENSG00000213071
	2367
	-7.102
	1.23E-12
	---
	7.77E-11
	LPAL2

	cg16592897
	ENSG00000257495
	2367
	7.097
	1.27E-12
	+++
	7.95E-11
	NA

	cg16592897
	ENSG00000269969
	2367
	7.098
	1.27E-12
	+++
	7.95E-11
	NA

	cg16592897
	ENSG00000066294
	2367
	-7.085
	1.39E-12
	---
	8.66E-11
	CD84

	cg16592897
	ENSG00000211804
	2367
	-7.084
	1.40E-12
	---
	8.69E-11
	TRDV1

	cg16592897
	ENSG00000050555
	2367
	7.081
	1.43E-12
	+++
	8.83E-11
	LAMC3

	cg16592897
	ENSG00000157303
	2367
	7.072
	1.53E-12
	+++
	9.41E-11
	SUSD3

	cg16592897
	ENSG00000227372
	2367
	7.07
	1.55E-12
	+++
	9.54E-11
	TP73-AS1

	cg16592897
	ENSG00000134716
	2367
	7.036
	1.98E-12
	+++
	1.21E-10
	CYP2J2

	cg16592897
	ENSG00000181467
	2367
	-7.033
	2.03E-12
	---
	1.24E-10
	RAP2B

	cg16592897
	ENSG00000158321
	2367
	-7.017
	2.27E-12
	---
	1.38E-10
	AUTS2

	cg16592897
	ENSG00000117602
	2367
	7
	2.56E-12
	+++
	1.55E-10
	RCAN3

	cg16592897
	ENSG00000092820
	2367
	-6.982
	2.92E-12
	---
	1.77E-10
	EZR

	cg16592897
	ENSG00000162383
	2367
	-6.98
	2.94E-12
	---
	1.77E-10
	SLC1A7

	cg16592897
	ENSG00000102934
	2367
	6.98
	2.96E-12
	+++
	1.78E-10
	PLLP

	cg16592897
	ENSG00000130511
	2367
	-6.956
	3.51E-12
	---
	2.10E-10
	SSBP4

	cg16592897
	ENSG00000188191
	2367
	6.951
	3.63E-12
	+++
	2.17E-10
	PRKAR1B

	cg16592897
	ENSG00000170779
	2367
	-6.948
	3.69E-12
	---
	2.20E-10
	CDCA4

	cg16592897
	ENSG00000116128
	2367
	6.933
	4.13E-12
	+++
	2.45E-10
	BCL9

	cg16592897
	ENSG00000148468
	2367
	6.925
	4.36E-12
	+++
	2.58E-10
	FAM171A1

	cg16592897
	ENSG00000146021
	2367
	6.912
	4.80E-12
	+++
	2.83E-10
	KLHL3

	cg16592897
	ENSG00000104341
	2367
	6.91
	4.86E-12
	+++
	2.86E-10
	LAPTM4B

	cg16592897
	ENSG00000131067
	2367
	6.903
	5.11E-12
	+++
	2.99E-10
	GGT7

	cg16592897
	ENSG00000161267
	2367
	6.902
	5.13E-12
	+++
	2.99E-10
	BDH1

	cg16592897
	ENSG00000117280
	2367
	-6.881
	5.93E-12
	---
	3.45E-10
	RAB7L1

	cg16592897
	ENSG00000162373
	2367
	6.878
	6.08E-12
	+++
	3.53E-10
	BEND5

	cg16592897
	ENSG00000184613
	2367
	6.855
	7.14E-12
	+++
	4.13E-10
	NELL2

	cg16592897
	ENSG00000224863
	1464
	-6.851
	7.34E-12
	--?
	4.23E-10
	NA

	cg16592897
	ENSG00000120910
	2367
	-6.847
	7.55E-12
	---
	4.34E-10
	PPP3CC

	cg16592897
	ENSG00000170485
	2367
	6.841
	7.86E-12
	+++
	4.51E-10
	NPAS2

	cg16592897
	ENSG00000167861
	2367
	6.836
	8.15E-12
	+++
	4.66E-10
	HID1

	cg16592897
	ENSG00000130653
	2367
	6.835
	8.20E-12
	+++
	4.67E-10
	PNPLA7

	cg16592897
	ENSG00000100311
	2367
	-6.811
	9.69E-12
	---
	5.51E-10
	PDGFB

	cg16592897
	ENSG00000138172
	2367
	-6.804
	1.02E-11
	---
	5.75E-10
	CALHM2

	cg16592897
	ENSG00000238062
	2367
	-6.802
	1.03E-11
	---
	5.81E-10
	SPATA3-AS1

	cg16592897
	ENSG00000136002
	2367
	6.801
	1.04E-11
	+++
	5.83E-10
	ARHGEF4

	cg16592897
	ENSG00000181585
	2367
	6.801
	1.04E-11
	+++
	5.84E-10
	TMIE

	cg16592897
	ENSG00000130340
	2367
	6.797
	1.07E-11
	+++
	5.98E-10
	SNX9

	cg16592897
	ENSG00000168329
	2367
	-6.796
	1.08E-11
	---
	6.01E-10
	CX3CR1

	cg16592897
	ENSG00000140545
	2367
	6.792
	1.10E-11
	+++
	6.14E-10
	MFGE8

	cg16592897
	ENSG00000099365
	2367
	6.772
	1.27E-11
	+++
	7.07E-10
	STX1B

	cg16592897
	ENSG00000140451
	2367
	-6.767
	1.31E-11
	---
	7.26E-10
	PIF1

	cg16592897
	ENSG00000235531
	2367
	-6.762
	1.37E-11
	---
	7.53E-10
	NA

	cg16592897
	ENSG00000174136
	2367
	6.741
	1.58E-11
	+++
	8.66E-10
	RGMB

	cg16592897
	ENSG00000145284
	2367
	-6.727
	1.74E-11
	---
	9.51E-10
	SCD5

	cg16592897
	ENSG00000136986
	2367
	-6.713
	1.90E-11
	---
	1.04E-09
	DERL1

	cg16592897
	ENSG00000129595
	2367
	-6.71
	1.95E-11
	---
	1.06E-09
	EPB41L4A

	cg16592897
	ENSG00000170522
	2367
	-6.695
	2.16E-11
	---
	1.17E-09
	ELOVL6

	cg16592897
	ENSG00000050730
	2367
	-6.686
	2.30E-11
	---
	1.24E-09
	TNIP3

	cg16592897
	ENSG00000174600
	2367
	-6.684
	2.32E-11
	---
	1.25E-09
	CMKLR1

	cg16592897
	ENSG00000134107
	2367
	-6.681
	2.38E-11
	---
	1.28E-09
	BHLHE40

	cg16592897
	ENSG00000126838
	2367
	-6.678
	2.43E-11
	---
	1.30E-09
	PZP

	cg16592897
	ENSG00000225720
	2367
	-6.673
	2.50E-11
	---
	1.34E-09
	NA

	cg16592897
	ENSG00000166289
	2367
	-6.671
	2.53E-11
	---
	1.35E-09
	PLEKHF1

	cg16592897
	ENSG00000136950
	2367
	-6.67
	2.56E-11
	---
	1.36E-09
	ARPC5L

	cg16592897
	ENSG00000172878
	2367
	6.656
	2.82E-11
	+++
	1.50E-09
	METAP1D

	cg16592897
	ENSG00000117318
	2367
	6.655
	2.83E-11
	+++
	1.50E-09
	ID3

	cg16592897
	ENSG00000175707
	2367
	6.65
	2.94E-11
	+++
	1.55E-09
	C1orf172

	cg16592897
	ENSG00000238121
	2367
	-6.645
	3.02E-11
	---
	1.59E-09
	LINC00426

	cg16592897
	ENSG00000142173
	2367
	-6.642
	3.09E-11
	---
	1.62E-09
	COL6A2

	cg16592897
	ENSG00000151729
	2367
	-6.635
	3.24E-11
	---
	1.70E-09
	SLC25A4

	cg16592897
	ENSG00000169884
	2367
	-6.631
	3.33E-11
	---
	1.74E-09
	WNT10B

	cg16592897
	ENSG00000110881
	2367
	6.628
	3.40E-11
	+++
	1.77E-09
	ASIC1

	cg16592897
	ENSG00000169242
	2367
	6.627
	3.43E-11
	+++
	1.78E-09
	EFNA1

	cg16592897
	ENSG00000123453
	2367
	6.617
	3.67E-11
	+++
	1.90E-09
	SARDH

	cg16592897
	ENSG00000072310
	2367
	6.614
	3.75E-11
	+++
	1.93E-09
	SREBF1

	cg16592897
	ENSG00000204055
	2367
	6.613
	3.78E-11
	+++
	1.95E-09
	NA

	cg16592897
	ENSG00000026652
	2367
	-6.597
	4.20E-11
	---
	2.16E-09
	AGPAT4

	cg16592897
	ENSG00000143870
	2367
	-6.585
	4.54E-11
	---
	2.32E-09
	PDIA6

	cg16592897
	ENSG00000100003
	2367
	6.584
	4.57E-11
	+++
	2.33E-09
	SEC14L2

	cg16592897
	ENSG00000147889
	2367
	-6.582
	4.66E-11
	---
	2.37E-09
	CDKN2A

	cg16592897
	ENSG00000122223
	2367
	-6.558
	5.47E-11
	---
	2.78E-09
	CD244

	cg16592897
	ENSG00000187118
	2367
	-6.551
	5.71E-11
	---
	2.89E-09
	CMC1

	cg16592897
	ENSG00000185800
	2367
	-6.531
	6.53E-11
	---
	3.30E-09
	DMWD

	cg16592897
	ENSG00000158106
	2367
	6.531
	6.55E-11
	+++
	3.30E-09
	RHPN1

	cg16592897
	ENSG00000130766
	2367
	-6.528
	6.68E-11
	---
	3.36E-09
	SESN2

	cg16592897
	ENSG00000139193
	2367
	6.519
	7.09E-11
	+++
	3.55E-09
	CD27

	cg16592897
	ENSG00000112033
	2367
	6.489
	8.62E-11
	+++
	4.31E-09
	PPARD

	cg16592897
	ENSG00000165821
	2367
	6.476
	9.41E-11
	+++
	4.69E-09
	SALL2

	cg16592897
	ENSG00000186815
	2367
	6.466
	1.01E-10
	+++
	5.01E-09
	TPCN1

	cg16592897
	ENSG00000173848
	2367
	6.464
	1.02E-10
	+++
	5.05E-09
	NET1

	cg16592897
	ENSG00000198720
	2367
	-6.464
	1.02E-10
	---
	5.05E-09
	ANKRD13B

	cg16592897
	ENSG00000211695
	2367
	-6.462
	1.04E-10
	---
	5.11E-09
	TRGV9

	cg16592897
	ENSG00000268041
	2367
	6.455
	1.08E-10
	+++
	5.32E-09
	NA

	cg16592897
	ENSG00000116574
	2367
	-6.446
	1.15E-10
	---
	5.64E-09
	RHOU

	cg16592897
	ENSG00000150637
	2367
	-6.439
	1.20E-10
	---
	5.88E-09
	CD226

	cg16592897
	ENSG00000089012
	2367
	6.438
	1.21E-10
	+++
	5.90E-09
	SIRPG

	cg16592897
	ENSG00000215788
	2367
	6.426
	1.31E-10
	+++
	6.37E-09
	TNFRSF25

	cg16592897
	ENSG00000234614
	2367
	-6.416
	1.40E-10
	---
	6.80E-09
	NA

	cg16592897
	ENSG00000127561
	2367
	-6.408
	1.47E-10
	---
	7.11E-09
	SYNGR3

	cg16592897
	ENSG00000244509
	2367
	-6.408
	1.47E-10
	---
	7.11E-09
	APOBEC3C

	cg16592897
	ENSG00000090447
	2367
	6.399
	1.57E-10
	+++
	7.54E-09
	TFAP4

	cg16592897
	ENSG00000117560
	2367
	-6.396
	1.59E-10
	---
	7.64E-09
	FASLG

	cg16592897
	ENSG00000100027
	2367
	-6.393
	1.62E-10
	---
	7.78E-09
	YPEL1

	cg16592897
	ENSG00000176919
	2367
	-6.384
	1.73E-10
	---
	8.27E-09
	C8G

	cg16592897
	ENSG00000143819
	2367
	6.377
	1.80E-10
	+++
	8.58E-09
	EPHX1

	cg16592897
	ENSG00000168612
	2367
	6.369
	1.90E-10
	+++
	9.06E-09
	ZSWIM1

	cg16592897
	ENSG00000166979
	2367
	-6.353
	2.12E-10
	---
	1.00E-08
	EVA1C

	cg16592897
	ENSG00000181754
	2367
	6.35
	2.15E-10
	+++
	1.02E-08
	AMIGO1

	cg16592897
	ENSG00000170004
	2367
	6.347
	2.19E-10
	+++
	1.04E-08
	CHD3

	cg16592897
	ENSG00000170074
	2367
	6.344
	2.23E-10
	+++
	1.05E-08
	FAM153A

	cg16592897
	ENSG00000162639
	2367
	-6.34
	2.30E-10
	---
	1.08E-08
	HENMT1

	cg16592897
	ENSG00000143851
	2367
	-6.33
	2.45E-10
	---
	1.15E-08
	PTPN7

	cg16592897
	ENSG00000105088
	2367
	6.327
	2.50E-10
	+++
	1.17E-08
	OLFM2

	cg16592897
	ENSG00000246214
	2367
	6.324
	2.55E-10
	+++
	1.19E-08
	NA

	cg16592897
	ENSG00000132670
	2367
	-6.323
	2.57E-10
	---
	1.19E-08
	PTPRA

	cg16592897
	ENSG00000184428
	2367
	6.321
	2.61E-10
	+++
	1.21E-08
	TOP1MT

	cg16592897
	ENSG00000233355
	2367
	6.319
	2.63E-10
	+++
	1.21E-08
	CHRM3-AS2

	cg16592897
	ENSG00000057657
	2367
	-6.319
	2.63E-10
	---
	1.21E-08
	PRDM1

	cg16592897
	ENSG00000148600
	2367
	-6.319
	2.64E-10
	---
	1.21E-08
	CDHR1

	cg16592897
	ENSG00000178573
	2367
	-6.313
	2.74E-10
	---
	1.26E-08
	MAF

	cg16592897
	ENSG00000105662
	2367
	6.311
	2.78E-10
	+++
	1.27E-08
	CRTC1

	cg16592897
	ENSG00000173040
	2367
	-6.31
	2.78E-10
	---
	1.27E-08
	EVC2

	cg16592897
	ENSG00000077984
	2367
	-6.307
	2.85E-10
	---
	1.30E-08
	CST7

	cg16592897
	ENSG00000196155
	2367
	6.3
	2.98E-10
	+++
	1.36E-08
	PLEKHG4

	cg16592897
	ENSG00000179855
	2367
	6.292
	3.13E-10
	+++
	1.42E-08
	GIPC3

	cg16592897
	ENSG00000136770
	2367
	-6.291
	3.15E-10
	---
	1.43E-08
	DNAJC1

	cg16592897
	ENSG00000134242
	2367
	-6.289
	3.19E-10
	---
	1.44E-08
	PTPN22

	cg16592897
	ENSG00000139182
	2367
	-6.287
	3.24E-10
	---
	1.46E-08
	CLSTN3

	cg16592897
	ENSG00000150093
	2367
	-6.281
	3.36E-10
	---
	1.51E-08
	ITGB1

	cg16592897
	ENSG00000091409
	2367
	6.269
	3.64E-10
	+++
	1.63E-08
	ITGA6

	cg16592897
	ENSG00000007264
	2367
	-6.268
	3.65E-10
	---
	1.63E-08
	MATK

	cg16592897
	ENSG00000163517
	2367
	-6.268
	3.66E-10
	---
	1.63E-08
	HDAC11

	cg16592897
	ENSG00000069667
	2367
	-6.263
	3.79E-10
	---
	1.68E-08
	RORA

	cg16592897
	ENSG00000255545
	2367
	-6.257
	3.92E-10
	---
	1.74E-08
	NA

	cg16592897
	ENSG00000166949
	2367
	-6.256
	3.95E-10
	---
	1.75E-08
	SMAD3

	cg16592897
	ENSG00000090097
	2367
	-6.244
	4.25E-10
	---
	1.88E-08
	PCBP4

	cg16592897
	ENSG00000111319
	2367
	6.243
	4.30E-10
	+++
	1.90E-08
	SCNN1A

	cg16592897
	ENSG00000114473
	2367
	-6.232
	4.60E-10
	---
	2.02E-08
	IQCG

	cg16592897
	ENSG00000088179
	2367
	-6.23
	4.65E-10
	---
	2.04E-08
	PTPN4

	cg16592897
	ENSG00000196975
	2367
	-6.227
	4.76E-10
	---
	2.08E-08
	ANXA4

	cg16592897
	ENSG00000159753
	2367
	6.222
	4.92E-10
	+++
	2.14E-08
	RLTPR

	cg16592897
	ENSG00000227184
	2367
	6.222
	4.92E-10
	+++
	2.14E-08
	EPPK1

	cg16592897
	ENSG00000089006
	2367
	-6.221
	4.93E-10
	---
	2.14E-08
	SNX5

	cg16592897
	ENSG00000182253
	2367
	-6.218
	5.03E-10
	---
	2.18E-08
	SYNM

	cg16592897
	ENSG00000154016
	2367
	6.216
	5.09E-10
	+++
	2.20E-08
	GRAP

	cg16592897
	ENSG00000156395
	2367
	6.215
	5.12E-10
	+++
	2.21E-08
	SORCS3

	cg16592897
	ENSG00000005844
	2367
	-6.207
	5.41E-10
	---
	2.33E-08
	ITGAL

	cg16592897
	ENSG00000115468
	2367
	6.207
	5.41E-10
	+++
	2.33E-08
	EFHD1

	cg16592897
	ENSG00000186564
	2367
	-6.205
	5.49E-10
	---
	2.35E-08
	FOXD2

	cg16592897
	ENSG00000120942
	2367
	6.192
	5.94E-10
	+++
	2.54E-08
	UBIAD1

	cg16592897
	ENSG00000168646
	2367
	6.187
	6.15E-10
	+++
	2.62E-08
	AXIN2

	cg16592897
	ENSG00000261685
	2367
	6.183
	6.30E-10
	+++
	2.68E-08
	NA

	cg16592897
	ENSG00000070756
	2367
	6.181
	6.39E-10
	+++
	2.71E-08
	PABPC1

	cg16592897
	ENSG00000131018
	2367
	-6.18
	6.41E-10
	---
	2.72E-08
	SYNE1

	cg16592897
	ENSG00000160318
	2367
	-6.169
	6.86E-10
	---
	2.90E-08
	CLDND2

	cg16592897
	ENSG00000259062
	2367
	6.159
	7.31E-10
	+++
	3.08E-08
	ACTN1-AS1

	cg16592897
	ENSG00000182463
	2367
	6.159
	7.34E-10
	+++
	3.09E-08
	TSHZ2

	cg16592897
	ENSG00000111716
	2367
	6.143
	8.08E-10
	+++
	3.39E-08
	LDHB

	cg16592897
	ENSG00000167535
	2367
	-6.14
	8.26E-10
	---
	3.46E-08
	CACNB3

	cg16592897
	ENSG00000010810
	2367
	-6.138
	8.34E-10
	---
	3.49E-08
	FYN

	cg16592897
	ENSG00000114861
	2367
	6.134
	8.56E-10
	+++
	3.57E-08
	FOXP1

	cg16592897
	ENSG00000168826
	2367
	-6.132
	8.68E-10
	---
	3.61E-08
	ZBTB49

	cg16592897
	ENSG00000172031
	2367
	-6.13
	8.81E-10
	---
	3.66E-08
	EPHX4

	cg16592897
	ENSG00000173581
	2367
	6.124
	9.10E-10
	+++
	3.77E-08
	CCDC106

	cg16592897
	ENSG00000124203
	2367
	-6.122
	9.25E-10
	---
	3.82E-08
	ZNF831

	cg16592897
	ENSG00000249859
	2367
	6.09
	1.13E-09
	+++
	4.66E-08
	PVT1

	cg16592897
	ENSG00000115423
	2367
	6.083
	1.18E-09
	+++
	4.87E-08
	DNAH6

	cg16592897
	ENSG00000054392
	2367
	-6.079
	1.21E-09
	---
	4.97E-08
	HHAT

	cg16592897
	ENSG00000106868
	2367
	-6.079
	1.21E-09
	---
	4.97E-08
	SUSD1

	cg16592897
	ENSG00000034053
	2367
	6.074
	1.25E-09
	+++
	5.12E-08
	APBA2

	cg16592897
	ENSG00000212694
	2367
	6.072
	1.26E-09
	+++
	5.15E-08
	NA

	cg16592897
	ENSG00000171101
	2367
	-6.063
	1.33E-09
	---
	5.42E-08
	SIGLEC17P

	cg16592897
	ENSG00000185436
	2367
	-6.061
	1.36E-09
	---
	5.51E-08
	IFNLR1

	cg16592897
	ENSG00000185664
	2367
	6.058
	1.38E-09
	+++
	5.57E-08
	PMEL

	cg16592897
	ENSG00000125249
	2367
	-6.056
	1.40E-09
	---
	5.65E-08
	RAP2A

	cg16592897
	ENSG00000160360
	2367
	6.047
	1.48E-09
	+++
	5.96E-08
	GPSM1

	cg16592897
	ENSG00000197057
	2367
	-6.041
	1.53E-09
	---
	6.16E-08
	DTHD1

	cg16592897
	ENSG00000168754
	2367
	6.035
	1.59E-09
	+++
	6.37E-08
	FAM178B

	cg16592897
	ENSG00000106327
	2367
	-6.033
	1.61E-09
	---
	6.45E-08
	TFR2

	cg16592897
	ENSG00000187535
	2367
	6.029
	1.65E-09
	+++
	6.61E-08
	IFT140

	cg16592897
	ENSG00000135919
	2367
	6.026
	1.68E-09
	+++
	6.70E-08
	SERPINE2

	cg16592897
	ENSG00000136153
	2367
	6.026
	1.68E-09
	+++
	6.70E-08
	LMO7

	cg16592897
	ENSG00000117090
	2367
	-6.023
	1.71E-09
	---
	6.80E-08
	SLAMF1

	cg16592897
	ENSG00000237429
	2367
	6.015
	1.80E-09
	+++
	7.16E-08
	NA

	cg16592897
	ENSG00000160223
	2367
	6.012
	1.83E-09
	+++
	7.23E-08
	ICOSLG

	cg16592897
	ENSG00000156127
	2367
	-6.012
	1.84E-09
	---
	7.26E-08
	BATF

	cg16592897
	ENSG00000163113
	2367
	-6.008
	1.87E-09
	---
	7.39E-08
	OTUD7B

	cg16592897
	ENSG00000234912
	2367
	5.993
	2.06E-09
	+++
	8.09E-08
	LINC00338

	cg16592897
	ENSG00000102781
	2367
	-5.992
	2.07E-09
	---
	8.12E-08
	KATNAL1

	cg16592897
	ENSG00000163577
	2367
	-5.991
	2.08E-09
	---
	8.15E-08
	EIF5A2

	cg16592897
	ENSG00000167775
	2367
	-5.986
	2.15E-09
	---
	8.40E-08
	CD320

	cg16592897
	ENSG00000125084
	2367
	-5.982
	2.21E-09
	---
	8.62E-08
	WNT1

	cg16592897
	ENSG00000215012
	2367
	5.974
	2.31E-09
	+++
	9.00E-08
	C22orf29

	cg16592897
	ENSG00000249684
	2367
	5.973
	2.33E-09
	+++
	9.05E-08
	NA

	cg16592897
	ENSG00000100600
	2367
	5.968
	2.40E-09
	+++
	9.30E-08
	LGMN

	cg16592897
	ENSG00000237248
	2367
	-5.959
	2.54E-09
	---
	9.83E-08
	LINC00987

	cg16592897
	ENSG00000196187
	2367
	5.958
	2.55E-09
	+++
	9.86E-08
	TMEM63A

	cg16592897
	ENSG00000172116
	2367
	-5.948
	2.72E-09
	---
	1.05E-07
	CD8B

	cg16592897
	ENSG00000170222
	2367
	5.935
	2.94E-09
	+++
	1.13E-07
	ADPRM

	cg16592897
	ENSG00000189190
	2367
	-5.93
	3.03E-09
	---
	1.16E-07
	ZNF600

	cg16592897
	ENSG00000232810
	2367
	-5.924
	3.15E-09
	---
	1.21E-07
	TNF

	cg16592897
	ENSG00000111057
	2367
	5.913
	3.36E-09
	+++
	1.28E-07
	KRT18

	cg16592897
	ENSG00000106351
	2367
	-5.91
	3.42E-09
	---
	1.30E-07
	AGFG2

	cg16592897
	ENSG00000152990
	2367
	5.908
	3.47E-09
	+++
	1.32E-07
	GPR125

	cg16592897
	ENSG00000180867
	2367
	-5.885
	3.98E-09
	---
	1.51E-07
	PDIA3P1

	cg16592897
	ENSG00000109063
	2367
	5.884
	4.00E-09
	+++
	1.52E-07
	MYH3

	cg16592897
	ENSG00000171843
	2367
	5.883
	4.03E-09
	+++
	1.52E-07
	MLLT3

	cg16592897
	ENSG00000170624
	1464
	-5.878
	4.14E-09
	--?
	1.56E-07
	SGCD

	cg16592897
	ENSG00000100380
	2367
	5.874
	4.26E-09
	+++
	1.60E-07
	ST13

	cg16592897
	ENSG00000162804
	2367
	5.868
	4.41E-09
	+++
	1.66E-07
	SNED1

	cg16592897
	ENSG00000115155
	2367
	-5.867
	4.44E-09
	---
	1.67E-07
	OTOF

	cg16592897
	ENSG00000177426
	2367
	-5.861
	4.60E-09
	---
	1.72E-07
	TGIF1

	cg16592897
	ENSG00000129116
	2367
	-5.859
	4.65E-09
	---
	1.74E-07
	PALLD

	cg16592897
	ENSG00000142156
	2367
	5.853
	4.84E-09
	+++
	1.81E-07
	COL6A1

	cg16592897
	ENSG00000131871
	2367
	-5.852
	4.87E-09
	---
	1.81E-07
	VIMP

	cg16592897
	ENSG00000115112
	2367
	-5.848
	4.96E-09
	---
	1.84E-07
	TFCP2L1

	cg16592897
	ENSG00000074527
	2367
	-5.845
	5.07E-09
	---
	1.88E-07
	NTN4

	cg16592897
	ENSG00000162496
	2367
	5.841
	5.18E-09
	+++
	1.92E-07
	DHRS3

	cg16592897
	ENSG00000256667
	2367
	-5.839
	5.26E-09
	---
	1.94E-07
	KLRAP1

	cg16592897
	ENSG00000205356
	2367
	5.838
	5.27E-09
	+++
	1.94E-07
	TECPR1

	cg16592897
	ENSG00000103064
	2367
	5.837
	5.30E-09
	+++
	1.95E-07
	SLC7A6

	cg16592897
	ENSG00000175873
	2367
	-5.837
	5.32E-09
	---
	1.95E-07
	NA

	cg16592897
	ENSG00000182173
	2367
	-5.822
	5.81E-09
	---
	2.13E-07
	TSEN54

	cg16592897
	ENSG00000172543
	2367
	-5.82
	5.88E-09
	---
	2.15E-07
	CTSW

	cg16592897
	ENSG00000079435
	2367
	5.813
	6.15E-09
	+++
	2.24E-07
	LIPE

	cg16592897
	ENSG00000023909
	2367
	-5.811
	6.23E-09
	---
	2.27E-07
	GCLM

	cg16592897
	ENSG00000136813
	2367
	-5.81
	6.26E-09
	---
	2.27E-07
	KIAA0368

	cg16592897
	ENSG00000139998
	2367
	5.802
	6.57E-09
	+++
	2.38E-07
	RAB15

	cg16592897
	ENSG00000115652
	2367
	5.8
	6.65E-09
	+++
	2.41E-07
	UXS1

	cg16592897
	ENSG00000005513
	2367
	5.799
	6.68E-09
	+++
	2.41E-07
	SOX8

	cg16592897
	ENSG00000170298
	2367
	5.795
	6.82E-09
	+++
	2.45E-07
	LGALS9B

	cg16592897
	ENSG00000143772
	2367
	5.795
	6.82E-09
	+++
	2.45E-07
	ITPKB

	cg16592897
	ENSG00000106123
	2367
	5.795
	6.81E-09
	+++
	2.45E-07
	EPHB6

	cg16592897
	ENSG00000188322
	2367
	-5.792
	6.95E-09
	---
	2.49E-07
	SBK1

	cg16592897
	ENSG00000003400
	2367
	5.785
	7.27E-09
	+++
	2.60E-07
	CASP10

	cg16592897
	ENSG00000158050
	2367
	-5.777
	7.60E-09
	---
	2.71E-07
	DUSP2

	cg16592897
	ENSG00000143889
	2367
	-5.769
	7.95E-09
	---
	2.84E-07
	HNRNPLL

	cg16592897
	ENSG00000119042
	2367
	-5.767
	8.08E-09
	---
	2.88E-07
	SATB2

	cg16592897
	ENSG00000005102
	2367
	5.766
	8.11E-09
	+++
	2.88E-07
	MEOX1

	cg16592897
	ENSG00000115956
	2367
	-5.748
	9.05E-09
	---
	3.21E-07
	PLEK

	cg16592897
	ENSG00000154134
	2367
	5.741
	9.43E-09
	+++
	3.34E-07
	ROBO3

	cg16592897
	ENSG00000072071
	2367
	5.739
	9.51E-09
	+++
	3.36E-07
	LPHN1

	cg16592897
	ENSG00000105486
	2367
	5.738
	9.59E-09
	+++
	3.38E-07
	LIG1

	cg16592897
	ENSG00000232224
	2367
	5.727
	1.02E-08
	+++
	3.59E-07
	LINC00202-1

	cg16592897
	ENSG00000144824
	2367
	-5.726
	1.03E-08
	---
	3.62E-07
	PHLDB2

	cg16592897
	ENSG00000115738
	2367
	-5.72
	1.07E-08
	---
	3.75E-07
	ID2

	cg16592897
	ENSG00000158122
	2367
	-5.713
	1.11E-08
	---
	3.89E-07
	AAED1

	cg16592897
	ENSG00000108773
	2367
	5.708
	1.14E-08
	+++
	3.99E-07
	KAT2A

	cg16592897
	ENSG00000186567
	2367
	5.7
	1.20E-08
	+++
	4.17E-07
	CEACAM19

	cg16592897
	ENSG00000145882
	2367
	5.7
	1.20E-08
	+++
	4.18E-07
	PCYOX1L

	cg16592897
	ENSG00000162572
	2367
	5.697
	1.22E-08
	+++
	4.23E-07
	SCNN1D

	cg16592897
	ENSG00000177732
	2367
	5.692
	1.26E-08
	+++
	4.37E-07
	SOX12

	cg16592897
	ENSG00000256720
	2367
	-5.688
	1.29E-08
	---
	4.45E-07
	NA

	cg16592897
	ENSG00000143167
	2367
	5.677
	1.37E-08
	+++
	4.75E-07
	GPA33

	cg16592897
	ENSG00000128050
	2367
	5.668
	1.44E-08
	+++
	4.97E-07
	PAICS

	cg16592897
	ENSG00000213809
	2367
	-5.668
	1.45E-08
	---
	4.98E-07
	KLRK1

	cg16592897
	ENSG00000184349
	2367
	-5.657
	1.54E-08
	---
	5.30E-07
	EFNA5

	cg16592897
	ENSG00000261801
	2367
	-5.657
	1.54E-08
	---
	5.30E-07
	LOXL1-AS1

	cg16592897
	ENSG00000162894
	2367
	5.656
	1.55E-08
	+++
	5.31E-07
	FAIM3

	cg16592897
	ENSG00000077585
	2367
	-5.655
	1.56E-08
	---
	5.31E-07
	GPR137B

	cg16592897
	ENSG00000171219
	2367
	5.653
	1.58E-08
	+++
	5.38E-07
	CDC42BPG

	cg16592897
	ENSG00000117394
	2367
	-5.647
	1.64E-08
	---
	5.57E-07
	SLC2A1

	cg16592897
	ENSG00000110651
	2367
	-5.646
	1.65E-08
	---
	5.58E-07
	CD81

	cg16592897
	ENSG00000008517
	2367
	-5.646
	1.65E-08
	---
	5.58E-07
	IL32

	cg16592897
	ENSG00000176531
	2367
	5.631
	1.79E-08
	+++
	6.06E-07
	PHLDB3

	cg16592897
	ENSG00000217801
	2367
	5.63
	1.80E-08
	+++
	6.07E-07
	NA

	cg16592897
	ENSG00000138378
	2367
	-5.63
	1.80E-08
	---
	6.07E-07
	STAT4

	cg16592897
	ENSG00000124225
	2367
	5.627
	1.84E-08
	+++
	6.19E-07
	PMEPA1

	cg16592897
	ENSG00000156345
	2367
	5.623
	1.87E-08
	+++
	6.29E-07
	CDK20

	cg16592897
	ENSG00000070018
	2367
	5.623
	1.88E-08
	+++
	6.30E-07
	LRP6

	cg16592897
	ENSG00000091129
	2367
	5.62
	1.91E-08
	+++
	6.40E-07
	NRCAM

	cg16592897
	ENSG00000159618
	2367
	-5.615
	1.96E-08
	---
	6.56E-07
	GPR114

	cg16592897
	ENSG00000172985
	2367
	5.61
	2.02E-08
	+++
	6.76E-07
	SH3RF3

	cg16592897
	ENSG00000197892
	2367
	-5.602
	2.12E-08
	---
	7.07E-07
	KIF13B

	cg16592897
	ENSG00000168229
	2367
	-5.601
	2.13E-08
	---
	7.07E-07
	PTGDR

	cg16592897
	ENSG00000117519
	2367
	5.601
	2.13E-08
	+++
	7.07E-07
	CNN3

	cg16592897
	ENSG00000057935
	2367
	5.6
	2.14E-08
	+++
	7.10E-07
	MTA3

	cg16592897
	ENSG00000047365
	2367
	-5.592
	2.25E-08
	---
	7.43E-07
	ARAP2

	cg16592897
	ENSG00000213199
	2367
	5.589
	2.29E-08
	+++
	7.56E-07
	ASIC3

	cg16592897
	ENSG00000127743
	2367
	5.584
	2.35E-08
	+++
	7.74E-07
	IL17B

	cg16592897
	ENSG00000115523
	2367
	-5.581
	2.39E-08
	---
	7.87E-07
	GNLY

	cg16592897
	ENSG00000065675
	2367
	-5.575
	2.47E-08
	---
	8.10E-07
	PRKCQ

	cg16592897
	ENSG00000169258
	2367
	-5.575
	2.47E-08
	---
	8.10E-07
	GPRIN1

	cg16592897
	ENSG00000140807
	2367
	5.559
	2.72E-08
	+++
	8.90E-07
	NKD1

	cg16592897
	ENSG00000170989
	2367
	-5.556
	2.77E-08
	---
	9.04E-07
	S1PR1

	cg16592897
	ENSG00000144136
	2367
	-5.552
	2.82E-08
	---
	9.20E-07
	SLC20A1

	cg16592897
	ENSG00000099139
	2367
	5.549
	2.88E-08
	+++
	9.38E-07
	PCSK5

	cg16592897
	ENSG00000131634
	2367
	5.544
	2.96E-08
	+++
	9.61E-07
	TMEM204

	cg16592897
	ENSG00000164649
	2367
	5.537
	3.08E-08
	+++
	9.99E-07
	CDCA7L

	cg16592897
	ENSG00000110583
	2367
	-5.528
	3.23E-08
	---
	1.05E-06
	NAA40

	cg16592897
	ENSG00000140470
	2367
	5.528
	3.25E-08
	+++
	1.05E-06
	ADAMTS17

	cg16592897
	ENSG00000088256
	2367
	5.523
	3.34E-08
	+++
	1.08E-06
	GNA11

	cg16592897
	ENSG00000047849
	2367
	-5.521
	3.36E-08
	---
	1.08E-06
	MAP4

	cg16592897
	ENSG00000154025
	2367
	5.516
	3.48E-08
	+++
	1.12E-06
	SLC5A10

	cg16592897
	ENSG00000176092
	2367
	-5.513
	3.53E-08
	---
	1.13E-06
	AIM1L

	cg16592897
	ENSG00000008256
	2367
	-5.506
	3.67E-08
	---
	1.18E-06
	CYTH3

	cg16592897
	ENSG00000085465
	2367
	5.503
	3.73E-08
	+++
	1.19E-06
	OVGP1

	cg16592897
	ENSG00000180644
	2367
	-5.501
	3.77E-08
	---
	1.20E-06
	PRF1

	cg16592897
	ENSG00000104660
	2367
	5.501
	3.78E-08
	+++
	1.21E-06
	LEPROTL1

	cg16592897
	ENSG00000181291
	2367
	5.499
	3.81E-08
	+++
	1.21E-06
	TMEM132E

	cg16592897
	ENSG00000240219
	2367
	5.482
	4.21E-08
	+++
	1.34E-06
	NA

	cg16592897
	ENSG00000243811
	2367
	-5.479
	4.28E-08
	---
	1.36E-06
	APOBEC3D

	cg16592897
	ENSG00000204580
	2367
	5.476
	4.35E-08
	+++
	1.38E-06
	DDR1

	cg16592897
	ENSG00000119943
	2367
	-5.476
	4.36E-08
	---
	1.38E-06
	PYROXD2

	cg16592897
	ENSG00000136068
	2367
	5.471
	4.46E-08
	+++
	1.41E-06
	FLNB

	cg16592897
	ENSG00000148248
	2367
	-5.467
	4.57E-08
	---
	1.44E-06
	SURF4

	cg16592897
	ENSG00000228956
	2367
	5.461
	4.73E-08
	+++
	1.49E-06
	NA

	cg16592897
	ENSG00000227051
	2367
	5.454
	4.94E-08
	+++
	1.55E-06
	C14orf132

	cg16592897
	ENSG00000197540
	2367
	-5.453
	4.96E-08
	---
	1.55E-06
	GZMM

	cg16592897
	ENSG00000197635
	2367
	5.451
	5.02E-08
	+++
	1.57E-06
	DPP4

	cg16592897
	ENSG00000213366
	2367
	5.449
	5.05E-08
	+++
	1.58E-06
	GSTM2

	cg16592897
	ENSG00000109680
	2367
	-5.447
	5.12E-08
	---
	1.60E-06
	TBC1D19

	cg16592897
	ENSG00000061273
	2367
	5.445
	5.17E-08
	+++
	1.61E-06
	HDAC7

	cg16592897
	ENSG00000162892
	2367
	5.441
	5.29E-08
	+++
	1.65E-06
	IL24

	cg16592897
	ENSG00000124466
	2367
	5.44
	5.34E-08
	+++
	1.66E-06
	LYPD3

	cg16592897
	ENSG00000179148
	2367
	5.439
	5.36E-08
	+++
	1.66E-06
	ALOXE3

	cg16592897
	ENSG00000135423
	2367
	5.433
	5.53E-08
	+++
	1.71E-06
	GLS2

	cg16592897
	ENSG00000154153
	2367
	5.432
	5.58E-08
	+++
	1.72E-06
	FAM134B

	cg16592897
	ENSG00000198208
	2367
	5.429
	5.67E-08
	+++
	1.75E-06
	RPS6KL1

	cg16592897
	ENSG00000130787
	2367
	5.427
	5.72E-08
	+++
	1.76E-06
	HIP1R

	cg16592897
	ENSG00000015133
	2367
	-5.425
	5.79E-08
	---
	1.78E-06
	CCDC88C

	cg16592897
	ENSG00000231682
	2367
	5.421
	5.92E-08
	+++
	1.82E-06
	NA

	cg16592897
	ENSG00000079999
	2367
	-5.419
	5.98E-08
	---
	1.83E-06
	KEAP1

	cg16592897
	ENSG00000137070
	2367
	5.416
	6.10E-08
	+++
	1.86E-06
	IL11RA

	cg16592897
	ENSG00000103404
	2367
	-5.397
	6.76E-08
	---
	2.06E-06
	USP31

	cg16592897
	ENSG00000258875
	2367
	-5.396
	6.80E-08
	---
	2.07E-06
	NA

	cg16592897
	ENSG00000005206
	2367
	5.393
	6.92E-08
	+++
	2.11E-06
	SPPL2B

	cg16592897
	ENSG00000145911
	2367
	5.383
	7.34E-08
	+++
	2.23E-06
	N4BP3

	cg16592897
	ENSG00000056972
	2367
	5.373
	7.75E-08
	+++
	2.35E-06
	TRAF3IP2

	cg16592897
	ENSG00000146433
	2367
	-5.372
	7.79E-08
	---
	2.36E-06
	TMEM181

	cg16592897
	ENSG00000158966
	2367
	5.37
	7.89E-08
	+++
	2.38E-06
	CACHD1

	cg16592897
	ENSG00000116983
	2367
	5.369
	7.90E-08
	+++
	2.38E-06
	HPCAL4

	cg16592897
	ENSG00000158006
	2367
	-5.367
	8.00E-08
	---
	2.41E-06
	PAFAH2

	cg16592897
	ENSG00000106069
	2367
	-5.362
	8.25E-08
	---
	2.48E-06
	CHN2

	cg16592897
	ENSG00000072163
	2367
	5.357
	8.46E-08
	+++
	2.54E-06
	LIMS2

	cg16592897
	ENSG00000107815
	2367
	5.356
	8.53E-08
	+++
	2.56E-06
	C10orf2

	cg16592897
	ENSG00000159433
	2367
	-5.355
	8.58E-08
	---
	2.57E-06
	STARD9

	cg16592897
	ENSG00000162591
	2367
	5.354
	8.60E-08
	+++
	2.57E-06
	MEGF6

	cg16592897
	ENSG00000188522
	2367
	-5.353
	8.65E-08
	---
	2.58E-06
	FAM83G

	cg16592897
	ENSG00000142546
	2367
	5.351
	8.76E-08
	+++
	2.61E-06
	NOSIP

	cg16592897
	ENSG00000160183
	2367
	-5.349
	8.84E-08
	---
	2.63E-06
	TMPRSS3

	cg16592897
	ENSG00000211776
	2367
	5.341
	9.26E-08
	+++
	2.75E-06
	TRAV2

	cg16592897
	ENSG00000085563
	2367
	-5.336
	9.52E-08
	---
	2.82E-06
	ABCB1

	cg16592897
	ENSG00000239636
	2367
	-5.335
	9.54E-08
	---
	2.82E-06
	NA

	cg16592897
	ENSG00000166188
	2367
	-5.329
	9.90E-08
	---
	2.93E-06
	ZNF319

	cg16592897
	ENSG00000211699
	2367
	-5.324
	1.01E-07
	---
	2.99E-06
	TRGV3

	cg16592897
	ENSG00000092621
	2367
	5.323
	1.02E-07
	+++
	2.99E-06
	PHGDH

	cg16592897
	ENSG00000164611
	2367
	-5.324
	1.02E-07
	---
	2.99E-06
	PTTG1

	cg16592897
	ENSG00000076555
	2367
	5.324
	1.02E-07
	+++
	2.99E-06
	ACACB

	cg16592897
	ENSG00000162913
	2367
	5.323
	1.02E-07
	+++
	2.99E-06
	C1orf145

	cg16592897
	ENSG00000243452
	2367
	5.321
	1.04E-07
	+++
	3.03E-06
	NBPF15

	cg16592897
	ENSG00000226742
	2367
	5.312
	1.08E-07
	+++
	3.17E-06
	HSBP1L1

	cg16592897
	ENSG00000142675
	2367
	5.312
	1.09E-07
	+++
	3.17E-06
	CNKSR1

	cg16592897
	ENSG00000176986
	2367
	-5.311
	1.09E-07
	---
	3.18E-06
	SEC24C

	cg16592897
	ENSG00000197471
	2367
	-5.31
	1.10E-07
	---
	3.19E-06
	SPN

	cg16592897
	ENSG00000069849
	2367
	-5.299
	1.16E-07
	---
	3.38E-06
	ATP1B3

	cg16592897
	ENSG00000176485
	2367
	-5.299
	1.17E-07
	---
	3.38E-06
	PLA2G16

	cg16592897
	ENSG00000122543
	2367
	5.297
	1.18E-07
	+++
	3.42E-06
	OCM

	cg16592897
	ENSG00000038002
	2367
	-5.289
	1.23E-07
	---
	3.56E-06
	AGA

	cg16592897
	ENSG00000152256
	2367
	5.278
	1.31E-07
	+++
	3.78E-06
	PDK1

	cg16592897
	ENSG00000171130
	2367
	5.277
	1.32E-07
	+++
	3.79E-06
	ATP6V0E2

	cg16592897
	ENSG00000261097
	2367
	5.274
	1.34E-07
	+++
	3.85E-06
	LINC00563

	cg16592897
	ENSG00000250397
	2367
	5.262
	1.43E-07
	+++
	4.10E-06
	NA

	cg16592897
	ENSG00000133460
	2367
	5.258
	1.46E-07
	+++
	4.19E-06
	SLC2A11

	cg16592897
	ENSG00000106479
	2367
	5.252
	1.51E-07
	+++
	4.32E-06
	ZNF862

	cg16592897
	ENSG00000164362
	2367
	5.251
	1.52E-07
	+++
	4.34E-06
	TERT

	cg16592897
	ENSG00000158859
	2367
	5.239
	1.61E-07
	+++
	4.61E-06
	ADAMTS4

	cg16592897
	ENSG00000167414
	2367
	5.238
	1.62E-07
	+++
	4.63E-06
	GNG8

	cg16592897
	ENSG00000163069
	2367
	-5.234
	1.66E-07
	---
	4.72E-06
	SGCB

	cg16592897
	ENSG00000134014
	2367
	-5.233
	1.66E-07
	---
	4.73E-06
	ELP3

	cg16592897
	ENSG00000169715
	2367
	-5.231
	1.69E-07
	---
	4.80E-06
	MT1E

	cg16592897
	ENSG00000186951
	2367
	-5.224
	1.75E-07
	---
	4.95E-06
	PPARA

	cg16592897
	ENSG00000174348
	2367
	-5.225
	1.75E-07
	---
	4.95E-06
	PODN

	cg16592897
	ENSG00000251301
	2367
	-5.221
	1.78E-07
	---
	5.04E-06
	NA

	cg16592897
	ENSG00000143486
	2367
	5.218
	1.81E-07
	+++
	5.10E-06
	EIF2D

	cg16592897
	ENSG00000071205
	2367
	-5.213
	1.86E-07
	---
	5.25E-06
	ARHGAP10

	cg14011077
	ENSG00000103355
	2367
	-6.345
	2.23E-10
	---
	4.17E-06
	PRSS33

	cg14011077
	ENSG00000213420
	2367
	5.97
	2.37E-09
	+++
	2.21E-05
	GPC2

	cg14011077
	ENSG00000185272
	2367
	5.768
	8.02E-09
	+++
	5.00E-05
	RBM11

	cg14011077
	ENSG00000161570
	2367
	-5.57
	2.54E-08
	---
	0.000118781
	CCL5

	cg14011077
	ENSG00000087258
	2367
	-5.366
	8.03E-08
	---
	0.000300177
	GNAO1

	cg14011077
	ENSG00000196911
	2367
	5.302
	1.15E-07
	+++
	0.000306532
	KPNA5

	cg14011077
	ENSG00000112759
	2367
	-5.322
	1.03E-07
	---
	0.000306532
	SLC29A1

	cg14011077
	ENSG00000133317
	2367
	-5.246
	1.56E-07
	---
	0.00036354
	LGALS12

	cg13835688
	ENSG00000205927
	2367
	-6.161
	7.25E-10
	---
	1.36E-05
	OLIG2

	cg13835688
	ENSG00000091181
	2367
	-5.749
	8.96E-09
	---
	5.58E-05
	IL5RA

	cg13835688
	ENSG00000105366
	2367
	-5.789
	7.07E-09
	---
	5.58E-05
	SIGLEC8

	cg13835688
	ENSG00000183134
	2367
	-5.268
	1.38E-07
	---
	0.000645774
	PTGDR2

	cg11456013
	ENSG00000197093
	2367
	9.06
	1.31E-19
	+++
	2.45E-15
	GAL3ST4

	cg11456013
	ENSG00000126353
	2367
	8.916
	4.85E-19
	+++
	3.82E-15
	CCR7

	cg11456013
	ENSG00000117643
	2367
	8.89
	6.13E-19
	+++
	3.82E-15
	MAN1C1

	cg11456013
	ENSG00000186854
	2367
	8.539
	1.36E-17
	+++
	6.34E-14
	TRABD2A

	cg11456013
	ENSG00000120915
	2367
	8.478
	2.29E-17
	+++
	8.58E-14
	EPHX2

	cg11456013
	ENSG00000119714
	2367
	-8.246
	1.64E-16
	---
	5.12E-13
	GPR68

	cg11456013
	ENSG00000147457
	2367
	8.202
	2.36E-16
	+++
	6.29E-13
	CHMP7

	cg11456013
	ENSG00000189283
	2367
	8.184
	2.74E-16
	+++
	6.41E-13
	FHIT

	cg11456013
	ENSG00000099204
	2367
	8.161
	3.33E-16
	+++
	6.91E-13
	ABLIM1

	cg11456013
	ENSG00000131686
	2367
	8.064
	7.37E-16
	+++
	1.38E-12
	CA6

	cg11456013
	ENSG00000154358
	2367
	8.047
	8.47E-16
	+++
	1.44E-12
	OBSCN

	cg11456013
	ENSG00000204219
	2367
	7.906
	2.66E-15
	+++
	4.15E-12
	TCEA3

	cg11456013
	ENSG00000183691
	2367
	7.869
	3.56E-15
	+++
	5.12E-12
	NOG

	cg11456013
	ENSG00000138795
	2367
	7.856
	3.96E-15
	+++
	5.29E-12
	LEF1

	cg11456013
	ENSG00000183473
	2367
	7.83
	4.90E-15
	+++
	6.10E-12
	SSTR3

	cg11456013
	ENSG00000152969
	2367
	-7.819
	5.31E-15
	---
	6.20E-12
	JAKMIP1

	cg11456013
	ENSG00000081059
	2367
	7.755
	8.81E-15
	+++
	9.68E-12
	TCF7

	cg11456013
	ENSG00000146904
	2367
	7.695
	1.42E-14
	+++
	1.47E-11
	EPHA1

	cg11456013
	ENSG00000156475
	2367
	-7.665
	1.78E-14
	---
	1.75E-11
	PPP2R2B

	cg11456013
	ENSG00000246526
	2367
	-7.558
	4.11E-14
	---
	3.84E-11
	NA

	cg11456013
	ENSG00000139187
	2367
	-7.465
	8.31E-14
	---
	7.40E-11
	KLRG1

	cg11456013
	ENSG00000232021
	2367
	7.376
	1.63E-13
	+++
	1.38E-10
	LEF1-AS1

	cg11456013
	ENSG00000134308
	2367
	-7.315
	2.58E-13
	---
	1.93E-10
	YWHAQ

	cg11456013
	ENSG00000213420
	2367
	7.315
	2.57E-13
	+++
	1.93E-10
	GPC2

	cg11456013
	ENSG00000188001
	2367
	-7.317
	2.53E-13
	---
	1.93E-10
	TPRG1

	cg11456013
	ENSG00000087258
	2367
	-7.307
	2.72E-13
	---
	1.96E-10
	GNAO1

	cg11456013
	ENSG00000135631
	2367
	-7.272
	3.53E-13
	---
	2.45E-10
	RAB11FIP5

	cg11456013
	ENSG00000163508
	2367
	-7.266
	3.71E-13
	---
	2.48E-10
	EOMES

	cg11456013
	ENSG00000231062
	2367
	7.16
	8.07E-13
	+++
	5.20E-10
	NA

	cg11456013
	ENSG00000182983
	2367
	7.136
	9.61E-13
	+++
	5.99E-10
	ZNF662

	cg11456013
	ENSG00000166313
	2367
	7.126
	1.04E-12
	+++
	6.25E-10
	APBB1

	cg11456013
	ENSG00000092096
	2367
	7.096
	1.29E-12
	+++
	7.51E-10
	SLC22A17

	cg11456013
	ENSG00000198885
	2367
	-7.084
	1.40E-12
	---
	7.91E-10
	ITPRIPL1

	cg11456013
	ENSG00000198915
	2367
	-7.043
	1.88E-12
	---
	1.03E-09
	RASGEF1A

	cg11456013
	ENSG00000142686
	2367
	-7.038
	1.95E-12
	---
	1.04E-09
	C1orf216

	cg11456013
	ENSG00000181652
	2367
	7.011
	2.37E-12
	+++
	1.23E-09
	ATG9B

	cg11456013
	ENSG00000161570
	2367
	-6.968
	3.21E-12
	---
	1.58E-09
	CCL5

	cg11456013
	ENSG00000136379
	2367
	-6.969
	3.20E-12
	---
	1.58E-09
	ABHD17C

	cg11456013
	ENSG00000197880
	2367
	6.949
	3.68E-12
	+++
	1.76E-09
	MDS2

	cg11456013
	ENSG00000100298
	2367
	-6.936
	4.04E-12
	---
	1.89E-09
	APOBEC3H

	cg11456013
	ENSG00000160791
	2367
	-6.927
	4.29E-12
	---
	1.95E-09
	CCR5

	cg11456013
	ENSG00000100100
	2367
	6.904
	5.05E-12
	+++
	2.25E-09
	PIK3IP1

	cg11456013
	ENSG00000138311
	2367
	-6.888
	5.66E-12
	---
	2.46E-09
	ZNF365

	cg11456013
	ENSG00000256128
	2367
	-6.821
	9.05E-12
	---
	3.84E-09
	LINC00944

	cg11456013
	ENSG00000143842
	2367
	-6.804
	1.02E-11
	---
	4.23E-09
	SOX13

	cg11456013
	ENSG00000182319
	2367
	6.785
	1.16E-11
	+++
	4.72E-09
	NA

	cg11456013
	ENSG00000151929
	2367
	6.729
	1.70E-11
	+++
	6.77E-09
	BAG3

	cg11456013
	ENSG00000153395
	2367
	-6.716
	1.87E-11
	---
	7.26E-09
	LPCAT1

	cg11456013
	ENSG00000181036
	2367
	-6.705
	2.01E-11
	---
	7.67E-09
	FCRL6

	cg11456013
	ENSG00000135960
	2367
	6.698
	2.12E-11
	+++
	7.91E-09
	EDAR

	cg11456013
	ENSG00000148468
	2367
	6.668
	2.60E-11
	+++
	9.51E-09
	FAM171A1

	cg11456013
	ENSG00000131459
	2367
	-6.661
	2.72E-11
	---
	9.79E-09
	GFPT2

	cg11456013
	ENSG00000003249
	2367
	6.65
	2.93E-11
	+++
	1.03E-08
	DBNDD1

	cg11456013
	ENSG00000101298
	2367
	6.637
	3.21E-11
	+++
	1.11E-08
	SNPH

	cg11456013
	ENSG00000078304
	2367
	-6.622
	3.54E-11
	---
	1.20E-08
	PPP2R5C

	cg11456013
	ENSG00000204934
	2367
	6.612
	3.79E-11
	+++
	1.26E-08
	ATP6V0E2-AS1

	cg11456013
	ENSG00000065357
	2367
	6.606
	3.95E-11
	+++
	1.29E-08
	DGKA

	cg11456013
	ENSG00000141576
	2367
	6.6
	4.12E-11
	+++
	1.33E-08
	RNF157

	cg11456013
	ENSG00000225079
	2367
	-6.594
	4.29E-11
	---
	1.36E-08
	FTH1P22

	cg11456013
	ENSG00000000971
	2367
	-6.578
	4.76E-11
	---
	1.48E-08
	CFH

	cg11456013
	ENSG00000238241
	2367
	6.573
	4.94E-11
	+++
	1.51E-08
	CCR12P

	cg11456013
	ENSG00000100450
	2367
	-6.562
	5.32E-11
	---
	1.60E-08
	GZMH

	cg11456013
	ENSG00000196586
	2367
	-6.529
	6.60E-11
	---
	1.96E-08
	MYO6

	cg11456013
	ENSG00000132718
	2367
	-6.504
	7.83E-11
	---
	2.29E-08
	SYT11

	cg11456013
	ENSG00000111863
	2367
	6.498
	8.13E-11
	+++
	2.34E-08
	ADTRP

	cg11456013
	ENSG00000119772
	2367
	6.48
	9.18E-11
	+++
	2.60E-08
	DNMT3A

	cg11456013
	ENSG00000102781
	2367
	-6.469
	9.86E-11
	---
	2.75E-08
	KATNAL1

	cg11456013
	ENSG00000149328
	2367
	-6.447
	1.14E-10
	---
	3.09E-08
	GLB1L2

	cg11456013
	ENSG00000026751
	2367
	-6.448
	1.13E-10
	---
	3.09E-08
	SLAMF7

	cg11456013
	ENSG00000126217
	2367
	6.419
	1.37E-10
	+++
	3.55E-08
	MCF2L

	cg11456013
	ENSG00000116667
	2367
	-6.422
	1.34E-10
	---
	3.55E-08
	C1orf21

	cg11456013
	ENSG00000157985
	2367
	-6.42
	1.36E-10
	---
	3.55E-08
	AGAP1

	cg11456013
	ENSG00000196700
	2367
	6.417
	1.39E-10
	+++
	3.57E-08
	ZNF512B

	cg11456013
	ENSG00000246223
	2367
	6.413
	1.43E-10
	+++
	3.61E-08
	C14orf64

	cg11456013
	ENSG00000165617
	2367
	6.398
	1.57E-10
	+++
	3.91E-08
	DACT1

	cg11456013
	ENSG00000162739
	2367
	-6.377
	1.80E-10
	---
	4.39E-08
	SLAMF6

	cg11456013
	ENSG00000162676
	2367
	-6.377
	1.81E-10
	---
	4.39E-08
	GFI1

	cg11456013
	ENSG00000238121
	2367
	-6.371
	1.88E-10
	---
	4.50E-08
	LINC00426

	cg11456013
	ENSG00000227191
	2367
	-6.359
	2.03E-10
	---
	4.79E-08
	TRGC2

	cg11456013
	ENSG00000160191
	2367
	6.354
	2.10E-10
	+++
	4.89E-08
	PDE9A

	cg11456013
	ENSG00000112182
	2367
	6.342
	2.27E-10
	+++
	5.24E-08
	BACH2

	cg11456013
	ENSG00000108370
	2367
	-6.336
	2.36E-10
	---
	5.37E-08
	RGS9

	cg11456013
	ENSG00000112378
	2367
	-6.321
	2.60E-10
	---
	5.71E-08
	PERP

	cg11456013
	ENSG00000059915
	2367
	6.323
	2.57E-10
	+++
	5.71E-08
	PSD

	cg11456013
	ENSG00000174292
	2367
	6.322
	2.58E-10
	+++
	5.71E-08
	TNK1

	cg11456013
	ENSG00000136997
	2367
	6.319
	2.63E-10
	+++
	5.71E-08
	MYC

	cg11456013
	ENSG00000157978
	2367
	6.306
	2.87E-10
	+++
	6.17E-08
	LDLRAP1

	cg11456013
	ENSG00000167191
	2367
	6.286
	3.26E-10
	+++
	6.92E-08
	GPRC5B

	cg11456013
	ENSG00000162543
	2367
	-6.267
	3.68E-10
	---
	7.72E-08
	UBXN10

	cg11456013
	ENSG00000175505
	2367
	-6.241
	4.33E-10
	---
	9.00E-08
	CLCF1

	cg11456013
	ENSG00000178860
	2367
	-6.217
	5.06E-10
	---
	1.04E-07
	MSC

	cg11456013
	ENSG00000235194
	2367
	6.197
	5.75E-10
	+++
	1.17E-07
	PPP1R3E

	cg11456013
	ENSG00000239713
	2367
	-6.196
	5.80E-10
	---
	1.17E-07
	APOBEC3G

	cg11456013
	ENSG00000258511
	2367
	6.179
	6.43E-10
	+++
	1.28E-07
	NA

	cg11456013
	ENSG00000149582
	2367
	6.169
	6.89E-10
	+++
	1.36E-07
	TMEM25

	cg11456013
	ENSG00000172005
	2367
	6.152
	7.63E-10
	+++
	1.49E-07
	MAL

	cg11456013
	ENSG00000225720
	2367
	-6.146
	7.95E-10
	---
	1.53E-07
	NA

	cg11456013
	ENSG00000154027
	2367
	6.139
	8.32E-10
	+++
	1.59E-07
	AK5

	cg11456013
	ENSG00000174807
	2367
	6.124
	9.12E-10
	+++
	1.72E-07
	CD248

	cg11456013
	ENSG00000151136
	2367
	6.116
	9.60E-10
	+++
	1.79E-07
	BTBD11

	cg11456013
	ENSG00000160271
	2367
	-6.098
	1.07E-09
	---
	1.98E-07
	RALGDS

	cg11456013
	ENSG00000069702
	2367
	-6.097
	1.08E-09
	---
	1.98E-07
	TGFBR3

	cg11456013
	ENSG00000188011
	2367
	-6.092
	1.11E-09
	---
	2.02E-07
	CXXC11

	cg11456013
	ENSG00000006638
	2367
	6.075
	1.24E-09
	+++
	2.23E-07
	TBXA2R

	cg11456013
	ENSG00000140577
	2367
	6.07
	1.28E-09
	+++
	2.27E-07
	CRTC3

	cg11456013
	ENSG00000105641
	2367
	6.059
	1.37E-09
	+++
	2.40E-07
	SLC5A5

	cg11456013
	ENSG00000068028
	2367
	-6.06
	1.36E-09
	---
	2.40E-07
	RASSF1

	cg11456013
	ENSG00000225756
	2367
	6.046
	1.48E-09
	+++
	2.56E-07
	DBH-AS1

	cg11456013
	ENSG00000164483
	2367
	-6.036
	1.58E-09
	---
	2.71E-07
	SAMD3

	cg11456013
	ENSG00000104490
	2367
	-6.034
	1.60E-09
	---
	2.73E-07
	NCALD

	cg11456013
	ENSG00000130787
	2367
	6.024
	1.70E-09
	+++
	2.87E-07
	HIP1R

	cg11456013
	ENSG00000134539
	2367
	-6.013
	1.83E-09
	---
	3.05E-07
	KLRD1

	cg11456013
	ENSG00000117411
	2367
	-6.003
	1.94E-09
	---
	3.21E-07
	B4GALT2

	cg11456013
	ENSG00000178038
	2367
	6.001
	1.96E-09
	+++
	3.22E-07
	ALS2CL

	cg11456013
	ENSG00000171476
	2367
	-5.993
	2.07E-09
	---
	3.36E-07
	HOPX

	cg11456013
	ENSG00000101665
	2367
	-5.979
	2.25E-09
	---
	3.63E-07
	SMAD7

	cg11456013
	ENSG00000104341
	2367
	5.937
	2.90E-09
	+++
	4.59E-07
	LAPTM4B

	cg11456013
	ENSG00000130340
	2367
	5.937
	2.90E-09
	+++
	4.59E-07
	SNX9

	cg11456013
	ENSG00000080493
	2367
	-5.926
	3.11E-09
	---
	4.88E-07
	SLC4A4

	cg11456013
	ENSG00000116771
	2367
	5.919
	3.24E-09
	+++
	5.05E-07
	AGMAT

	cg11456013
	ENSG00000198668
	2367
	-5.915
	3.31E-09
	---
	5.08E-07
	CALM1

	cg11456013
	ENSG00000140511
	2367
	5.917
	3.29E-09
	+++
	5.08E-07
	HAPLN3

	cg11456013
	ENSG00000088899
	2367
	5.894
	3.76E-09
	+++
	5.72E-07
	NA

	cg11456013
	ENSG00000169252
	2367
	-5.892
	3.82E-09
	---
	5.75E-07
	ADRB2

	cg11456013
	ENSG00000162398
	2367
	-5.888
	3.90E-09
	---
	5.84E-07
	C1orf177

	cg11456013
	ENSG00000168056
	2367
	5.886
	3.95E-09
	+++
	5.85E-07
	LTBP3

	cg11456013
	ENSG00000135426
	2367
	5.88
	4.10E-09
	+++
	6.03E-07
	TESPA1

	cg11456013
	ENSG00000167106
	2367
	5.876
	4.20E-09
	+++
	6.13E-07
	FAM102A

	cg11456013
	ENSG00000136950
	2367
	-5.865
	4.49E-09
	---
	6.50E-07
	ARPC5L

	cg11456013
	ENSG00000166341
	2367
	5.857
	4.71E-09
	+++
	6.76E-07
	DCHS1

	cg11456013
	ENSG00000170485
	2367
	5.85
	4.90E-09
	+++
	7.00E-07
	NPAS2

	cg11456013
	ENSG00000232022
	2367
	-5.837
	5.31E-09
	---
	7.52E-07
	NA

	cg11456013
	ENSG00000021300
	2367
	5.835
	5.38E-09
	+++
	7.56E-07
	PLEKHB1

	cg11456013
	ENSG00000073861
	2367
	-5.833
	5.43E-09
	---
	7.57E-07
	TBX21

	cg11456013
	ENSG00000172215
	2367
	-5.829
	5.59E-09
	---
	7.68E-07
	CXCR6

	cg11456013
	ENSG00000233850
	2367
	5.83
	5.55E-09
	+++
	7.68E-07
	NA

	cg11456013
	ENSG00000163564
	2367
	-5.827
	5.64E-09
	---
	7.70E-07
	PYHIN1

	cg11456013
	ENSG00000188042
	2367
	-5.819
	5.91E-09
	---
	8.01E-07
	ARL4C

	cg11456013
	ENSG00000153898
	2367
	-5.818
	5.95E-09
	---
	8.01E-07
	MCOLN2

	cg11456013
	ENSG00000162892
	2367
	5.805
	6.45E-09
	+++
	8.61E-07
	IL24

	cg11456013
	ENSG00000178732
	2367
	5.799
	6.66E-09
	+++
	8.83E-07
	GP5

	cg11456013
	ENSG00000204314
	2367
	5.772
	7.81E-09
	+++
	1.03E-06
	PRRT1

	cg11456013
	ENSG00000189233
	2367
	-5.767
	8.09E-09
	---
	1.06E-06
	NUGGC

	cg11456013
	ENSG00000234771
	2367
	5.764
	8.23E-09
	+++
	1.07E-06
	NA

	cg11456013
	ENSG00000145220
	2367
	-5.762
	8.32E-09
	---
	1.07E-06
	LYAR

	cg11456013
	ENSG00000117519
	2367
	5.749
	9.00E-09
	+++
	1.15E-06
	CNN3

	cg11456013
	ENSG00000166483
	2367
	-5.743
	9.31E-09
	---
	1.18E-06
	WEE1

	cg11456013
	ENSG00000144152
	2367
	5.739
	9.51E-09
	+++
	1.20E-06
	FBLN7

	cg11456013
	ENSG00000148175
	2367
	-5.728
	1.02E-08
	---
	1.27E-06
	STOM

	cg11456013
	ENSG00000099365
	2367
	5.714
	1.10E-08
	+++
	1.37E-06
	STX1B

	cg11456013
	ENSG00000110324
	2367
	-5.706
	1.16E-08
	---
	1.43E-06
	IL10RA

	cg11456013
	ENSG00000169991
	2367
	-5.702
	1.19E-08
	---
	1.46E-06
	IFFO2

	cg11456013
	ENSG00000114812
	2367
	5.698
	1.21E-08
	+++
	1.48E-06
	VIPR1

	cg11456013
	ENSG00000181104
	2367
	-5.693
	1.25E-08
	---
	1.50E-06
	F2R

	cg11456013
	ENSG00000020633
	2367
	-5.693
	1.25E-08
	---
	1.50E-06
	RUNX3

	cg11456013
	ENSG00000065717
	2367
	5.675
	1.39E-08
	+++
	1.66E-06
	TLE2

	cg11456013
	ENSG00000184428
	2367
	5.674
	1.40E-08
	+++
	1.66E-06
	TOP1MT

	cg11456013
	ENSG00000159733
	2367
	-5.67
	1.43E-08
	---
	1.69E-06
	ZFYVE28

	cg11456013
	ENSG00000154229
	2367
	5.66
	1.51E-08
	+++
	1.78E-06
	PRKCA

	cg11456013
	ENSG00000123454
	2367
	5.655
	1.56E-08
	+++
	1.82E-06
	DBH

	cg11456013
	ENSG00000164649
	2367
	5.65
	1.61E-08
	+++
	1.86E-06
	CDCA7L

	cg11456013
	ENSG00000226979
	2367
	5.644
	1.66E-08
	+++
	1.91E-06
	LTA

	cg11456013
	ENSG00000145649
	2367
	-5.643
	1.67E-08
	---
	1.91E-06
	GZMA

	cg11456013
	ENSG00000090975
	2367
	5.641
	1.69E-08
	+++
	1.92E-06
	PITPNM2

	cg11456013
	ENSG00000153563
	2367
	-5.622
	1.88E-08
	---
	2.13E-06
	CD8A

	cg11456013
	ENSG00000006555
	2367
	-5.608
	2.05E-08
	---
	2.29E-06
	TTC22

	cg11456013
	ENSG00000110881
	2367
	5.608
	2.05E-08
	+++
	2.29E-06
	ASIC1

	cg11456013
	ENSG00000121413
	2367
	5.606
	2.07E-08
	+++
	2.29E-06
	ZSCAN18

	cg11456013
	ENSG00000211694
	2367
	-5.606
	2.07E-08
	---
	2.29E-06
	TRGV10

	cg11456013
	ENSG00000136068
	2367
	5.602
	2.12E-08
	+++
	2.33E-06
	FLNB

	cg11456013
	ENSG00000125726
	2367
	-5.594
	2.22E-08
	---
	2.42E-06
	CD70

	cg11456013
	ENSG00000260807
	2367
	5.586
	2.32E-08
	+++
	2.53E-06
	NA

	cg11456013
	ENSG00000179715
	2367
	5.578
	2.43E-08
	+++
	2.63E-06
	PCED1B

	cg11456013
	ENSG00000072195
	2367
	5.563
	2.65E-08
	+++
	2.84E-06
	SPEG

	cg11456013
	ENSG00000166770
	2367
	5.554
	2.79E-08
	+++
	2.98E-06
	ZNF667-AS1

	cg11456013
	ENSG00000170962
	2367
	-5.547
	2.90E-08
	---
	3.08E-06
	PDGFD

	cg11456013
	ENSG00000228794
	2367
	5.541
	3.01E-08
	+++
	3.18E-06
	LINC01128

	cg11456013
	ENSG00000101445
	2367
	-5.53
	3.20E-08
	---
	3.34E-06
	PPP1R16B

	cg11456013
	ENSG00000137266
	2367
	5.531
	3.19E-08
	+++
	3.34E-06
	SLC22A23

	cg11456013
	ENSG00000115652
	2367
	5.529
	3.22E-08
	+++
	3.34E-06
	UXS1

	cg11456013
	ENSG00000162804
	2367
	5.523
	3.33E-08
	+++
	3.43E-06
	SNED1

	cg11456013
	ENSG00000180739
	2367
	-5.519
	3.41E-08
	---
	3.51E-06
	S1PR5

	cg11456013
	ENSG00000117461
	2367
	-5.517
	3.45E-08
	---
	3.52E-06
	PIK3R3

	cg11456013
	ENSG00000056972
	2367
	5.51
	3.59E-08
	+++
	3.65E-06
	TRAF3IP2

	cg11456013
	ENSG00000189238
	2367
	-5.506
	3.67E-08
	---
	3.71E-06
	LINC00943

	cg11456013
	ENSG00000264198
	2367
	-5.497
	3.87E-08
	---
	3.89E-06
	NA

	cg11456013
	ENSG00000048028
	2367
	-5.49
	4.02E-08
	---
	3.99E-06
	USP28

	cg11456013
	ENSG00000181754
	2367
	5.491
	4.01E-08
	+++
	3.99E-06
	AMIGO1

	cg11456013
	ENSG00000140545
	2367
	5.486
	4.11E-08
	+++
	4.06E-06
	MFGE8

	cg11456013
	ENSG00000235576
	2367
	-5.485
	4.13E-08
	---
	4.06E-06
	NA

	cg11456013
	ENSG00000113088
	2367
	-5.47
	4.50E-08
	---
	4.40E-06
	GZMK

	cg11456013
	ENSG00000073350
	2367
	-5.457
	4.84E-08
	---
	4.71E-06
	LLGL2

	cg11456013
	ENSG00000164402
	2367
	-5.449
	5.06E-08
	---
	4.90E-06
	Sep-08

	cg11456013
	ENSG00000225632
	2367
	5.446
	5.14E-08
	+++
	4.95E-06
	NA

	cg11456013
	ENSG00000188389
	2367
	-5.444
	5.22E-08
	---
	4.98E-06
	PDCD1

	cg11456013
	ENSG00000169992
	2367
	5.444
	5.20E-08
	+++
	4.98E-06
	NLGN2

	cg11456013
	ENSG00000106624
	2367
	5.437
	5.41E-08
	+++
	5.13E-06
	AEBP1

	cg11456013
	ENSG00000182534
	2367
	-5.436
	5.46E-08
	---
	5.16E-06
	MXRA7

	cg11456013
	ENSG00000170074
	2367
	5.432
	5.57E-08
	+++
	5.23E-06
	FAM153A

	cg11456013
	ENSG00000131067
	2367
	5.428
	5.71E-08
	+++
	5.33E-06
	GGT7

	cg11456013
	ENSG00000159784
	2367
	-5.42
	5.97E-08
	---
	5.52E-06
	FAM131B

	cg11456013
	ENSG00000170779
	2367
	-5.42
	5.95E-08
	---
	5.52E-06
	CDCA4

	cg11456013
	ENSG00000137501
	2367
	-5.417
	6.05E-08
	---
	5.57E-06
	SYTL2

	cg11456013
	ENSG00000211689
	2367
	-5.407
	6.41E-08
	---
	5.88E-06
	TRGC1

	cg11456013
	ENSG00000167094
	2367
	-5.387
	7.17E-08
	---
	6.54E-06
	TTC16

	cg11456013
	ENSG00000162894
	2367
	5.369
	7.91E-08
	+++
	7.18E-06
	FAIM3

	cg11456013
	ENSG00000198648
	2367
	-5.361
	8.29E-08
	---
	7.48E-06
	STK39

	cg11456013
	ENSG00000130766
	2367
	-5.359
	8.35E-08
	---
	7.51E-06
	SESN2

	cg11456013
	ENSG00000184613
	2367
	5.355
	8.53E-08
	+++
	7.63E-06
	NELL2

	cg11456013
	ENSG00000057935
	2367
	5.333
	9.67E-08
	+++
	8.60E-06
	MTA3

	cg11456013
	ENSG00000125384
	2367
	-5.327
	1.00E-07
	---
	8.86E-06
	PTGER2

	cg11456013
	ENSG00000160013
	2367
	5.318
	1.05E-07
	+++
	9.26E-06
	PTGIR

	cg11456013
	ENSG00000112394
	2367
	5.316
	1.06E-07
	+++
	9.30E-06
	SLC16A10

	cg11456013
	ENSG00000136153
	2367
	5.312
	1.08E-07
	+++
	9.47E-06
	LMO7

	cg11456013
	ENSG00000196155
	2367
	5.309
	1.10E-07
	+++
	9.59E-06
	PLEKHG4

	cg11456013
	ENSG00000129277
	2367
	-5.306
	1.12E-07
	---
	9.67E-06
	CCL4

	cg11456013
	ENSG00000060140
	2367
	-5.306
	1.12E-07
	---
	9.67E-06
	STYK1

	cg11456013
	ENSG00000237943
	2367
	5.293
	1.20E-07
	+++
	1.03E-05
	PRKCQ-AS1

	cg11456013
	ENSG00000181585
	2367
	5.283
	1.27E-07
	+++
	1.09E-05
	TMIE

	cg11456013
	ENSG00000197859
	2367
	5.28
	1.29E-07
	+++
	1.10E-05
	ADAMTSL2

	cg11456013
	ENSG00000162909
	2367
	-5.278
	1.31E-07
	---
	1.11E-05
	CAPN2

	cg11456013
	ENSG00000157303
	2367
	5.254
	1.49E-07
	+++
	1.25E-05
	SUSD3

	cg11456013
	ENSG00000089692
	2367
	-5.253
	1.50E-07
	---
	1.25E-05
	LAG3

	cg11456013
	ENSG00000179855
	2367
	5.245
	1.56E-07
	+++
	1.31E-05
	GIPC3

	cg11456013
	ENSG00000117602
	2367
	5.244
	1.57E-07
	+++
	1.31E-05
	RCAN3

	cg11456013
	ENSG00000114861
	2367
	5.24
	1.61E-07
	+++
	1.33E-05
	FOXP1

	cg11456013
	ENSG00000099139
	2367
	5.239
	1.62E-07
	+++
	1.33E-05
	PCSK5

	cg11456013
	ENSG00000205336
	2367
	-5.227
	1.72E-07
	---
	1.41E-05
	GPR56

	cg11456013
	ENSG00000175873
	2367
	-5.221
	1.78E-07
	---
	1.45E-05
	NA

	cg11456013
	ENSG00000034053
	2367
	5.221
	1.78E-07
	+++
	1.45E-05
	APBA2

	cg11456013
	ENSG00000171219
	2367
	5.215
	1.83E-07
	+++
	1.48E-05
	CDC42BPG

	cg11456013
	ENSG00000154814
	2367
	5.211
	1.88E-07
	+++
	1.51E-05
	OXNAD1

	cg10142874
	ENSG00000183134
	2367
	-5.732
	9.94E-09
	---
	0.000185714
	PTGDR2

	cg10142874
	ENSG00000205927
	2367
	-5.235
	1.65E-07
	---
	0.001029874
	OLIG2

	cg10142874
	ENSG00000105205
	2367
	-5.291
	1.22E-07
	---
	0.001029874
	CLC

	cg08085199
	ENSG00000171596
	2367
	-9.761
	1.66E-22
	---
	3.10E-18
	NMUR1

	cg08085199
	ENSG00000205336
	2367
	-9.583
	9.47E-22
	---
	8.85E-18
	GPR56

	cg08085199
	ENSG00000026751
	2367
	-9.491
	2.29E-21
	---
	1.10E-17
	SLAMF7

	cg08085199
	ENSG00000180739
	2367
	-9.488
	2.36E-21
	---
	1.10E-17
	S1PR5

	cg08085199
	ENSG00000180644
	2367
	-9.453
	3.30E-21
	---
	1.17E-17
	PRF1

	cg08085199
	ENSG00000181036
	2367
	-9.439
	3.75E-21
	---
	1.17E-17
	FCRL6

	cg08085199
	ENSG00000073861
	2367
	-9.305
	1.34E-20
	---
	3.58E-17
	TBX21

	cg08085199
	ENSG00000189430
	2367
	-9.273
	1.82E-20
	---
	4.24E-17
	NCR1

	cg08085199
	ENSG00000168229
	2367
	-9.23
	2.71E-20
	---
	5.63E-17
	PTGDR

	cg08085199
	ENSG00000198885
	2367
	-9.198
	3.66E-20
	---
	6.84E-17
	ITPRIPL1

	cg08085199
	ENSG00000159674
	2367
	-9.179
	4.37E-20
	---
	7.42E-17
	SPON2

	cg08085199
	ENSG00000020633
	2367
	-9.143
	6.07E-20
	---
	9.45E-17
	RUNX3

	cg08085199
	ENSG00000100385
	2367
	-9.117
	7.74E-20
	---
	1.03E-16
	IL2RB

	cg08085199
	ENSG00000117560
	2367
	-9.125
	7.19E-20
	---
	1.03E-16
	FASLG

	cg08085199
	ENSG00000134539
	2367
	-9.097
	9.27E-20
	---
	1.15E-16
	KLRD1

	cg08085199
	ENSG00000153395
	2367
	-9.076
	1.13E-19
	---
	1.32E-16
	LPCAT1

	cg08085199
	ENSG00000135362
	2367
	-8.881
	6.65E-19
	---
	7.31E-16
	PRR5L

	cg08085199
	ENSG00000075234
	2367
	-8.863
	7.82E-19
	---
	8.12E-16
	TTC38

	cg08085199
	ENSG00000145990
	2367
	-8.833
	1.02E-18
	---
	9.98E-16
	GFOD1

	cg08085199
	ENSG00000156475
	2367
	-8.826
	1.08E-18
	---
	1.01E-15
	PPP2R2B

	cg08085199
	ENSG00000197057
	2367
	-8.807
	1.29E-18
	---
	1.15E-15
	DTHD1

	cg08085199
	ENSG00000147457
	2367
	8.795
	1.43E-18
	+++
	1.21E-15
	CHMP7

	cg08085199
	ENSG00000170962
	2367
	-8.769
	1.81E-18
	---
	1.47E-15
	PDGFD

	cg08085199
	ENSG00000116667
	2367
	-8.735
	2.44E-18
	---
	1.90E-15
	C1orf21

	cg08085199
	ENSG00000149294
	2367
	-8.693
	3.52E-18
	---
	2.63E-15
	NCAM1

	cg08085199
	ENSG00000126353
	2367
	8.617
	6.90E-18
	+++
	4.96E-15
	CCR7

	cg08085199
	ENSG00000005379
	2367
	-8.611
	7.22E-18
	---
	5.00E-15
	BZRAP1

	cg08085199
	ENSG00000100027
	2367
	-8.592
	8.57E-18
	---
	5.72E-15
	YPEL1

	cg08085199
	ENSG00000048028
	2367
	-8.587
	8.97E-18
	---
	5.78E-15
	USP28

	cg08085199
	ENSG00000159618
	2367
	-8.568
	1.06E-17
	---
	6.58E-15
	GPR114

	cg08085199
	ENSG00000119714
	2367
	-8.492
	2.04E-17
	---
	1.23E-14
	GPR68

	cg08085199
	ENSG00000198574
	2367
	-8.447
	2.98E-17
	---
	1.74E-14
	SH2D1B

	cg08085199
	ENSG00000133067
	2367
	-8.406
	4.23E-17
	---
	2.40E-14
	LGR6

	cg08085199
	ENSG00000163564
	2367
	-8.368
	5.85E-17
	---
	3.22E-14
	PYHIN1

	cg08085199
	ENSG00000189350
	2367
	-8.364
	6.05E-17
	---
	3.22E-14
	FAM179A

	cg08085199
	ENSG00000156453
	2367
	-8.361
	6.21E-17
	---
	3.22E-14
	PCDH1

	cg08085199
	ENSG00000186854
	2367
	8.333
	7.86E-17
	+++
	3.97E-14
	TRABD2A

	cg08085199
	ENSG00000021762
	2367
	-8.279
	1.25E-16
	---
	6.13E-14
	OSBPL5

	cg08085199
	ENSG00000150687
	2367
	-8.243
	1.68E-16
	---
	8.06E-14
	PRSS23

	cg08085199
	ENSG00000129277
	2367
	-8.191
	2.59E-16
	---
	1.21E-13
	CCL4

	cg08085199
	ENSG00000115652
	2367
	8.105
	5.29E-16
	+++
	2.41E-13
	UXS1

	cg08085199
	ENSG00000168421
	2367
	8.097
	5.65E-16
	+++
	2.52E-13
	RHOH

	cg08085199
	ENSG00000101665
	2367
	-8.09
	5.94E-16
	---
	2.58E-13
	SMAD7

	cg08085199
	ENSG00000157303
	2367
	8.067
	7.20E-16
	+++
	3.06E-13
	SUSD3

	cg08085199
	ENSG00000204219
	2367
	8.055
	7.97E-16
	+++
	3.24E-13
	TCEA3

	cg08085199
	ENSG00000163508
	2367
	-8.056
	7.85E-16
	---
	3.24E-13
	EOMES

	cg08085199
	ENSG00000148468
	2367
	8.05
	8.26E-16
	+++
	3.28E-13
	FAM171A1

	cg08085199
	ENSG00000073350
	2367
	-7.971
	1.58E-15
	---
	6.15E-13
	LLGL2

	cg08085199
	ENSG00000081059
	2367
	7.941
	2.00E-15
	+++
	7.63E-13
	TCF7

	cg08085199
	ENSG00000138795
	2367
	7.885
	3.15E-15
	+++
	1.18E-12
	LEF1

	cg08085199
	ENSG00000117281
	2367
	-7.877
	3.37E-15
	---
	1.23E-12
	CD160

	cg08085199
	ENSG00000137441
	2367
	-7.813
	5.57E-15
	---
	2.00E-12
	FGFBP2

	cg08085199
	ENSG00000144152
	2367
	7.78
	7.26E-15
	+++
	2.56E-12
	FBLN7

	cg08085199
	ENSG00000141736
	2367
	-7.72
	1.16E-14
	---
	4.02E-12
	ERBB2

	cg08085199
	ENSG00000099204
	2367
	7.684
	1.54E-14
	+++
	5.23E-12
	ABLIM1

	cg08085199
	ENSG00000104490
	2367
	-7.677
	1.64E-14
	---
	5.46E-12
	NCALD

	cg08085199
	ENSG00000170222
	2367
	7.608
	2.79E-14
	+++
	9.13E-12
	ADPRM

	cg08085199
	ENSG00000007264
	2367
	-7.595
	3.07E-14
	---
	9.72E-12
	MATK

	cg08085199
	ENSG00000169583
	2367
	-7.596
	3.06E-14
	---
	9.72E-12
	CLIC3

	cg08085199
	ENSG00000168329
	2367
	-7.585
	3.32E-14
	---
	1.03E-11
	CX3CR1

	cg08085199
	ENSG00000112796
	2367
	-7.564
	3.92E-14
	---
	1.20E-11
	ENPP5

	cg08085199
	ENSG00000100100
	2367
	7.561
	4.01E-14
	+++
	1.21E-11
	PIK3IP1

	cg08085199
	ENSG00000122223
	2367
	-7.538
	4.77E-14
	---
	1.41E-11
	CD244

	cg08085199
	ENSG00000065357
	2367
	7.529
	5.13E-14
	+++
	1.50E-11
	DGKA

	cg08085199
	ENSG00000204934
	2367
	7.504
	6.21E-14
	+++
	1.78E-11
	ATP6V0E2-AS1

	cg08085199
	ENSG00000109956
	2367
	-7.502
	6.27E-14
	---
	1.78E-11
	B3GAT1

	cg08085199
	ENSG00000158321
	2367
	-7.488
	7.02E-14
	---
	1.96E-11
	AUTS2

	cg08085199
	ENSG00000141622
	2367
	-7.405
	1.32E-13
	---
	3.61E-11
	RNF165

	cg08085199
	ENSG00000167633
	2367
	-7.401
	1.35E-13
	---
	3.65E-11
	KIR3DL1

	cg08085199
	ENSG00000158006
	2367
	-7.395
	1.41E-13
	---
	3.77E-11
	PAFAH2

	cg08085199
	ENSG00000100427
	2367
	-7.387
	1.50E-13
	---
	3.95E-11
	MLC1

	cg08085199
	ENSG00000136213
	2367
	-7.37
	1.71E-13
	---
	4.43E-11
	CHST12

	cg08085199
	ENSG00000181104
	2367
	-7.357
	1.88E-13
	---
	4.82E-11
	F2R

	cg08085199
	ENSG00000100453
	2367
	-7.351
	1.96E-13
	---
	4.95E-11
	GZMB

	cg08085199
	ENSG00000175040
	2367
	-7.33
	2.31E-13
	---
	5.76E-11
	CHST2

	cg08085199
	ENSG00000172005
	2367
	7.326
	2.37E-13
	+++
	5.83E-11
	MAL

	cg08085199
	ENSG00000225079
	2367
	-7.3
	2.87E-13
	---
	6.87E-11
	FTH1P22

	cg08085199
	ENSG00000149557
	2367
	-7.302
	2.84E-13
	---
	6.87E-11
	FEZ1

	cg08085199
	ENSG00000105374
	2367
	-7.287
	3.16E-13
	---
	7.47E-11
	NKG7

	cg08085199
	ENSG00000167723
	2367
	-7.268
	3.66E-13
	---
	8.55E-11
	TRPV3

	cg08085199
	ENSG00000214944
	2367
	-7.24
	4.49E-13
	---
	1.04E-10
	ARHGEF28

	cg08085199
	ENSG00000135426
	2367
	7.208
	5.68E-13
	+++
	1.28E-10
	TESPA1

	cg08085199
	ENSG00000196968
	2367
	-7.208
	5.69E-13
	---
	1.28E-10
	FUT11

	cg08085199
	ENSG00000151208
	2367
	-7.206
	5.76E-13
	---
	1.28E-10
	DLG5

	cg08085199
	ENSG00000136997
	2367
	7.197
	6.14E-13
	+++
	1.35E-10
	MYC

	cg08085199
	ENSG00000225720
	2367
	-7.147
	8.87E-13
	---
	1.93E-10
	NA

	cg08085199
	ENSG00000231062
	2367
	7.112
	1.15E-12
	+++
	2.46E-10
	NA

	cg08085199
	ENSG00000059915
	2367
	7.088
	1.36E-12
	+++
	2.86E-10
	PSD

	cg08085199
	ENSG00000069702
	2367
	-7.088
	1.36E-12
	---
	2.86E-10
	TGFBR3

	cg08085199
	ENSG00000143842
	2367
	-7.085
	1.39E-12
	---
	2.88E-10
	SOX13

	cg08085199
	ENSG00000243772
	2367
	-7.081
	1.43E-12
	---
	2.94E-10
	KIR2DL3

	cg08085199
	ENSG00000141458
	2367
	-7.074
	1.51E-12
	---
	3.06E-10
	NPC1

	cg08085199
	ENSG00000166313
	2367
	7.068
	1.57E-12
	+++
	3.11E-10
	APBB1

	cg08085199
	ENSG00000188042
	2367
	-7.068
	1.57E-12
	---
	3.11E-10
	ARL4C

	cg08085199
	ENSG00000164674
	2367
	-7.067
	1.58E-12
	---
	3.11E-10
	SYTL3

	cg08085199
	ENSG00000099889
	2367
	-7.061
	1.66E-12
	---
	3.23E-10
	ARVCF

	cg08085199
	ENSG00000189283
	2367
	7.053
	1.76E-12
	+++
	3.38E-10
	FHIT

	cg08085199
	ENSG00000130956
	2367
	6.994
	2.68E-12
	+++
	5.11E-10
	HABP4

	cg08085199
	ENSG00000116771
	2367
	6.988
	2.79E-12
	+++
	5.27E-10
	AGMAT

	cg08085199
	ENSG00000111716
	2367
	6.979
	2.97E-12
	+++
	5.56E-10
	LDHB

	cg08085199
	ENSG00000117643
	2367
	6.975
	3.07E-12
	+++
	5.68E-10
	MAN1C1

	cg08085199
	ENSG00000117318
	2367
	6.963
	3.33E-12
	+++
	6.10E-10
	ID3

	cg08085199
	ENSG00000065989
	2367
	-6.96
	3.40E-12
	---
	6.17E-10
	PDE4A

	cg08085199
	ENSG00000120915
	2367
	6.959
	3.43E-12
	+++
	6.17E-10
	EPHX2

	cg08085199
	ENSG00000171476
	2367
	-6.934
	4.09E-12
	---
	7.29E-10
	HOPX

	cg08085199
	ENSG00000132359
	2367
	-6.925
	4.35E-12
	---
	7.68E-10
	RAP1GAP2

	cg08085199
	ENSG00000173530
	2367
	6.924
	4.40E-12
	+++
	7.68E-10
	TNFRSF10D

	cg08085199
	ENSG00000150045
	2367
	-6.914
	4.71E-12
	---
	8.15E-10
	KLRF1

	cg08085199
	ENSG00000107331
	2367
	-6.897
	5.30E-12
	---
	9.09E-10
	ABCA2

	cg08085199
	ENSG00000197880
	2367
	6.875
	6.19E-12
	+++
	1.05E-09
	MDS2

	cg08085199
	ENSG00000068028
	2367
	-6.873
	6.29E-12
	---
	1.06E-09
	RASSF1

	cg08085199
	ENSG00000080493
	2367
	-6.869
	6.45E-12
	---
	1.08E-09
	SLC4A4

	cg08085199
	ENSG00000148019
	2367
	-6.867
	6.57E-12
	---
	1.09E-09
	CEP78

	cg08085199
	ENSG00000170522
	2367
	-6.864
	6.69E-12
	---
	1.10E-09
	ELOVL6

	cg08085199
	ENSG00000174600
	2367
	-6.86
	6.88E-12
	---
	1.12E-09
	CMKLR1

	cg08085199
	ENSG00000089012
	2367
	6.853
	7.21E-12
	+++
	1.16E-09
	SIRPG

	cg08085199
	ENSG00000246223
	2367
	6.832
	8.37E-12
	+++
	1.34E-09
	C14orf64

	cg08085199
	ENSG00000162676
	2367
	-6.806
	1.01E-11
	---
	1.59E-09
	GFI1

	cg08085199
	ENSG00000164483
	2367
	-6.803
	1.03E-11
	---
	1.61E-09
	SAMD3

	cg08085199
	ENSG00000239713
	2367
	-6.781
	1.19E-11
	---
	1.85E-09
	APOBEC3G

	cg08085199
	ENSG00000141576
	2367
	6.776
	1.24E-11
	+++
	1.91E-09
	RNF157

	cg08085199
	ENSG00000232434
	2367
	-6.76
	1.38E-11
	---
	2.12E-09
	C9orf172

	cg08085199
	ENSG00000021300
	2367
	6.74
	1.59E-11
	+++
	2.39E-09
	PLEKHB1

	cg08085199
	ENSG00000140511
	2367
	6.74
	1.59E-11
	+++
	2.39E-09
	HAPLN3

	cg08085199
	ENSG00000162892
	2367
	6.688
	2.26E-11
	+++
	3.38E-09
	IL24

	cg08085199
	ENSG00000154734
	2367
	-6.664
	2.67E-11
	---
	3.95E-09
	ADAMTS1

	cg08085199
	ENSG00000167106
	2367
	6.661
	2.72E-11
	+++
	4.00E-09
	FAM102A

	cg08085199
	ENSG00000146904
	2367
	6.635
	3.25E-11
	+++
	4.75E-09
	EPHA1

	cg08085199
	ENSG00000175873
	2367
	-6.633
	3.28E-11
	---
	4.76E-09
	NA

	cg08085199
	ENSG00000163590
	2367
	-6.607
	3.92E-11
	---
	5.63E-09
	PPM1L

	cg08085199
	ENSG00000235944
	2367
	6.606
	3.96E-11
	+++
	5.65E-09
	ZNF815P

	cg08085199
	ENSG00000197471
	2367
	-6.596
	4.22E-11
	---
	5.97E-09
	SPN

	cg08085199
	ENSG00000157985
	2367
	-6.57
	5.04E-11
	---
	7.08E-09
	AGAP1

	cg08085199
	ENSG00000114861
	2367
	6.549
	5.78E-11
	+++
	8.07E-09
	FOXP1

	cg08085199
	ENSG00000115523
	2367
	-6.542
	6.09E-11
	---
	8.43E-09
	GNLY

	cg08085199
	ENSG00000108370
	2367
	-6.52
	7.05E-11
	---
	9.68E-09
	RGS9

	cg08085199
	ENSG00000226979
	2367
	6.477
	9.35E-11
	+++
	1.28E-08
	LTA

	cg08085199
	ENSG00000156966
	2367
	-6.475
	9.49E-11
	---
	1.29E-08
	B3GNT7

	cg08085199
	ENSG00000203747
	2367
	-6.466
	1.01E-10
	---
	1.35E-08
	FCGR3A

	cg08085199
	ENSG00000135077
	2367
	-6.461
	1.04E-10
	---
	1.39E-08
	HAVCR2

	cg08085199
	ENSG00000186648
	2367
	-6.458
	1.06E-10
	---
	1.41E-08
	LRRC16B

	cg08085199
	ENSG00000158113
	2367
	-6.454
	1.09E-10
	---
	1.44E-08
	LRRC43

	cg08085199
	ENSG00000233850
	2367
	6.446
	1.15E-10
	+++
	1.50E-08
	NA

	cg08085199
	ENSG00000110944
	2367
	6.441
	1.19E-10
	+++
	1.53E-08
	IL23A

	cg08085199
	ENSG00000105370
	2367
	-6.441
	1.19E-10
	---
	1.53E-08
	LIM2

	cg08085199
	ENSG00000167123
	2367
	-6.436
	1.23E-10
	---
	1.56E-08
	CERCAM

	cg08085199
	ENSG00000174482
	2367
	-6.436
	1.23E-10
	---
	1.56E-08
	LINGO2

	cg08085199
	ENSG00000184428
	2367
	6.434
	1.25E-10
	+++
	1.57E-08
	TOP1MT

	cg08085199
	ENSG00000169252
	2367
	-6.408
	1.48E-10
	---
	1.85E-08
	ADRB2

	cg08085199
	ENSG00000121753
	2367
	-6.396
	1.60E-10
	---
	1.99E-08
	BAI2

	cg08085199
	ENSG00000174500
	2367
	6.384
	1.72E-10
	+++
	2.13E-08
	GCSAM

	cg08085199
	ENSG00000232021
	2367
	6.38
	1.77E-10
	+++
	2.18E-08
	LEF1-AS1

	cg08085199
	ENSG00000197093
	2367
	6.371
	1.88E-10
	+++
	2.30E-08
	GAL3ST4

	cg08085199
	ENSG00000198846
	2367
	-6.356
	2.07E-10
	---
	2.51E-08
	TOX

	cg08085199
	ENSG00000165272
	2367
	6.355
	2.09E-10
	+++
	2.52E-08
	AQP3

	cg08085199
	ENSG00000249978
	2367
	-6.353
	2.12E-10
	---
	2.52E-08
	TRGV7

	cg08085199
	ENSG00000213071
	2367
	-6.354
	2.10E-10
	---
	2.52E-08
	LPAL2

	cg08085199
	ENSG00000171843
	2367
	6.344
	2.23E-10
	+++
	2.64E-08
	MLLT3

	cg08085199
	ENSG00000224032
	2367
	6.343
	2.25E-10
	+++
	2.64E-08
	EPB41L4A-AS1

	cg08085199
	ENSG00000110906
	2367
	-6.342
	2.27E-10
	---
	2.65E-08
	KCTD10

	cg08085199
	ENSG00000204387
	2367
	6.334
	2.39E-10
	+++
	2.78E-08
	C6orf48

	cg08085199
	ENSG00000178038
	2367
	6.326
	2.51E-10
	+++
	2.90E-08
	ALS2CL

	cg08085199
	ENSG00000151929
	2367
	6.316
	2.68E-10
	+++
	3.08E-08
	BAG3

	cg08085199
	ENSG00000176845
	2367
	-6.307
	2.85E-10
	---
	3.25E-08
	METRNL

	cg08085199
	ENSG00000164574
	2367
	-6.304
	2.89E-10
	---
	3.28E-08
	GALNT10

	cg08085199
	ENSG00000138623
	2367
	-6.303
	2.91E-10
	---
	3.28E-08
	SEMA7A

	cg08085199
	ENSG00000184271
	2367
	6.281
	3.37E-10
	+++
	3.77E-08
	POU6F1

	cg08085199
	ENSG00000181754
	2367
	6.267
	3.69E-10
	+++
	4.10E-08
	AMIGO1

	cg08085199
	ENSG00000006555
	2367
	-6.262
	3.79E-10
	---
	4.19E-08
	TTC22

	cg08085199
	ENSG00000228140
	2367
	-6.261
	3.82E-10
	---
	4.20E-08
	NA

	cg08085199
	ENSG00000131067
	2367
	6.251
	4.08E-10
	+++
	4.46E-08
	GGT7

	cg08085199
	ENSG00000167912
	2367
	-6.234
	4.54E-10
	---
	4.93E-08
	NA

	cg08085199
	ENSG00000249859
	2367
	6.22
	4.97E-10
	+++
	5.36E-08
	PVT1

	cg08085199
	ENSG00000235194
	2367
	6.212
	5.23E-10
	+++
	5.62E-08
	PPP1R3E

	cg08085199
	ENSG00000240403
	2367
	-6.207
	5.39E-10
	---
	5.75E-08
	KIR3DL2

	cg08085199
	ENSG00000185920
	2367
	-6.206
	5.43E-10
	---
	5.77E-08
	PTCH1

	cg08085199
	ENSG00000258511
	2367
	6.194
	5.87E-10
	+++
	6.19E-08
	NA

	cg08085199
	ENSG00000138835
	2367
	-6.191
	5.99E-10
	---
	6.26E-08
	RGS3

	cg08085199
	ENSG00000057935
	2367
	6.191
	5.99E-10
	+++
	6.26E-08
	MTA3

	cg08085199
	ENSG00000179598
	2367
	6.171
	6.78E-10
	+++
	7.04E-08
	PLD6

	cg08085199
	ENSG00000137843
	2367
	-6.165
	7.05E-10
	---
	7.28E-08
	PAK6

	cg08085199
	ENSG00000173068
	2367
	-6.158
	7.36E-10
	---
	7.55E-08
	BNC2

	cg08085199
	ENSG00000263899
	2367
	-6.138
	8.34E-10
	---
	8.52E-08
	NA

	cg08085199
	ENSG00000158292
	2367
	-6.133
	8.62E-10
	---
	8.71E-08
	GPR153

	cg08085199
	ENSG00000171101
	2367
	-6.133
	8.62E-10
	---
	8.71E-08
	SIGLEC17P

	cg08085199
	ENSG00000172460
	2367
	-6.128
	8.92E-10
	---
	8.94E-08
	PRSS30P

	cg08085199
	ENSG00000166484
	2367
	-6.127
	8.95E-10
	---
	8.94E-08
	MAPK7

	cg08085199
	ENSG00000111863
	2367
	6.116
	9.60E-10
	+++
	9.50E-08
	ADTRP

	cg08085199
	ENSG00000183691
	2367
	6.116
	9.59E-10
	+++
	9.50E-08
	NOG

	cg08085199
	ENSG00000160271
	2367
	-6.114
	9.69E-10
	---
	9.53E-08
	RALGDS

	cg08085199
	ENSG00000179715
	2367
	6.097
	1.08E-09
	+++
	1.05E-07
	PCED1B

	cg08085199
	ENSG00000160318
	2367
	-6.097
	1.08E-09
	---
	1.05E-07
	CLDND2

	cg08085199
	ENSG00000188636
	2367
	-6.093
	1.11E-09
	---
	1.07E-07
	LDOC1L

	cg08085199
	ENSG00000162104
	2367
	-6.093
	1.11E-09
	---
	1.07E-07
	ADCY9

	cg08085199
	ENSG00000136720
	2367
	-6.091
	1.12E-09
	---
	1.07E-07
	HS6ST1

	cg08085199
	ENSG00000154814
	2367
	6.086
	1.16E-09
	+++
	1.10E-07
	OXNAD1

	cg08085199
	ENSG00000139193
	2367
	6.083
	1.18E-09
	+++
	1.11E-07
	CD27

	cg08085199
	ENSG00000166289
	2367
	-6.084
	1.17E-09
	---
	1.11E-07
	PLEKHF1

	cg08085199
	ENSG00000100450
	2367
	-6.077
	1.22E-09
	---
	1.15E-07
	GZMH

	cg08085199
	ENSG00000102760
	2367
	6.057
	1.39E-09
	+++
	1.30E-07
	RGCC

	cg08085199
	ENSG00000237943
	2367
	6.053
	1.42E-09
	+++
	1.32E-07
	PRKCQ-AS1

	cg08085199
	ENSG00000162398
	2367
	-6.048
	1.47E-09
	---
	1.36E-07
	C1orf177

	cg08085199
	ENSG00000130940
	2367
	-6.044
	1.50E-09
	---
	1.38E-07
	CASZ1

	cg08085199
	ENSG00000184613
	2367
	6.042
	1.52E-09
	+++
	1.40E-07
	NELL2

	cg08085199
	ENSG00000174292
	2367
	6.028
	1.66E-09
	+++
	1.50E-07
	TNK1

	cg08085199
	ENSG00000158050
	2367
	-6.029
	1.65E-09
	---
	1.50E-07
	DUSP2

	cg08085199
	ENSG00000116251
	2367
	6.025
	1.70E-09
	+++
	1.53E-07
	RPL22

	cg08085199
	ENSG00000176720
	2367
	-6.009
	1.87E-09
	---
	1.68E-07
	BOK

	cg08085199
	ENSG00000262874
	2367
	-5.979
	2.24E-09
	---
	2.01E-07
	C19orf84

	cg08085199
	ENSG00000211747
	2367
	5.975
	2.30E-09
	+++
	2.04E-07
	TRBV20-1

	cg08085199
	ENSG00000109906
	2367
	-5.974
	2.31E-09
	---
	2.05E-07
	ZBTB16

	cg08085199
	ENSG00000157978
	2367
	5.967
	2.41E-09
	+++
	2.13E-07
	LDLRAP1

	cg08085199
	ENSG00000140743
	2367
	5.96
	2.52E-09
	+++
	2.21E-07
	CDR2

	cg08085199
	ENSG00000101298
	2367
	5.951
	2.67E-09
	+++
	2.33E-07
	SNPH

	cg08085199
	ENSG00000085465
	2367
	5.946
	2.75E-09
	+++
	2.39E-07
	OVGP1

	cg08085199
	ENSG00000171224
	2367
	5.943
	2.80E-09
	+++
	2.42E-07
	C10orf35

	cg08085199
	ENSG00000132718
	2367
	-5.942
	2.82E-09
	---
	2.43E-07
	SYT11

	cg08085199
	ENSG00000134107
	2367
	-5.934
	2.97E-09
	---
	2.54E-07
	BHLHE40

	cg08085199
	ENSG00000072195
	2367
	5.912
	3.39E-09
	+++
	2.89E-07
	SPEG

	cg08085199
	ENSG00000075426
	2367
	-5.897
	3.70E-09
	---
	3.14E-07
	FOSL2

	cg08085199
	ENSG00000159753
	2367
	5.893
	3.79E-09
	+++
	3.21E-07
	RLTPR

	cg08085199
	ENSG00000131149
	2367
	-5.891
	3.85E-09
	---
	3.24E-07
	GSE1

	cg08085199
	ENSG00000181652
	2367
	5.883
	4.02E-09
	+++
	3.37E-07
	ATG9B

	cg08085199
	ENSG00000139187
	2367
	-5.877
	4.18E-09
	---
	3.49E-07
	KLRG1

	cg08085199
	ENSG00000113721
	2367
	-5.86
	4.63E-09
	---
	3.85E-07
	PDGFRB

	cg08085199
	ENSG00000125864
	2367
	-5.855
	4.77E-09
	---
	3.95E-07
	BFSP1

	cg08085199
	ENSG00000154760
	2367
	-5.844
	5.11E-09
	---
	4.21E-07
	SLFN13

	cg08085199
	ENSG00000234741
	2367
	5.838
	5.29E-09
	+++
	4.34E-07
	GAS5

	cg08085199
	ENSG00000108798
	2367
	-5.824
	5.74E-09
	---
	4.69E-07
	ABI3

	cg08085199
	ENSG00000185697
	2367
	-5.82
	5.90E-09
	---
	4.80E-07
	MYBL1

	cg08085199
	ENSG00000148175
	2367
	-5.816
	6.02E-09
	---
	4.87E-07
	STOM

	cg08085199
	ENSG00000260807
	2367
	5.803
	6.51E-09
	+++
	5.25E-07
	NA

	cg08085199
	ENSG00000005513
	2367
	5.797
	6.76E-09
	+++
	5.43E-07
	SOX8

	cg08085199
	ENSG00000198915
	2367
	-5.788
	7.11E-09
	---
	5.68E-07
	RASGEF1A

	cg08085199
	ENSG00000117602
	2367
	5.786
	7.20E-09
	+++
	5.73E-07
	RCAN3

	cg08085199
	ENSG00000114812
	2367
	5.783
	7.33E-09
	+++
	5.80E-07
	VIPR1

	cg08085199
	ENSG00000092096
	2367
	5.781
	7.44E-09
	+++
	5.87E-07
	SLC22A17

	cg08085199
	ENSG00000065717
	2367
	5.773
	7.77E-09
	+++
	6.11E-07
	TLE2

	cg08085199
	ENSG00000183473
	2367
	5.765
	8.16E-09
	+++
	6.38E-07
	SSTR3

	cg08085199
	ENSG00000127152
	2367
	5.76
	8.42E-09
	+++
	6.56E-07
	BCL11B

	cg08085199
	ENSG00000174348
	2367
	-5.731
	1.00E-08
	---
	7.76E-07
	PODN

	cg08085199
	ENSG00000101445
	2367
	-5.721
	1.06E-08
	---
	8.18E-07
	PPP1R16B

	cg08085199
	ENSG00000110324
	2367
	-5.713
	1.11E-08
	---
	8.52E-07
	IL10RA

	cg08085199
	ENSG00000260828
	2367
	-5.713
	1.11E-08
	---
	8.52E-07
	HMGB3P32

	cg08085199
	ENSG00000198520
	2367
	5.708
	1.14E-08
	+++
	8.71E-07
	C1orf228

	cg08085199
	ENSG00000137720
	2367
	5.702
	1.18E-08
	+++
	8.97E-07
	C11orf1

	cg08085199
	ENSG00000164292
	2367
	-5.7
	1.20E-08
	---
	9.07E-07
	RHOBTB3

	cg08085199
	ENSG00000225756
	2367
	5.695
	1.24E-08
	+++
	9.32E-07
	DBH-AS1

	cg08085199
	ENSG00000197457
	2367
	5.692
	1.26E-08
	+++
	9.42E-07
	STMN3

	cg08085199
	ENSG00000104970
	2367
	-5.688
	1.28E-08
	---
	9.58E-07
	KIR3DX1

	cg08085199
	ENSG00000185022
	2367
	-5.669
	1.44E-08
	---
	1.07E-06
	MAFF

	cg08085199
	ENSG00000105699
	2367
	5.66
	1.52E-08
	+++
	1.13E-06
	LSR

	cg08085199
	ENSG00000114126
	2367
	-5.656
	1.55E-08
	---
	1.14E-06
	TFDP2

	cg08085199
	ENSG00000027869
	2367
	-5.655
	1.56E-08
	---
	1.15E-06
	SH2D2A

	cg08085199
	ENSG00000182742
	2367
	-5.652
	1.58E-08
	---
	1.16E-06
	HOXB4

	cg08085199
	ENSG00000215788
	2367
	5.651
	1.59E-08
	+++
	1.16E-06
	TNFRSF25

	cg08085199
	ENSG00000064309
	2367
	5.648
	1.62E-08
	+++
	1.18E-06
	CDON

	cg08085199
	ENSG00000056972
	2367
	5.645
	1.65E-08
	+++
	1.20E-06
	TRAF3IP2

	cg08085199
	ENSG00000268510
	2367
	5.63
	1.80E-08
	+++
	1.30E-06
	IFNL3P1

	cg08085199
	ENSG00000100219
	2367
	-5.626
	1.84E-08
	---
	1.32E-06
	XBP1

	cg08085199
	ENSG00000196329
	2367
	5.615
	1.97E-08
	+++
	1.41E-06
	GIMAP5

	cg08085199
	ENSG00000122406
	2367
	5.609
	2.03E-08
	+++
	1.45E-06
	RPL5

	cg08085199
	ENSG00000266947
	2367
	5.608
	2.04E-08
	+++
	1.45E-06
	NA

	cg08085199
	ENSG00000005059
	2367
	5.597
	2.18E-08
	+++
	1.54E-06
	CCDC109B

	cg08085199
	ENSG00000144713
	2367
	5.596
	2.19E-08
	+++
	1.55E-06
	RPL32

	cg08085199
	ENSG00000115738
	2367
	-5.592
	2.24E-08
	---
	1.58E-06
	ID2

	cg08085199
	ENSG00000106868
	2367
	-5.589
	2.28E-08
	---
	1.60E-06
	SUSD1

	cg08085199
	ENSG00000242861
	2367
	5.587
	2.31E-08
	+++
	1.61E-06
	NA

	cg08085199
	ENSG00000175707
	2367
	5.578
	2.44E-08
	+++
	1.69E-06
	C1orf172

	cg08085199
	ENSG00000163600
	2367
	5.577
	2.45E-08
	+++
	1.70E-06
	ICOS

	cg08085199
	ENSG00000215012
	2367
	5.575
	2.48E-08
	+++
	1.71E-06
	C22orf29

	cg08085199
	ENSG00000090447
	2367
	5.57
	2.54E-08
	+++
	1.74E-06
	TFAP4

	cg08085199
	ENSG00000246214
	2367
	5.571
	2.54E-08
	+++
	1.74E-06
	NA

	cg08085199
	ENSG00000126217
	2367
	5.56
	2.69E-08
	+++
	1.84E-06
	MCF2L

	cg08085199
	ENSG00000118181
	2367
	5.551
	2.85E-08
	+++
	1.94E-06
	RPS25

	cg08085199
	ENSG00000153071
	2367
	-5.55
	2.86E-08
	---
	1.94E-06
	DAB2

	cg08085199
	ENSG00000255717
	2367
	5.548
	2.90E-08
	+++
	1.96E-06
	SNHG1

	cg08085199
	ENSG00000129116
	2367
	-5.54
	3.03E-08
	---
	2.03E-06
	PALLD

	cg08085199
	ENSG00000244313
	2367
	5.536
	3.10E-08
	+++
	2.07E-06
	NA

	cg08085199
	ENSG00000088899
	2367
	5.526
	3.29E-08
	+++
	2.19E-06
	NA

	cg08085199
	ENSG00000125498
	2367
	-5.519
	3.40E-08
	---
	2.26E-06
	KIR2DL1

	cg08085199
	ENSG00000235532
	2367
	5.515
	3.48E-08
	+++
	2.31E-06
	LINC00402

	cg08085199
	ENSG00000142235
	2367
	5.504
	3.72E-08
	+++
	2.46E-06
	LMTK3

	cg08085199
	ENSG00000026652
	2367
	-5.496
	3.89E-08
	---
	2.56E-06
	AGPAT4

	cg08085199
	ENSG00000129595
	2367
	-5.492
	3.98E-08
	---
	2.61E-06
	EPB41L4A

	cg08085199
	ENSG00000167083
	2367
	-5.485
	4.13E-08
	---
	2.70E-06
	GNGT2

	cg08085199
	ENSG00000198648
	2367
	-5.485
	4.14E-08
	---
	2.70E-06
	STK39

	cg08085199
	ENSG00000227507
	2367
	5.476
	4.35E-08
	+++
	2.82E-06
	LTB

	cg08085199
	ENSG00000174136
	2367
	5.474
	4.41E-08
	+++
	2.85E-06
	RGMB

	cg08085199
	ENSG00000145247
	2367
	5.469
	4.53E-08
	+++
	2.92E-06
	OCIAD2

	cg08085199
	ENSG00000154764
	2367
	5.468
	4.54E-08
	+++
	2.92E-06
	WNT7A

	cg08085199
	ENSG00000161570
	2367
	-5.467
	4.57E-08
	---
	2.92E-06
	CCL5

	cg08085199
	ENSG00000260910
	2367
	5.463
	4.69E-08
	+++
	2.99E-06
	LINC00565

	cg08085199
	ENSG00000126822
	2367
	-5.46
	4.75E-08
	---
	3.02E-06
	PLEKHG3

	cg08085199
	ENSG00000238241
	2367
	5.459
	4.80E-08
	+++
	3.04E-06
	CCR12P

	cg08085199
	ENSG00000154016
	2367
	5.456
	4.87E-08
	+++
	3.07E-06
	GRAP

	cg08085199
	ENSG00000162746
	2367
	-5.445
	5.18E-08
	---
	3.26E-06
	FCRLB

	cg08085199
	ENSG00000237702
	2367
	5.443
	5.23E-08
	+++
	3.28E-06
	TRBV3-1

	cg08085199
	ENSG00000085563
	2367
	-5.443
	5.24E-08
	---
	3.28E-06
	ABCB1

	cg08085199
	ENSG00000197381
	2367
	5.435
	5.47E-08
	+++
	3.41E-06
	ADARB1

	cg08085199
	ENSG00000104341
	2367
	5.43
	5.63E-08
	+++
	3.49E-06
	LAPTM4B

	cg08085199
	ENSG00000173218
	2367
	-5.419
	6.01E-08
	---
	3.72E-06
	VANGL1

	cg08085199
	ENSG00000169242
	2367
	5.417
	6.07E-08
	+++
	3.74E-06
	EFNA1

	cg08085199
	ENSG00000143486
	2367
	5.413
	6.19E-08
	+++
	3.81E-06
	EIF2D

	cg08085199
	ENSG00000128294
	2367
	-5.412
	6.22E-08
	---
	3.81E-06
	TPST2

	cg08085199
	ENSG00000114423
	2367
	-5.405
	6.48E-08
	---
	3.94E-06
	CBLB

	cg08085199
	ENSG00000156482
	2367
	5.406
	6.46E-08
	+++
	3.94E-06
	RPL30

	cg08085199
	ENSG00000181585
	2367
	5.403
	6.54E-08
	+++
	3.97E-06
	TMIE

	cg08085199
	ENSG00000189319
	2367
	-5.397
	6.77E-08
	---
	4.10E-06
	FAM53B

	cg08085199
	ENSG00000106069
	2367
	-5.395
	6.84E-08
	---
	4.12E-06
	CHN2

	cg08085199
	ENSG00000238105
	2367
	5.392
	6.96E-08
	+++
	4.18E-06
	GOLGA2P5

	cg08085199
	ENSG00000186468
	2367
	5.391
	7.02E-08
	+++
	4.20E-06
	RPS23

	cg08085199
	ENSG00000129968
	2367
	-5.384
	7.27E-08
	---
	4.32E-06
	ABHD17A

	cg08085199
	ENSG00000225632
	2367
	5.385
	7.25E-08
	+++
	4.32E-06
	NA

	cg08085199
	ENSG00000103018
	2367
	-5.383
	7.32E-08
	---
	4.34E-06
	CYB5B

	cg08085199
	ENSG00000112182
	2367
	5.382
	7.37E-08
	+++
	4.36E-06
	BACH2

	cg08085199
	ENSG00000163637
	1464
	-5.378
	7.54E-08
	--?
	4.44E-06
	PRICKLE2

	cg08085199
	ENSG00000167037
	2367
	-5.375
	7.64E-08
	---
	4.49E-06
	SGSM1

	cg08085199
	ENSG00000113319
	2367
	5.37
	7.87E-08
	+++
	4.61E-06
	RASGRF2

	cg08085199
	ENSG00000245910
	2367
	5.369
	7.91E-08
	+++
	4.62E-06
	SNHG6

	cg08085199
	ENSG00000269969
	2367
	5.366
	8.05E-08
	+++
	4.68E-06
	NA

	cg08085199
	ENSG00000110076
	2367
	-5.364
	8.14E-08
	---
	4.72E-06
	NRXN2

	cg08085199
	ENSG00000142686
	2367
	-5.351
	8.75E-08
	---
	5.06E-06
	C1orf216

	cg08085199
	ENSG00000211825
	2367
	-5.35
	8.77E-08
	---
	5.06E-06
	TRDJ1

	cg08085199
	ENSG00000122543
	2367
	5.342
	9.21E-08
	+++
	5.30E-06
	OCM

	cg08085199
	ENSG00000001461
	2367
	5.332
	9.73E-08
	+++
	5.58E-06
	NIPAL3

	cg08085199
	ENSG00000154358
	2367
	5.315
	1.07E-07
	+++
	6.09E-06
	OBSCN

	cg08085199
	ENSG00000244509
	2367
	-5.313
	1.08E-07
	---
	6.15E-06
	APOBEC3C

	cg08085199
	ENSG00000074590
	2367
	-5.289
	1.23E-07
	---
	6.96E-06
	NUAK1

	cg08085199
	ENSG00000198755
	2367
	5.289
	1.23E-07
	+++
	6.96E-06
	RPL10A

	cg08085199
	ENSG00000137501
	2367
	-5.289
	1.23E-07
	---
	6.96E-06
	SYTL2

	cg08085199
	ENSG00000174444
	2367
	5.284
	1.26E-07
	+++
	7.10E-06
	RPL4

	cg08085199
	ENSG00000090554
	2367
	5.281
	1.28E-07
	+++
	7.20E-06
	FLT3LG

	cg08085199
	ENSG00000172543
	2367
	-5.274
	1.33E-07
	---
	7.47E-06
	CTSW

	cg08085199
	ENSG00000184985
	2367
	-5.264
	1.41E-07
	---
	7.85E-06
	SORCS2

	cg08085199
	ENSG00000197467
	2367
	-5.251
	1.51E-07
	---
	8.42E-06
	COL13A1

	cg08085199
	ENSG00000101096
	2367
	-5.249
	1.53E-07
	---
	8.47E-06
	NFATC2

	cg08085199
	ENSG00000117461
	2367
	-5.248
	1.54E-07
	---
	8.49E-06
	PIK3R3

	cg08085199
	ENSG00000125731
	2367
	5.248
	1.54E-07
	+++
	8.49E-06
	SH2D3A

	cg08085199
	ENSG00000157657
	2367
	-5.246
	1.55E-07
	---
	8.54E-06
	ZNF618

	cg08085199
	ENSG00000124243
	2367
	5.245
	1.56E-07
	+++
	8.55E-06
	BCAS4

	cg08085199
	ENSG00000161267
	2367
	5.243
	1.58E-07
	+++
	8.64E-06
	BDH1

	cg08085199
	ENSG00000156787
	2367
	-5.241
	1.59E-07
	---
	8.69E-06
	TBC1D31

	cg08085199
	ENSG00000159733
	2367
	-5.239
	1.61E-07
	---
	8.74E-06
	ZFYVE28

	cg08085199
	ENSG00000116133
	2367
	-5.239
	1.61E-07
	---
	8.74E-06
	DHCR24

	cg08085199
	ENSG00000122085
	2367
	5.238
	1.62E-07
	+++
	8.76E-06
	MTERFD2

	cg08085199
	ENSG00000141756
	2367
	-5.23
	1.69E-07
	---
	9.11E-06
	FKBP10

	cg08085199
	ENSG00000149582
	2367
	5.23
	1.70E-07
	+++
	9.13E-06
	TMEM25

	cg08085199
	ENSG00000142676
	2367
	5.226
	1.73E-07
	+++
	9.28E-06
	RPL11

	cg08085199
	ENSG00000175029
	2367
	-5.222
	1.77E-07
	---
	9.46E-06
	CTBP2

	cg08085199
	ENSG00000141076
	2367
	5.209
	1.90E-07
	+++
	1.01E-05
	CIRH1A

	cg03131767
	ENSG00000087258
	2367
	-9.491
	2.29E-21
	---
	4.28E-17
	GNAO1

	cg03131767
	ENSG00000197093
	2367
	6.937
	3.99E-12
	+++
	2.49E-08
	GAL3ST4

	cg03131767
	ENSG00000125657
	2367
	-6.969
	3.19E-12
	---
	2.49E-08
	TNFSF9

	cg03131767
	ENSG00000117643
	2367
	6.878
	6.08E-12
	+++
	2.84E-08
	MAN1C1

	cg03131767
	ENSG00000189283
	2367
	6.744
	1.55E-11
	+++
	5.78E-08
	FHIT

	cg03131767
	ENSG00000231062
	2367
	6.536
	6.33E-11
	+++
	1.97E-07
	NA

	cg03131767
	ENSG00000213420
	2367
	6.325
	2.53E-10
	+++
	6.76E-07
	GPC2

	cg03131767
	ENSG00000204219
	2367
	6.303
	2.92E-10
	+++
	6.83E-07
	TCEA3

	cg03131767
	ENSG00000224137
	2367
	-6.002
	1.96E-09
	---
	3.97E-06
	NA

	cg03131767
	ENSG00000119772
	2367
	5.973
	2.34E-09
	+++
	3.97E-06
	DNMT3A

	cg03131767
	ENSG00000183691
	2367
	5.987
	2.14E-09
	+++
	3.97E-06
	NOG

	cg03131767
	ENSG00000154358
	2367
	5.956
	2.58E-09
	+++
	3.98E-06
	OBSCN

	cg03131767
	ENSG00000120915
	2367
	5.945
	2.77E-09
	+++
	3.98E-06
	EPHX2

	cg03131767
	ENSG00000130787
	2367
	5.724
	1.04E-08
	+++
	1.39E-05
	HIP1R

	cg03131767
	ENSG00000186854
	2367
	5.64
	1.70E-08
	+++
	2.11E-05
	TRABD2A

	cg03131767
	ENSG00000153898
	2367
	-5.626
	1.85E-08
	---
	2.16E-05
	MCOLN2

	cg03131767
	ENSG00000182983
	2367
	5.611
	2.01E-08
	+++
	2.21E-05
	ZNF662

	cg03131767
	ENSG00000141576
	2367
	5.492
	3.96E-08
	+++
	4.12E-05
	RNF157

	cg03131767
	ENSG00000146904
	2367
	5.456
	4.86E-08
	+++
	4.71E-05
	EPHA1

	cg03131767
	ENSG00000134308
	2367
	-5.442
	5.27E-08
	---
	4.71E-05
	YWHAQ

	cg03131767
	ENSG00000189233
	2367
	-5.433
	5.53E-08
	---
	4.71E-05
	NUGGC

	cg03131767
	ENSG00000165617
	2367
	5.433
	5.54E-08
	+++
	4.71E-05
	DACT1

	cg03131767
	ENSG00000124225
	2367
	5.343
	9.16E-08
	+++
	7.13E-05
	PMEPA1

	cg03131767
	ENSG00000154027
	2367
	5.345
	9.02E-08
	+++
	7.13E-05
	AK5

	cg03131767
	ENSG00000258511
	2367
	5.273
	1.35E-07
	+++
	0.000100558
	NA

	cg03131767
	ENSG00000008853
	2367
	-5.24
	1.61E-07
	---
	0.00011574
	RHOBTB2

	cg01445399
	ENSG00000143842
	2367
	-10.468
	1.22E-25
	---
	2.27E-21
	SOX13

	cg01445399
	ENSG00000197093
	2367
	10.269
	9.75E-25
	+++
	4.55E-21
	GAL3ST4

	cg01445399
	ENSG00000156475
	2367
	-10.292
	7.63E-25
	---
	4.55E-21
	PPP2R2B

	cg01445399
	ENSG00000132718
	2367
	-10.284
	8.34E-25
	---
	4.55E-21
	SYT11

	cg01445399
	ENSG00000152969
	2367
	-10.191
	2.17E-24
	---
	8.12E-21
	JAKMIP1

	cg01445399
	ENSG00000149328
	2367
	-10.126
	4.23E-24
	---
	1.32E-20
	GLB1L2

	cg01445399
	ENSG00000163508
	2367
	-9.993
	1.64E-23
	---
	4.38E-20
	EOMES

	cg01445399
	ENSG00000135631
	2367
	-9.918
	3.47E-23
	---
	8.11E-20
	RAB11FIP5

	cg01445399
	ENSG00000139187
	2367
	-9.875
	5.33E-23
	---
	1.03E-19
	KLRG1

	cg01445399
	ENSG00000119714
	2367
	-9.872
	5.49E-23
	---
	1.03E-19
	GPR68

	cg01445399
	ENSG00000160791
	2367
	-9.816
	9.64E-23
	---
	1.64E-19
	CCR5

	cg01445399
	ENSG00000188001
	2367
	-9.79
	1.25E-22
	---
	1.94E-19
	TPRG1

	cg01445399
	ENSG00000186854
	2367
	9.781
	1.35E-22
	+++
	1.95E-19
	TRABD2A

	cg01445399
	ENSG00000120915
	2367
	9.754
	1.78E-22
	+++
	2.37E-19
	EPHX2

	cg01445399
	ENSG00000189283
	2367
	9.732
	2.19E-22
	+++
	2.73E-19
	FHIT

	cg01445399
	ENSG00000225783
	2367
	-9.679
	3.69E-22
	---
	4.31E-19
	MIAT

	cg01445399
	ENSG00000100450
	2367
	-9.609
	7.30E-22
	---
	8.03E-19
	GZMH

	cg01445399
	ENSG00000162676
	2367
	-9.402
	5.33E-21
	---
	5.24E-18
	GFI1

	cg01445399
	ENSG00000087258
	2367
	-9.405
	5.19E-21
	---
	5.24E-18
	GNAO1

	cg01445399
	ENSG00000167094
	2367
	-9.378
	6.75E-21
	---
	6.31E-18
	TTC16

	cg01445399
	ENSG00000196586
	2367
	-9.335
	1.01E-20
	---
	8.99E-18
	MYO6

	cg01445399
	ENSG00000183691
	2367
	9.299
	1.41E-20
	+++
	1.20E-17
	NOG

	cg01445399
	ENSG00000198885
	2367
	-9.256
	2.12E-20
	---
	1.72E-17
	ITPRIPL1

	cg01445399
	ENSG00000256128
	2367
	-9.25
	2.25E-20
	---
	1.76E-17
	LINC00944

	cg01445399
	ENSG00000108370
	2367
	-9.225
	2.84E-20
	---
	2.13E-17
	RGS9

	cg01445399
	ENSG00000181036
	2367
	-9.21
	3.27E-20
	---
	2.35E-17
	FCRL6

	cg01445399
	ENSG00000164402
	2367
	-9.195
	3.76E-20
	---
	2.60E-17
	Sep-08

	cg01445399
	ENSG00000204219
	2367
	9.09
	9.88E-20
	+++
	6.59E-17
	TCEA3

	cg01445399
	ENSG00000078304
	2367
	-9.035
	1.64E-19
	---
	1.06E-16
	PPP2R5C

	cg01445399
	ENSG00000069702
	2367
	-9.002
	2.22E-19
	---
	1.38E-16
	TGFBR3

	cg01445399
	ENSG00000162739
	2367
	-8.991
	2.45E-19
	---
	1.43E-16
	SLAMF6

	cg01445399
	ENSG00000117643
	2367
	8.993
	2.41E-19
	+++
	1.43E-16
	MAN1C1

	cg01445399
	ENSG00000153898
	2367
	-8.968
	3.03E-19
	---
	1.71E-16
	MCOLN2

	cg01445399
	ENSG00000126353
	2367
	8.918
	4.74E-19
	+++
	2.61E-16
	CCR7

	cg01445399
	ENSG00000092096
	2367
	8.902
	5.47E-19
	+++
	2.92E-16
	SLC22A17

	cg01445399
	ENSG00000134308
	2367
	-8.798
	1.39E-18
	---
	7.23E-16
	YWHAQ

	cg01445399
	ENSG00000129270
	2367
	8.78
	1.63E-18
	+++
	8.17E-16
	MMP28

	cg01445399
	ENSG00000197880
	2367
	8.778
	1.66E-18
	+++
	8.17E-16
	MDS2

	cg01445399
	ENSG00000100298
	2367
	-8.765
	1.86E-18
	---
	8.93E-16
	APOBEC3H

	cg01445399
	ENSG00000161570
	2367
	-8.757
	2.00E-18
	---
	9.33E-16
	CCL5

	cg01445399
	ENSG00000163564
	2367
	-8.68
	3.96E-18
	---
	1.80E-15
	PYHIN1

	cg01445399
	ENSG00000141576
	2367
	8.671
	4.30E-18
	+++
	1.91E-15
	RNF157

	cg01445399
	ENSG00000246526
	2367
	-8.665
	4.52E-18
	---
	1.97E-15
	NA

	cg01445399
	ENSG00000026751
	2367
	-8.605
	7.61E-18
	---
	3.18E-15
	SLAMF7

	cg01445399
	ENSG00000183473
	2367
	8.605
	7.65E-18
	+++
	3.18E-15
	SSTR3

	cg01445399
	ENSG00000227191
	2367
	-8.583
	9.26E-18
	---
	3.76E-15
	TRGC2

	cg01445399
	ENSG00000169252
	2367
	-8.573
	1.01E-17
	---
	4.01E-15
	ADRB2

	cg01445399
	ENSG00000184545
	2367
	-8.562
	1.11E-17
	---
	4.33E-15
	DUSP8

	cg01445399
	ENSG00000154027
	2367
	8.557
	1.16E-17
	+++
	4.44E-15
	AK5

	cg01445399
	ENSG00000232021
	2367
	8.538
	1.36E-17
	+++
	5.10E-15
	LEF1-AS1

	cg01445399
	ENSG00000146904
	2367
	8.511
	1.72E-17
	+++
	6.29E-15
	EPHA1

	cg01445399
	ENSG00000072195
	2367
	8.504
	1.84E-17
	+++
	6.60E-15
	SPEG

	cg01445399
	ENSG00000147457
	2367
	8.471
	2.44E-17
	+++
	8.61E-15
	CHMP7

	cg01445399
	ENSG00000189233
	2367
	-8.434
	3.35E-17
	---
	1.16E-14
	NUGGC

	cg01445399
	ENSG00000153563
	2367
	-8.355
	6.54E-17
	---
	2.22E-14
	CD8A

	cg01445399
	ENSG00000164483
	2367
	-8.341
	7.38E-17
	---
	2.42E-14
	SAMD3

	cg01445399
	ENSG00000104490
	2367
	-8.342
	7.29E-17
	---
	2.42E-14
	NCALD

	cg01445399
	ENSG00000089692
	2367
	-8.279
	1.24E-16
	---
	3.99E-14
	LAG3

	cg01445399
	ENSG00000081059
	2367
	8.277
	1.26E-16
	+++
	4.00E-14
	TCF7

	cg01445399
	ENSG00000135362
	2367
	-8.26
	1.46E-16
	---
	4.55E-14
	PRR5L

	cg01445399
	ENSG00000197077
	2367
	-8.199
	2.42E-16
	---
	7.42E-14
	KIAA1671

	cg01445399
	ENSG00000142686
	2367
	-8.144
	3.81E-16
	---
	1.15E-13
	C1orf216

	cg01445399
	ENSG00000211694
	2367
	-8.106
	5.25E-16
	---
	1.56E-13
	TRGV10

	cg01445399
	ENSG00000239713
	2367
	-8.096
	5.66E-16
	---
	1.65E-13
	APOBEC3G

	cg01445399
	ENSG00000213420
	2367
	8.085
	6.22E-16
	+++
	1.79E-13
	GPC2

	cg01445399
	ENSG00000175505
	2367
	-8.075
	6.74E-16
	---
	1.91E-13
	CLCF1

	cg01445399
	ENSG00000138795
	2367
	8.065
	7.30E-16
	+++
	2.04E-13
	LEF1

	cg01445399
	ENSG00000099204
	2367
	8.035
	9.35E-16
	+++
	2.57E-13
	ABLIM1

	cg01445399
	ENSG00000264198
	2367
	-8.011
	1.14E-15
	---
	3.07E-13
	NA

	cg01445399
	ENSG00000181652
	2367
	7.949
	1.87E-15
	+++
	4.93E-13
	ATG9B

	cg01445399
	ENSG00000167664
	2367
	7.951
	1.85E-15
	+++
	4.93E-13
	TMIGD2

	cg01445399
	ENSG00000059915
	2367
	7.932
	2.15E-15
	+++
	5.58E-13
	PSD

	cg01445399
	ENSG00000114812
	2367
	7.93
	2.20E-15
	+++
	5.62E-13
	VIPR1

	cg01445399
	ENSG00000188011
	2367
	-7.913
	2.51E-15
	---
	6.33E-13
	CXXC11

	cg01445399
	ENSG00000178860
	2367
	-7.907
	2.63E-15
	---
	6.55E-13
	MSC

	cg01445399
	ENSG00000131686
	2367
	7.892
	2.97E-15
	+++
	7.31E-13
	CA6

	cg01445399
	ENSG00000159733
	2367
	-7.883
	3.21E-15
	---
	7.79E-13
	ZFYVE28

	cg01445399
	ENSG00000126217
	2367
	7.843
	4.39E-15
	+++
	1.05E-12
	MCF2L

	cg01445399
	ENSG00000171476
	2367
	-7.84
	4.50E-15
	---
	1.06E-12
	HOPX

	cg01445399
	ENSG00000238241
	2367
	7.826
	5.03E-15
	+++
	1.18E-12
	CCR12P

	cg01445399
	ENSG00000260807
	2367
	7.82
	5.27E-15
	+++
	1.22E-12
	NA

	cg01445399
	ENSG00000112378
	2367
	-7.791
	6.67E-15
	---
	1.52E-12
	PERP

	cg01445399
	ENSG00000157985
	2367
	-7.757
	8.68E-15
	---
	1.95E-12
	AGAP1

	cg01445399
	ENSG00000116667
	2367
	-7.754
	8.90E-15
	---
	1.98E-12
	C1orf21

	cg01445399
	ENSG00000181104
	2367
	-7.738
	1.01E-14
	---
	2.23E-12
	F2R

	cg01445399
	ENSG00000229474
	2367
	-7.733
	1.05E-14
	---
	2.26E-12
	PATL2

	cg01445399
	ENSG00000058668
	2367
	-7.733
	1.05E-14
	---
	2.26E-12
	ATP2B4

	cg01445399
	ENSG00000198915
	2367
	-7.72
	1.16E-14
	---
	2.47E-12
	RASGEF1A

	cg01445399
	ENSG00000101445
	2367
	-7.715
	1.21E-14
	---
	2.53E-12
	PPP1R16B

	cg01445399
	ENSG00000134539
	2367
	-7.692
	1.45E-14
	---
	3.02E-12
	KLRD1

	cg01445399
	ENSG00000160271
	2367
	-7.671
	1.71E-14
	---
	3.51E-12
	RALGDS

	cg01445399
	ENSG00000125864
	2367
	-7.656
	1.91E-14
	---
	3.85E-12
	BFSP1

	cg01445399
	ENSG00000109956
	2367
	-7.657
	1.90E-14
	---
	3.85E-12
	B3GAT1

	cg01445399
	ENSG00000088899
	2367
	7.642
	2.14E-14
	+++
	4.21E-12
	NA

	cg01445399
	ENSG00000172005
	2367
	7.642
	2.14E-14
	+++
	4.21E-12
	MAL

	cg01445399
	ENSG00000166341
	2367
	7.633
	2.30E-14
	+++
	4.48E-12
	DCHS1

	cg01445399
	ENSG00000125868
	2367
	-7.614
	2.65E-14
	---
	5.11E-12
	DSTN

	cg01445399
	ENSG00000196814
	2367
	-7.602
	2.92E-14
	---
	5.58E-12
	MVB12B

	cg01445399
	ENSG00000235162
	2367
	-7.586
	3.30E-14
	---
	6.16E-12
	C12orf75

	cg01445399
	ENSG00000196407
	2367
	-7.586
	3.29E-14
	---
	6.16E-12
	THEM5

	cg01445399
	ENSG00000119772
	2367
	7.567
	3.82E-14
	+++
	7.07E-12
	DNMT3A

	cg01445399
	ENSG00000148175
	2367
	-7.553
	4.27E-14
	---
	7.82E-12
	STOM

	cg01445399
	ENSG00000145220
	2367
	-7.544
	4.55E-14
	---
	8.25E-12
	LYAR

	cg01445399
	ENSG00000116771
	2367
	7.537
	4.79E-14
	+++
	8.58E-12
	AGMAT

	cg01445399
	ENSG00000168056
	2367
	7.537
	4.82E-14
	+++
	8.58E-12
	LTBP3

	cg01445399
	ENSG00000167106
	2367
	7.521
	5.44E-14
	+++
	9.60E-12
	FAM102A

	cg01445399
	ENSG00000060140
	2367
	-7.502
	6.27E-14
	---
	1.09E-11
	STYK1

	cg01445399
	ENSG00000065357
	2367
	7.478
	7.56E-14
	+++
	1.31E-11
	DGKA

	cg01445399
	ENSG00000182534
	2367
	-7.472
	7.89E-14
	---
	1.35E-11
	MXRA7

	cg01445399
	ENSG00000189238
	2367
	-7.468
	8.16E-14
	---
	1.39E-11
	LINC00943

	cg01445399
	ENSG00000073861
	2367
	-7.445
	9.69E-14
	---
	1.63E-11
	TBX21

	cg01445399
	ENSG00000176083
	2367
	-7.421
	1.16E-13
	---
	1.94E-11
	ZNF683

	cg01445399
	ENSG00000100100
	2367
	7.419
	1.18E-13
	+++
	1.95E-11
	PIK3IP1

	cg01445399
	ENSG00000000971
	2367
	-7.408
	1.29E-13
	---
	2.11E-11
	CFH

	cg01445399
	ENSG00000068028
	2367
	-7.391
	1.46E-13
	---
	2.38E-11
	RASSF1

	cg01445399
	ENSG00000138311
	2367
	-7.382
	1.56E-13
	---
	2.51E-11
	ZNF365

	cg01445399
	ENSG00000006638
	2367
	7.376
	1.63E-13
	+++
	2.60E-11
	TBXA2R

	cg01445399
	ENSG00000258511
	2367
	7.359
	1.86E-13
	+++
	2.95E-11
	NA

	cg01445399
	ENSG00000182985
	2367
	-7.344
	2.07E-13
	---
	3.24E-11
	CADM1

	cg01445399
	ENSG00000232022
	2367
	-7.296
	2.96E-13
	---
	4.61E-11
	NA

	cg01445399
	ENSG00000166483
	2367
	-7.28
	3.34E-13
	---
	5.15E-11
	WEE1

	cg01445399
	ENSG00000198353
	2367
	-7.268
	3.66E-13
	---
	5.61E-11
	HOXC4

	cg01445399
	ENSG00000235576
	2367
	-7.258
	3.92E-13
	---
	5.96E-11
	NA

	cg01445399
	ENSG00000164574
	2367
	-7.256
	3.99E-13
	---
	6.02E-11
	GALNT10

	cg01445399
	ENSG00000162543
	2367
	-7.249
	4.19E-13
	---
	6.26E-11
	UBXN10

	cg01445399
	ENSG00000174807
	2367
	7.242
	4.43E-13
	+++
	6.57E-11
	CD248

	cg01445399
	ENSG00000106624
	2367
	7.194
	6.30E-13
	+++
	9.27E-11
	AEBP1

	cg01445399
	ENSG00000231062
	2367
	7.184
	6.79E-13
	+++
	9.91E-11
	NA

	cg01445399
	ENSG00000204314
	2367
	7.175
	7.25E-13
	+++
	1.05E-10
	PRRT1

	cg01445399
	ENSG00000182983
	2367
	7.17
	7.50E-13
	+++
	1.08E-10
	ZNF662

	cg01445399
	ENSG00000074590
	2367
	-7.149
	8.77E-13
	---
	1.25E-10
	NUAK1

	cg01445399
	ENSG00000170962
	2367
	-7.147
	8.90E-13
	---
	1.26E-10
	PDGFD

	cg01445399
	ENSG00000167191
	2367
	7.134
	9.74E-13
	+++
	1.37E-10
	GPRC5B

	cg01445399
	ENSG00000166313
	2367
	7.132
	9.91E-13
	+++
	1.38E-10
	APBB1

	cg01445399
	ENSG00000139116
	2367
	-7.126
	1.04E-12
	---
	1.43E-10
	KIF21A

	cg01445399
	ENSG00000048028
	2367
	-7.118
	1.09E-12
	---
	1.50E-10
	USP28

	cg01445399
	ENSG00000110324
	2367
	-7.117
	1.10E-12
	---
	1.50E-10
	IL10RA

	cg01445399
	ENSG00000070882
	2367
	-7.111
	1.15E-12
	---
	1.56E-10
	OSBPL3

	cg01445399
	ENSG00000090975
	2367
	7.109
	1.17E-12
	+++
	1.57E-10
	PITPNM2

	cg01445399
	ENSG00000180739
	2367
	-7.09
	1.34E-12
	---
	1.79E-10
	S1PR5

	cg01445399
	ENSG00000139289
	2367
	-7.085
	1.39E-12
	---
	1.84E-10
	PHLDA1

	cg01445399
	ENSG00000149582
	2367
	7.08
	1.44E-12
	+++
	1.89E-10
	TMEM25

	cg01445399
	ENSG00000235823
	2367
	7.069
	1.56E-12
	+++
	2.03E-10
	LINC00263

	cg01445399
	ENSG00000073350
	2367
	-7.065
	1.60E-12
	---
	2.08E-10
	LLGL2

	cg01445399
	ENSG00000006555
	2367
	-7.061
	1.66E-12
	---
	2.13E-10
	TTC22

	cg01445399
	ENSG00000137501
	2367
	-7.055
	1.73E-12
	---
	2.21E-10
	SYTL2

	cg01445399
	ENSG00000003249
	2367
	7.049
	1.81E-12
	+++
	2.30E-10
	DBNDD1

	cg01445399
	ENSG00000130787
	2367
	7.039
	1.93E-12
	+++
	2.44E-10
	HIP1R

	cg01445399
	ENSG00000181585
	2367
	7.003
	2.51E-12
	+++
	3.14E-10
	TMIE

	cg01445399
	ENSG00000267128
	2367
	6.981
	2.93E-12
	+++
	3.63E-10
	RNF157-AS1

	cg01445399
	ENSG00000172653
	2367
	-6.981
	2.93E-12
	---
	3.63E-10
	C17orf66

	cg01445399
	ENSG00000154358
	2367
	6.972
	3.13E-12
	+++
	3.85E-10
	OBSCN

	cg01445399
	ENSG00000205336
	2367
	-6.969
	3.19E-12
	---
	3.89E-10
	GPR56

	cg01445399
	ENSG00000162398
	2367
	-6.955
	3.52E-12
	---
	4.27E-10
	C1orf177

	cg01445399
	ENSG00000135960
	2367
	6.937
	4.00E-12
	+++
	4.82E-10
	EDAR

	cg01445399
	ENSG00000181847
	2367
	-6.934
	4.10E-12
	---
	4.91E-10
	TIGIT

	cg01445399
	ENSG00000238062
	2367
	-6.915
	4.68E-12
	---
	5.57E-10
	SPATA3-AS1

	cg01445399
	ENSG00000178038
	2367
	6.9
	5.18E-12
	+++
	6.13E-10
	ALS2CL

	cg01445399
	ENSG00000230537
	2367
	-6.876
	6.16E-12
	---
	7.24E-10
	NA

	cg01445399
	ENSG00000050730
	2367
	-6.868
	6.53E-12
	---
	7.62E-10
	TNIP3

	cg01445399
	ENSG00000135253
	2367
	-6.867
	6.57E-12
	---
	7.63E-10
	KCP

	cg01445399
	ENSG00000157978
	2367
	6.837
	8.06E-12
	+++
	9.24E-10
	LDLRAP1

	cg01445399
	ENSG00000131459
	2367
	-6.838
	8.02E-12
	---
	9.24E-10
	GFPT2

	cg01445399
	ENSG00000198846
	2367
	-6.819
	9.16E-12
	---
	1.04E-09
	TOX

	cg01445399
	ENSG00000225079
	2367
	-6.815
	9.44E-12
	---
	1.07E-09
	FTH1P22

	cg01445399
	ENSG00000182319
	2367
	6.813
	9.57E-12
	+++
	1.08E-09
	NA

	cg01445399
	ENSG00000188389
	2367
	-6.803
	1.03E-11
	---
	1.15E-09
	PDCD1

	cg01445399
	ENSG00000080493
	2367
	-6.795
	1.08E-11
	---
	1.20E-09
	SLC4A4

	cg01445399
	ENSG00000246223
	2367
	6.794
	1.09E-11
	+++
	1.20E-09
	C14orf64

	cg01445399
	ENSG00000173530
	2367
	6.793
	1.10E-11
	+++
	1.21E-09
	TNFRSF10D

	cg01445399
	ENSG00000162591
	2367
	6.758
	1.40E-11
	+++
	1.52E-09
	MEGF6

	cg01445399
	ENSG00000166126
	2367
	6.74
	1.58E-11
	+++
	1.72E-09
	AMN

	cg01445399
	ENSG00000136997
	2367
	6.732
	1.68E-11
	+++
	1.81E-09
	MYC

	cg01445399
	ENSG00000198668
	2367
	-6.724
	1.77E-11
	---
	1.90E-09
	CALM1

	cg01445399
	ENSG00000158555
	2367
	-6.718
	1.84E-11
	---
	1.97E-09
	GDPD5

	cg01445399
	ENSG00000112394
	2367
	6.71
	1.94E-11
	+++
	2.06E-09
	SLC16A10

	cg01445399
	ENSG00000101096
	2367
	-6.708
	1.97E-11
	---
	2.08E-09
	NFATC2

	cg01445399
	ENSG00000165617
	2367
	6.686
	2.30E-11
	+++
	2.41E-09
	DACT1

	cg01445399
	ENSG00000174292
	2367
	6.683
	2.34E-11
	+++
	2.45E-09
	TNK1

	cg01445399
	ENSG00000238268
	2367
	-6.677
	2.45E-11
	---
	2.54E-09
	NA

	cg01445399
	ENSG00000173482
	2367
	-6.666
	2.63E-11
	---
	2.71E-09
	PTPRM

	cg01445399
	ENSG00000105374
	2367
	-6.664
	2.66E-11
	---
	2.74E-09
	NKG7

	cg01445399
	ENSG00000233850
	2367
	6.651
	2.90E-11
	+++
	2.96E-09
	NA

	cg01445399
	ENSG00000179855
	2367
	6.643
	3.07E-11
	+++
	3.12E-09
	GIPC3

	cg01445399
	ENSG00000020633
	2367
	-6.642
	3.09E-11
	---
	3.13E-09
	RUNX3

	cg01445399
	ENSG00000204934
	2367
	6.64
	3.14E-11
	+++
	3.16E-09
	ATP6V0E2-AS1

	cg01445399
	ENSG00000185697
	2367
	-6.637
	3.19E-11
	---
	3.19E-09
	MYBL1

	cg01445399
	ENSG00000111863
	2367
	6.632
	3.32E-11
	+++
	3.30E-09
	ADTRP

	cg01445399
	ENSG00000248746
	1464
	-6.623
	3.51E-11
	--?
	3.46E-09
	ACTN3

	cg01445399
	ENSG00000235194
	2367
	6.623
	3.52E-11
	+++
	3.46E-09
	PPP1R3E

	cg01445399
	ENSG00000257495
	2367
	6.601
	4.10E-11
	+++
	4.01E-09
	NA

	cg01445399
	ENSG00000124225
	2367
	6.6
	4.12E-11
	+++
	4.01E-09
	PMEPA1

	cg01445399
	ENSG00000140545
	2367
	6.592
	4.34E-11
	+++
	4.20E-09
	MFGE8

	cg01445399
	ENSG00000101665
	2367
	-6.584
	4.57E-11
	---
	4.40E-09
	SMAD7

	cg01445399
	ENSG00000160191
	2367
	6.582
	4.64E-11
	+++
	4.45E-09
	PDE9A

	cg01445399
	ENSG00000188042
	2367
	-6.579
	4.74E-11
	---
	4.52E-09
	ARL4C

	cg01445399
	ENSG00000196169
	2367
	-6.574
	4.89E-11
	---
	4.64E-09
	KIF19

	cg01445399
	ENSG00000136986
	2367
	-6.567
	5.12E-11
	---
	4.84E-09
	DERL1

	cg01445399
	ENSG00000148468
	2367
	6.562
	5.30E-11
	+++
	4.98E-09
	FAM171A1

	cg01445399
	ENSG00000211696
	2367
	-6.557
	5.48E-11
	---
	5.12E-09
	TRGV8

	cg01445399
	ENSG00000161835
	2367
	6.556
	5.53E-11
	+++
	5.14E-09
	GRASP

	cg01445399
	ENSG00000021300
	2367
	6.555
	5.57E-11
	+++
	5.15E-09
	PLEKHB1

	cg01445399
	ENSG00000189350
	2367
	-6.551
	5.71E-11
	---
	5.24E-09
	FAM179A

	cg01445399
	ENSG00000140511
	2367
	6.551
	5.72E-11
	+++
	5.24E-09
	HAPLN3

	cg01445399
	ENSG00000112182
	2367
	6.537
	6.27E-11
	+++
	5.72E-09
	BACH2

	cg01445399
	ENSG00000145649
	2367
	-6.522
	6.94E-11
	---
	6.30E-09
	GZMA

	cg01445399
	ENSG00000176049
	2367
	-6.485
	8.89E-11
	---
	8.03E-09
	JAKMIP2

	cg01445399
	ENSG00000150687
	2367
	-6.48
	9.18E-11
	---
	8.24E-09
	PRSS23

	cg01445399
	ENSG00000204055
	2367
	6.472
	9.70E-11
	+++
	8.67E-09
	NA

	cg01445399
	ENSG00000005513
	2367
	6.465
	1.01E-10
	+++
	9.00E-09
	SOX8

	cg01445399
	ENSG00000144152
	2367
	6.456
	1.07E-10
	+++
	9.50E-09
	FBLN7

	cg01445399
	ENSG00000185920
	2367
	-6.447
	1.14E-10
	---
	1.01E-08
	PTCH1

	cg01445399
	ENSG00000116237
	2367
	-6.437
	1.22E-10
	---
	1.07E-08
	ICMT

	cg01445399
	ENSG00000090447
	2367
	6.434
	1.24E-10
	+++
	1.08E-08
	TFAP4

	cg01445399
	ENSG00000137441
	2367
	-6.435
	1.24E-10
	---
	1.08E-08
	FGFBP2

	cg01445399
	ENSG00000159784
	2367
	-6.434
	1.24E-10
	---
	1.08E-08
	FAM131B

	cg01445399
	ENSG00000100346
	2367
	6.433
	1.25E-10
	+++
	1.08E-08
	CACNA1I

	cg01445399
	ENSG00000175707
	2367
	6.426
	1.31E-10
	+++
	1.12E-08
	C1orf172

	cg01445399
	ENSG00000163113
	2367
	-6.417
	1.39E-10
	---
	1.19E-08
	OTUD7B

	cg01445399
	ENSG00000105641
	2367
	6.413
	1.43E-10
	+++
	1.21E-08
	SLC5A5

	cg01445399
	ENSG00000197283
	2367
	6.412
	1.44E-10
	+++
	1.22E-08
	SYNGAP1

	cg01445399
	ENSG00000169991
	2367
	-6.41
	1.45E-10
	---
	1.22E-08
	IFFO2

	cg01445399
	ENSG00000140451
	2367
	-6.408
	1.47E-10
	---
	1.23E-08
	PIF1

	cg01445399
	ENSG00000172348
	1464
	-6.402
	1.53E-10
	--?
	1.28E-08
	RCAN2

	cg01445399
	ENSG00000225632
	2367
	6.4
	1.56E-10
	+++
	1.29E-08
	NA

	cg01445399
	ENSG00000116824
	2367
	-6.393
	1.62E-10
	---
	1.34E-08
	CD2

	cg01445399
	ENSG00000135426
	2367
	6.385
	1.72E-10
	+++
	1.41E-08
	TESPA1

	cg01445399
	ENSG00000065717
	2367
	6.383
	1.73E-10
	+++
	1.42E-08
	TLE2

	cg01445399
	ENSG00000089060
	2367
	6.378
	1.79E-10
	+++
	1.46E-08
	SLC8B1

	cg01445399
	ENSG00000162545
	2367
	-6.375
	1.83E-10
	---
	1.49E-08
	CAMK2N1

	cg01445399
	ENSG00000057657
	2367
	-6.37
	1.89E-10
	---
	1.53E-08
	PRDM1

	cg01445399
	ENSG00000105409
	2367
	-6.367
	1.92E-10
	---
	1.55E-08
	ATP1A3

	cg01445399
	ENSG00000179715
	2367
	6.346
	2.20E-10
	+++
	1.77E-08
	PCED1B

	cg01445399
	ENSG00000117461
	2367
	-6.312
	2.75E-10
	---
	2.19E-08
	PIK3R3

	cg01445399
	ENSG00000162373
	2367
	6.311
	2.78E-10
	+++
	2.21E-08
	BEND5

	cg01445399
	ENSG00000203485
	2367
	6.28
	3.38E-10
	+++
	2.68E-08
	INF2

	cg01445399
	ENSG00000211689
	2367
	-6.275
	3.50E-10
	---
	2.75E-08
	TRGC1

	cg01445399
	ENSG00000157303
	2367
	6.275
	3.51E-10
	+++
	2.75E-08
	SUSD3

	cg01445399
	ENSG00000140577
	2367
	6.263
	3.78E-10
	+++
	2.95E-08
	CRTC3

	cg01445399
	ENSG00000066294
	2367
	-6.261
	3.82E-10
	---
	2.97E-08
	CD84

	cg01445399
	ENSG00000184613
	2367
	6.256
	3.94E-10
	+++
	3.05E-08
	NELL2

	cg01445399
	ENSG00000026652
	2367
	-6.254
	4.00E-10
	---
	3.09E-08
	AGPAT4

	cg01445399
	ENSG00000196155
	2367
	6.227
	4.75E-10
	+++
	3.65E-08
	PLEKHG4

	cg01445399
	ENSG00000196968
	2367
	-6.22
	4.96E-10
	---
	3.80E-08
	FUT11

	cg01445399
	ENSG00000141458
	2367
	-6.218
	5.02E-10
	---
	3.83E-08
	NPC1

	cg01445399
	ENSG00000178573
	2367
	-6.208
	5.37E-10
	---
	4.08E-08
	MAF

	cg01445399
	ENSG00000114423
	2367
	-6.185
	6.19E-10
	---
	4.69E-08
	CBLB

	cg01445399
	ENSG00000148019
	2367
	-6.176
	6.59E-10
	---
	4.97E-08
	CEP78

	cg01445399
	ENSG00000196700
	2367
	6.151
	7.71E-10
	+++
	5.79E-08
	ZNF512B

	cg01445399
	ENSG00000125657
	2367
	-6.14
	8.23E-10
	---
	6.15E-08
	TNFSF9

	cg01445399
	ENSG00000091129
	2367
	6.128
	8.89E-10
	+++
	6.62E-08
	NRCAM

	cg01445399
	ENSG00000198520
	2367
	6.121
	9.31E-10
	+++
	6.91E-08
	C1orf228

	cg01445399
	ENSG00000169992
	2367
	6.119
	9.42E-10
	+++
	6.96E-08
	NLGN2

	cg01445399
	ENSG00000162104
	2367
	-6.112
	9.82E-10
	---
	7.23E-08
	ADCY9

	cg01445399
	ENSG00000134107
	2367
	-6.106
	1.02E-09
	---
	7.51E-08
	BHLHE40

	cg01445399
	ENSG00000245648
	2367
	-6.092
	1.12E-09
	---
	8.15E-08
	NA

	cg01445399
	ENSG00000167861
	2367
	6.089
	1.14E-09
	+++
	8.26E-08
	HID1

	cg01445399
	ENSG00000145107
	2367
	-6.085
	1.17E-09
	---
	8.45E-08
	TM4SF19

	cg01445399
	ENSG00000125384
	2367
	-6.072
	1.26E-09
	---
	9.12E-08
	PTGER2

	cg01445399
	ENSG00000256069
	2367
	-6.067
	1.30E-09
	---
	9.36E-08
	A2MP1

	cg01445399
	ENSG00000125726
	2367
	-6.066
	1.31E-09
	---
	9.37E-08
	CD70

	cg01445399
	ENSG00000234614
	2367
	-6.063
	1.34E-09
	---
	9.55E-08
	NA

	cg01445399
	ENSG00000050555
	2367
	6.055
	1.41E-09
	+++
	9.99E-08
	LAMC3

	cg01445399
	ENSG00000169242
	2367
	6.048
	1.47E-09
	+++
	1.04E-07
	EFNA1

	cg01445399
	ENSG00000244649
	1464
	-6.039
	1.55E-09
	--?
	1.09E-07
	NA

	cg01445399
	ENSG00000175873
	2367
	-6.026
	1.68E-09
	---
	1.18E-07
	NA

	cg01445399
	ENSG00000197142
	2367
	-6.024
	1.71E-09
	---
	1.19E-07
	ACSL5

	cg01445399
	ENSG00000125249
	2367
	-5.993
	2.06E-09
	---
	1.43E-07
	RAP2A

	cg01445399
	ENSG00000170779
	2367
	-5.994
	2.05E-09
	---
	1.43E-07
	CDCA4

	cg01445399
	ENSG00000158106
	2367
	5.99
	2.10E-09
	+++
	1.45E-07
	RHPN1

	cg01445399
	ENSG00000246214
	2367
	5.988
	2.12E-09
	+++
	1.46E-07
	NA

	cg01445399
	ENSG00000126838
	2367
	-5.984
	2.18E-09
	---
	1.49E-07
	PZP

	cg01445399
	ENSG00000117411
	2367
	-5.984
	2.18E-09
	---
	1.49E-07
	B4GALT2

	cg01445399
	ENSG00000101230
	2367
	5.977
	2.27E-09
	+++
	1.55E-07
	ISM1

	cg01445399
	ENSG00000256862
	2367
	5.972
	2.35E-09
	+++
	1.60E-07
	NA

	cg01445399
	ENSG00000111319
	2367
	5.968
	2.40E-09
	+++
	1.62E-07
	SCNN1A

	cg01445399
	ENSG00000233306
	2367
	-5.953
	2.64E-09
	---
	1.77E-07
	TRGV2

	cg01445399
	ENSG00000244509
	2367
	-5.953
	2.64E-09
	---
	1.77E-07
	APOBEC3C

	cg01445399
	ENSG00000136379
	2367
	-5.952
	2.65E-09
	---
	1.77E-07
	ABHD17C

	cg01445399
	ENSG00000134242
	2367
	-5.933
	2.97E-09
	---
	1.98E-07
	PTPN22

	cg01445399
	ENSG00000151929
	2367
	5.929
	3.05E-09
	+++
	2.03E-07
	BAG3

	cg01445399
	ENSG00000129277
	2367
	-5.921
	3.20E-09
	---
	2.12E-07
	CCL4

	cg01445399
	ENSG00000164611
	2367
	-5.919
	3.24E-09
	---
	2.14E-07
	PTTG1

	cg01445399
	ENSG00000167912
	2367
	-5.9
	3.63E-09
	---
	2.39E-07
	NA

	cg01445399
	ENSG00000115738
	2367
	-5.892
	3.82E-09
	---
	2.51E-07
	ID2

	cg01445399
	ENSG00000187118
	2367
	-5.887
	3.93E-09
	---
	2.56E-07
	CMC1

	cg01445399
	ENSG00000161381
	2367
	5.887
	3.93E-09
	+++
	2.56E-07
	PLXDC1

	cg01445399
	ENSG00000117602
	2367
	5.88
	4.11E-09
	+++
	2.67E-07
	RCAN3

	cg01445399
	ENSG00000151136
	2367
	5.878
	4.16E-09
	+++
	2.69E-07
	BTBD11

	cg01445399
	ENSG00000137266
	2367
	5.869
	4.38E-09
	+++
	2.82E-07
	SLC22A23

	cg01445399
	ENSG00000116574
	2367
	-5.851
	4.87E-09
	---
	3.13E-07
	RHOU

	cg01445399
	ENSG00000173040
	2367
	-5.845
	5.06E-09
	---
	3.24E-07
	EVC2

	cg01445399
	ENSG00000117318
	2367
	5.843
	5.13E-09
	+++
	3.27E-07
	ID3

	cg01445399
	ENSG00000185090
	2367
	-5.838
	5.29E-09
	---
	3.36E-07
	MANEAL

	cg01445399
	ENSG00000135919
	2367
	5.836
	5.36E-09
	+++
	3.40E-07
	SERPINE2

	cg01445399
	ENSG00000158321
	2367
	-5.833
	5.44E-09
	---
	3.43E-07
	AUTS2

	cg01445399
	ENSG00000214944
	2367
	-5.828
	5.62E-09
	---
	3.54E-07
	ARHGEF28

	cg01445399
	ENSG00000258875
	2367
	-5.825
	5.72E-09
	---
	3.59E-07
	NA

	cg01445399
	ENSG00000146674
	2367
	-5.821
	5.85E-09
	---
	3.66E-07
	IGFBP3

	cg01445399
	ENSG00000198648
	2367
	-5.82
	5.89E-09
	---
	3.67E-07
	STK39

	cg01445399
	ENSG00000130340
	2367
	5.805
	6.44E-09
	+++
	4.00E-07
	SNX9

	cg01445399
	ENSG00000188191
	2367
	5.8
	6.63E-09
	+++
	4.10E-07
	PRKAR1B

	cg01445399
	ENSG00000130653
	2367
	5.798
	6.71E-09
	+++
	4.14E-07
	PNPLA7

	cg01445399
	ENSG00000235531
	2367
	-5.794
	6.85E-09
	---
	4.21E-07
	NA

	cg01445399
	ENSG00000188636
	2367
	-5.788
	7.14E-09
	---
	4.38E-07
	LDOC1L

	cg01445399
	ENSG00000232208
	2367
	5.781
	7.42E-09
	+++
	4.53E-07
	NA

	cg01445399
	ENSG00000163820
	2367
	-5.769
	7.98E-09
	---
	4.86E-07
	FYCO1

	cg01445399
	ENSG00000234771
	2367
	5.762
	8.33E-09
	+++
	5.06E-07
	NA

	cg01445399
	ENSG00000153395
	2367
	-5.755
	8.65E-09
	---
	5.21E-07
	LPCAT1

	cg01445399
	ENSG00000256720
	2367
	-5.756
	8.63E-09
	---
	5.21E-07
	NA

	cg01445399
	ENSG00000129116
	2367
	-5.755
	8.67E-09
	---
	5.21E-07
	PALLD

	cg01445399
	ENSG00000129595
	2367
	-5.749
	8.97E-09
	---
	5.37E-07
	EPB41L4A

	cg01445399
	ENSG00000197859
	2367
	5.746
	9.16E-09
	+++
	5.47E-07
	ADAMTSL2

	cg01445399
	ENSG00000117560
	2367
	-5.743
	9.28E-09
	---
	5.52E-07
	FASLG

	cg01445399
	ENSG00000160007
	2367
	-5.736
	9.72E-09
	---
	5.77E-07
	ARHGAP35

	cg01445399
	ENSG00000121413
	2367
	5.729
	1.01E-08
	+++
	5.99E-07
	ZSCAN18

	cg01445399
	ENSG00000178732
	2367
	5.726
	1.03E-08
	+++
	6.06E-07
	GP5

	cg01445399
	ENSG00000165821
	2367
	5.72
	1.07E-08
	+++
	6.27E-07
	SALL2

	cg01445399
	ENSG00000124942
	2367
	-5.718
	1.08E-08
	---
	6.33E-07
	AHNAK

	cg01445399
	ENSG00000160223
	2367
	5.713
	1.11E-08
	+++
	6.50E-07
	ICOSLG

	cg01445399
	ENSG00000034053
	2367
	5.702
	1.19E-08
	+++
	6.91E-07
	APBA2

	cg01445399
	ENSG00000181467
	2367
	-5.696
	1.22E-08
	---
	7.09E-07
	RAP2B

	cg01445399
	ENSG00000172215
	2367
	-5.696
	1.23E-08
	---
	7.09E-07
	CXCR6

	cg01445399
	ENSG00000054654
	2367
	-5.685
	1.31E-08
	---
	7.53E-07
	SYNE2

	cg01445399
	ENSG00000052126
	2367
	-5.679
	1.36E-08
	---
	7.82E-07
	PLEKHA5

	cg01445399
	ENSG00000154025
	2367
	5.673
	1.40E-08
	+++
	8.03E-07
	SLC5A10

	cg01445399
	ENSG00000205356
	2367
	5.672
	1.41E-08
	+++
	8.08E-07
	TECPR1

	cg01445399
	ENSG00000131634
	2367
	5.666
	1.46E-08
	+++
	8.33E-07
	TMEM204

	cg01445399
	ENSG00000122223
	2367
	-5.665
	1.47E-08
	---
	8.33E-07
	CD244

	cg01445399
	ENSG00000186951
	2367
	-5.664
	1.48E-08
	---
	8.37E-07
	PPARA

	cg01445399
	ENSG00000117280
	2367
	-5.663
	1.49E-08
	---
	8.41E-07
	RAB7L1

	cg01445399
	ENSG00000251301
	2367
	-5.658
	1.53E-08
	---
	8.62E-07
	NA

	cg01445399
	ENSG00000102934
	2367
	5.655
	1.55E-08
	+++
	8.72E-07
	PLLP

	cg01445399
	ENSG00000162909
	2367
	-5.654
	1.57E-08
	---
	8.77E-07
	CAPN2

	cg01445399
	ENSG00000102760
	2367
	5.653
	1.58E-08
	+++
	8.81E-07
	RGCC

	cg01445399
	ENSG00000143167
	2367
	5.646
	1.65E-08
	+++
	9.15E-07
	GPA33

	cg01445399
	ENSG00000120057
	2367
	5.641
	1.70E-08
	+++
	9.41E-07
	SFRP5

	cg01445399
	ENSG00000077984
	2367
	-5.638
	1.72E-08
	---
	9.51E-07
	CST7

	cg01445399
	ENSG00000104341
	2367
	5.636
	1.74E-08
	+++
	9.59E-07
	LAPTM4B

	cg01445399
	ENSG00000164300
	2367
	5.632
	1.79E-08
	+++
	9.82E-07
	SERINC5

	cg01445399
	ENSG00000162383
	2367
	-5.629
	1.81E-08
	---
	9.94E-07
	SLC1A7

	cg01445399
	ENSG00000164512
	2367
	5.623
	1.88E-08
	+++
	1.03E-06
	ANKRD55

	cg01445399
	ENSG00000115652
	2367
	5.609
	2.04E-08
	+++
	1.11E-06
	UXS1

	cg01445399
	ENSG00000215788
	2367
	5.599
	2.15E-08
	+++
	1.17E-06
	TNFRSF25

	cg01445399
	ENSG00000131067
	2367
	5.595
	2.21E-08
	+++
	1.20E-06
	GGT7

	cg01445399
	ENSG00000226742
	2367
	5.59
	2.28E-08
	+++
	1.23E-06
	HSBP1L1

	cg01445399
	ENSG00000197635
	2367
	5.585
	2.34E-08
	+++
	1.26E-06
	DPP4

	cg01445399
	ENSG00000007402
	2367
	-5.575
	2.47E-08
	---
	1.33E-06
	CACNA2D2

	cg01445399
	ENSG00000136950
	2367
	-5.572
	2.52E-08
	---
	1.35E-06
	ARPC5L

	cg01445399
	ENSG00000023909
	2367
	-5.562
	2.66E-08
	---
	1.42E-06
	GCLM

	cg01445399
	ENSG00000156463
	1464
	-5.559
	2.71E-08
	--?
	1.44E-06
	SH3RF2

	cg01445399
	ENSG00000170522
	2367
	-5.547
	2.91E-08
	---
	1.55E-06
	ELOVL6

	cg01445399
	ENSG00000092820
	2367
	-5.54
	3.03E-08
	---
	1.60E-06
	EZR

	cg01445399
	ENSG00000186197
	2367
	-5.539
	3.04E-08
	---
	1.61E-06
	EDARADD

	cg01445399
	ENSG00000135314
	2367
	-5.536
	3.10E-08
	---
	1.63E-06
	KHDC1

	cg01445399
	ENSG00000136002
	2367
	5.534
	3.13E-08
	+++
	1.64E-06
	ARHGEF4

	cg01445399
	ENSG00000142173
	2367
	-5.529
	3.22E-08
	---
	1.69E-06
	COL6A2

	cg01445399
	ENSG00000056972
	2367
	5.519
	3.40E-08
	+++
	1.78E-06
	TRAF3IP2

	cg01445399
	ENSG00000226979
	2367
	5.513
	3.52E-08
	+++
	1.83E-06
	LTA

	cg01445399
	ENSG00000237943
	2367
	5.513
	3.54E-08
	+++
	1.84E-06
	PRKCQ-AS1

	cg01445399
	ENSG00000170485
	2367
	5.504
	3.72E-08
	+++
	1.93E-06
	NPAS2

	cg01445399
	ENSG00000111537
	1464
	-5.501
	3.78E-08
	--?
	1.95E-06
	IFNG

	cg01445399
	ENSG00000131943
	2367
	-5.499
	3.82E-08
	---
	1.97E-06
	C19orf12

	cg01445399
	ENSG00000225720
	2367
	-5.491
	3.99E-08
	---
	2.05E-06
	NA

	cg01445399
	ENSG00000113088
	2367
	-5.483
	4.18E-08
	---
	2.14E-06
	GZMK

	cg01445399
	ENSG00000090006
	2367
	-5.476
	4.34E-08
	---
	2.22E-06
	LTBP4

	cg01445399
	ENSG00000154814
	2367
	5.464
	4.66E-08
	+++
	2.37E-06
	OXNAD1

	cg01445399
	ENSG00000186815
	2367
	5.463
	4.69E-08
	+++
	2.37E-06
	TPCN1

	cg01445399
	ENSG00000124203
	2367
	-5.463
	4.68E-08
	---
	2.37E-06
	ZNF831

	cg01445399
	ENSG00000185664
	2367
	5.459
	4.78E-08
	+++
	2.42E-06
	PMEL

	cg01445399
	ENSG00000069667
	2367
	-5.45
	5.04E-08
	---
	2.54E-06
	RORA

	cg01445399
	ENSG00000166770
	2367
	5.449
	5.06E-08
	+++
	2.54E-06
	ZNF667-AS1

	cg01445399
	ENSG00000008283
	2367
	-5.434
	5.50E-08
	---
	2.75E-06
	CYB561

	cg01445399
	ENSG00000108773
	2367
	5.435
	5.49E-08
	+++
	2.75E-06
	KAT2A

	cg01445399
	ENSG00000138172
	2367
	-5.431
	5.61E-08
	---
	2.80E-06
	CALHM2

	cg01445399
	ENSG00000112655
	2367
	5.43
	5.63E-08
	+++
	2.80E-06
	PTK7

	cg01445399
	ENSG00000105088
	2367
	5.43
	5.64E-08
	+++
	2.80E-06
	OLFM2

	cg01445399
	ENSG00000170222
	2367
	5.423
	5.87E-08
	+++
	2.90E-06
	ADPRM

	cg01445399
	ENSG00000112796
	2367
	-5.417
	6.08E-08
	---
	2.99E-06
	ENPP5

	cg01445399
	ENSG00000005206
	2367
	5.416
	6.08E-08
	+++
	2.99E-06
	SPPL2B

	cg01445399
	ENSG00000163359
	2367
	5.413
	6.18E-08
	+++
	3.03E-06
	COL6A3

	cg01445399
	ENSG00000134716
	2367
	5.409
	6.32E-08
	+++
	3.09E-06
	CYP2J2

	cg01445399
	ENSG00000238121
	2367
	-5.409
	6.33E-08
	---
	3.09E-06
	LINC00426

	cg01445399
	ENSG00000100027
	2367
	-5.407
	6.40E-08
	---
	3.12E-06
	YPEL1

	cg01445399
	ENSG00000107815
	2367
	5.404
	6.50E-08
	+++
	3.16E-06
	C10orf2

	cg01445399
	ENSG00000101298
	2367
	5.403
	6.56E-08
	+++
	3.18E-06
	SNPH

	cg01445399
	ENSG00000174600
	2367
	-5.399
	6.71E-08
	---
	3.24E-06
	CMKLR1

	cg01445399
	ENSG00000077585
	2367
	-5.387
	7.18E-08
	---
	3.46E-06
	GPR137B

	cg01445399
	ENSG00000266714
	2367
	5.381
	7.39E-08
	+++
	3.55E-06
	MYO15B

	cg01445399
	ENSG00000148985
	2367
	5.369
	7.93E-08
	+++
	3.80E-06
	PGAP2

	cg01445399
	ENSG00000144136
	2367
	-5.367
	8.01E-08
	---
	3.83E-06
	SLC20A1

	cg01445399
	ENSG00000269969
	2367
	5.362
	8.24E-08
	+++
	3.93E-06
	NA

	cg01445399
	ENSG00000133067
	2367
	-5.357
	8.46E-08
	---
	4.02E-06
	LGR6

	cg01445399
	ENSG00000100003
	2367
	5.357
	8.47E-08
	+++
	4.02E-06
	SEC14L2

	cg01445399
	ENSG00000054392
	2367
	-5.348
	8.90E-08
	---
	4.21E-06
	HHAT

	cg01445399
	ENSG00000087053
	2367
	-5.343
	9.13E-08
	---
	4.31E-06
	MTMR2

	cg01445399
	ENSG00000228794
	2367
	5.337
	9.47E-08
	+++
	4.46E-06
	LINC01128

	cg01445399
	ENSG00000107331
	2367
	-5.336
	9.51E-08
	---
	4.47E-06
	ABCA2

	cg01445399
	ENSG00000120910
	2367
	-5.331
	9.75E-08
	---
	4.57E-06
	PPP3CC

	cg01445399
	ENSG00000100628
	2367
	-5.329
	9.85E-08
	---
	4.60E-06
	ASB2

	cg01445399
	ENSG00000172878
	2367
	5.327
	9.96E-08
	+++
	4.64E-06
	METAP1D

	cg01445399
	ENSG00000204580
	2367
	5.325
	1.01E-07
	+++
	4.68E-06
	DDR1

	cg01445399
	ENSG00000164342
	2367
	-5.325
	1.01E-07
	---
	4.68E-06
	TLR3

	cg01445399
	ENSG00000213071
	2367
	-5.316
	1.06E-07
	---
	4.91E-06
	LPAL2

	cg01445399
	ENSG00000112033
	2367
	5.313
	1.08E-07
	+++
	4.97E-06
	PPARD

	cg01445399
	ENSG00000102781
	2367
	-5.306
	1.12E-07
	---
	5.16E-06
	KATNAL1

	cg01445399
	ENSG00000213199
	2367
	5.302
	1.15E-07
	+++
	5.26E-06
	ASIC3

	cg01445399
	ENSG00000249978
	2367
	-5.299
	1.17E-07
	---
	5.34E-06
	TRGV7

	cg01445399
	ENSG00000159753
	2367
	5.291
	1.22E-07
	+++
	5.56E-06
	RLTPR

	cg01445399
	ENSG00000170004
	2367
	5.283
	1.27E-07
	+++
	5.79E-06
	CHD3

	cg01445399
	ENSG00000227372
	2367
	5.272
	1.35E-07
	+++
	6.15E-06
	TP73-AS1

	cg01445399
	ENSG00000187535
	2367
	5.271
	1.36E-07
	+++
	6.17E-06
	IFT140

	cg01445399
	ENSG00000116128
	2367
	5.268
	1.38E-07
	+++
	6.23E-06
	BCL9

	cg01445399
	ENSG00000197763
	2367
	5.265
	1.40E-07
	+++
	6.32E-06
	TXNRD3

	cg01445399
	ENSG00000064300
	2367
	-5.263
	1.42E-07
	---
	6.39E-06
	NGFR

	cg01445399
	ENSG00000154229
	2367
	5.261
	1.44E-07
	+++
	6.45E-06
	PRKCA

	cg01445399
	ENSG00000115523
	2367
	-5.25
	1.52E-07
	---
	6.81E-06
	GNLY

	cg01445399
	ENSG00000110944
	2367
	5.244
	1.57E-07
	+++
	7.02E-06
	IL23A

	cg01445399
	ENSG00000167775
	2367
	-5.223
	1.76E-07
	---
	7.87E-06
	CD320

	cg01445399
	ENSG00000090097
	2367
	-5.222
	1.77E-07
	---
	7.87E-06
	PCBP4

	cg01445399
	ENSG00000168754
	2367
	5.222
	1.77E-07
	+++
	7.87E-06
	FAM178B

	cg01445399
	ENSG00000143851
	2367
	-5.22
	1.79E-07
	---
	7.92E-06
	PTPN7

	cg01445399
	ENSG00000256576
	2367
	5.217
	1.82E-07
	+++
	8.04E-06
	NA

	cg01445399
	ENSG00000088179
	2367
	-5.215
	1.84E-07
	---
	8.10E-06
	PTPN4

	cg01445399
	ENSG00000154134
	2367
	5.209
	1.90E-07
	+++
	8.34E-06
	ROBO3








Table S25. Sensitivity analysis of the EWAS meta-analysis by including INMA-VAL (7-year-olds) and Karelia subjects (16-year-olds). 



	CpG Ste
	Age group
	Coef-INMA
	Pvalue- INMA
	Coef-Karelia
	Pvalue-Kerelia
	Effect- Meta analysis
	 Pvalue- Meta analysis

	cg19764973
	Pre-school
	NA
	NA
	-0.005
	0.316
	-0.0109
	5.20E-15

	cg16592897
	Pre-school
	0.009
	0.680
	0.003
	0.727
	-0.0061
	7.04E-09

	cg15344640
	Pre-school
	-0.124
	0.128
	0.011
	0.452
	-0.0093
	6.78E-10

	cg13628444
	Pre-school
	NA
	NA
	0.012
	0.386
	-0.0099
	7.31E-09

	cg11456013
	Pre-school
	-0.040
	0.373
	0.015
	0.015
	-0.0116
	3.65E-13

	cg08085199
	Pre-school
	0.013
	0.515
	0.017
	0.059
	-0.0103
	3.36E-11

	cg01770400
	Pre-school
	-0.049
	0.247
	0.004
	0.604
	-0.0084
	3.98E-13

	cg01445399
	Pre-school
	0.058
	0.567
	0.053
	0.019
	-0.0127
	5.14E-10

	cg10142874
	schoolage
	0.015
	0.791
	-0.001
	0.256
	-0.0039
	6.97E-05

	cg11456013
	schoolage
	-0.040
	0.373
	0.015
	0.015
	-0.0119
	6.06E-11

	cg14011077
	schoolage
	-0.029
	0.415
	0.002
	0.768
	-0.0131
	1.67E-10

	cg13835688
	schoolage
	0.049
	0.770
	0.009
	0.477
	-0.0187
	3.64E-10

	cg03131767
	schoolage
	-0.022
	0.420
	0.004
	0.417
	-0.0124
	7.41E-11

	cg01901579
	schoolage
	0.006
	0.831
	0.008
	0.162
	-0.0148
	2.08E-13

	cg06483820
	schoolage
	0.019
	0.606
	-0.007
	0.192
	-0.0129
	2.77E-12



NA: Missing value due to low call rate.


5. Supplementary Figures
Figure S1. The number of samples (cases/controls) used in discovery and replication phase at age 4 and age 8 years.
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Figure S2. Quantile-quantile (Q-Q) plot of the discovery EWAS results for asthma.
The negative logarithm of the observed (y axis) and the expected (x axis) P values are plotted for each CpG (dot). a) EWAS at age 4 years asthma study b) EWAS at age 8 years asthma study.
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Figure S3. Regional association plot of 8 replicated CpG sites at age 4 years MeDALL data shown. For each plot from top to bottom the tracks included are:  1) Log10(P values) from the discovery 4 years model with CpG sites indicated by dots. 2) Annotation tracks for the plotted genomic region taken from UCSC Genome Browser. 3) Pairwise correlation matrix across the displayed CpG sites.
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Figure S4. Regional association plot of 7 replicated CpG sites at age 8 years MeDALL data shown. For each plot from top to bottom the tracks included are:  1) Log10(P values) from the discovery 4 years model with CpG sites indicated by dots. 2) Annotation tracks for the plotted genomic region taken from UCSC Genome Browser. 3) Pairwise correlation matrix across the displayed CpG sites.
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Figure S5. Regional association plot of 7 replicated CpG sites at age 8 years BAMSE epi data shown. For each plot from top to bottom the tracks included are:  1) Log10(P values) from the discovery 4 years model with CpG sites indicated by dots. 2) Annotation tracks for the plotted genomic region taken from UCSC Genome Browser. 3) Pairwise correlation matrix across the displayed CpG sites.
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Figure S6. Forest plot showing regression coefficient and 95% confidence intervals (CI) of asthma and methylation of cg01901579 (DICER1,  CLMN) from discovery and replication analyses combined.  represents regression coefficient and the 95% CI for individual studies are represented by a horizontal line with a diamond for pooled effect. The overall heterogeneity statistics are shown by using I-squared, tau-squared statistics and χ2 test P value.
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Figure S7. Boxplots of methylation at 14 replicated CpG sites in whole blood from 817 subjects with and without asthma in MeDALL 4-year-study.
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Figure S8. Density distributions of 14 replication CpG sites in 817 4 years children from MeDALL discovery cohorts.
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Figure S9. Forest plot showing regression coefficient and 95% CI of asthma and methylation 8 replicated CpG sites which discovered at age 4.  represents regression coefficient and the 95% CI for individual studies are represented by a horizontal line with a diamond for pooled effect. The overall heterogeneity statistics are shown by using I-squared, tau-squared statistics and P value.
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Figure S10. Forest plot showing regression coefficient and 95% CI of asthma and methylation 7 replicated CpG sites which discovered at age 8.  represents regression coefficient and the 95% CI for individual studies are represented by a horizontal line with a diamond for pooled effect. The overall heterogeneity statistics are shown by using I-squared, tau-squared statistics and P value.
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Figure S11. Forest plot showing regression coefficient and 95% CI of asthma and methylation 3 non-replicated CpG sites which discovered at age 4.  represents regression coefficient and the 95% CI for individual studies are represented by a horizontal line with  a diamond for pooled effect. The overall heterogeneity statistics are shown by using I-squared, tau-squared statistics and P value.
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Figure S12.  Forest plot showing regression coefficient and 95% CI of asthma and methylation 11 non-replicated CpG sites which discovered at age 8.  represents regression coefficient and the 95% CI for individual studies are represented by a horizontal line with a diamond for pooled effect. The overall heterogeneity statistics are shown by using I-squared, tau-squared statistics and P value.
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Figure S13. Boxplots of methylation at 14 replicated CpG sites in isolated eosinophils from 16 asthmatics and 8 controls in the SLSJ study. 
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Figure S14. Heatmap showing correlation between RNA-Seq expression levels with cell counts. Correlation between RNA expression values and cell counts was determined by using Spearman rho statistics.  a) Cell-type specificity of the gene cluster positively associated with CpG methylation. Peripheral blood mononuclear cells (PBMCs) and neutrophilic granulocytes were sorted into known functionally relevant subsets based on the expression of cell-surface markers, followed by RNA-seq. The genes from the cluster positively associated with whole blood CpG methylation levels were analyzed for cell-type specific expression patterns, revealing a relatively high expression of these genes in naïve CD4 and CD8 T cells and a relatively low expression of these genes in CD4 and CD8 effector and memory populations, neutrophils, monocytes and NK cells, identifying this gene cluster as an expression signature of naïve T cells (CD4 and CD8). The positive correlation with the asthma CpG methylation levels in whole blood indicates a relative reduced presence of naïve CD4 or CD8 T cells in patients with asthma. b) Cell-type specificity of the gene cluster negatively associated with CpG methylation. Peripheral blood mononuclear cells (PBMCs) and neutrophilic granulocytes were sorted into known functionally relevant subsets based on the expression of cell-surface markers, followed by RNA-seq. The genes from the non-eosinophil-specific cluster negatively associated with whole blood CpG methylation levels were analyzed for cell-type specific expression patterns, revealing a relatively high expression of these genes in CD8 effector memory cells and NK cells, and a relatively low expression in naïve CD4 and CD8 T cells and B lymphocyte subsets, identifying this gene cluster as an expression signature of effector memory CD8 T cells and NK cells. The negative correlation with the asthma CpG methylation levels in whole blood indicates a relative increased presence of effector memory CD8 T cells and NK cells in patients with asthma.
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image34.emf
cg01445399
Association p—value (fixed effect) = 4.01e-10
Association p—value (random effect) = 4.2e—-08

Cohorts, age %weight § (95% ClI)
MeDALL, age 4 - 69.61% —0.01 [~0.02, —0.01]
BIB, age4 — 1.23% -0.00 [-0.04, 0.04]
Rhea, age4 | | 0.60% —0.05[-0.10, 0.00]
BAMSE—epi,age8 e 28.04% -0.02 [~0.02, ~0.01]
PIAMA, age 16 | - 0.53% —0.04[-0.10, 0.01]
Fixed effect ¢ 100.00% —0.01 [-0.02, —0.01]
Random effect 'Y ~0.01 [-0.02, -0.01]

Heterogeneity: I-squared= 6.52%, tau-squared=2.72e-06, pvalué=0.398

| | | | |
015 -01 005 0 005

Regression coefficient
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Cohorts, age

Association p-value (fixed effect) = 1.15e-13
Association p—value (random effect) = 4.52e-13

cg01770400

%weight § (95% ClI)

MeDALL, age 4 [ 50.34% -0.01[-0.01, -0.00]
BIB, age4 |—-—1 10.95% -0.01[-0.01, 0.00]
INMA ,age4 I 0.70% 0.00 [-0.03, 0.03]
Rhea, age4 |—-—| 5.21% -0.00[-0.01, 0.01]
BAMSE-epi,age8 ] 15.55% —0.01 [-0.02, —0.01]
ECA, age10 |—-—| 2.54% -0.01[-0.02, 0.01]
PIAMA, age 8 |—-——| 4.35% -0.01[-0.02, 0.00]
Robbic, age 8 B 0.84% -0.04 [-0.06, -0.01]
PIAMA, age 16 = 9.53% -0.01[-0.02, -0.00]
Fixed effect ’ 100.00% -0.01[-0.01, -0.01]
Random effect ¢ -0.01[-0.01, -0.01]

Heterogeneity: |-squared= 1.61%, tau-squared=2.57e-07, pvalué=0.3088

I
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T T
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Regression coefficient
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916592897
Association p-value (fixed effect) = 3.68e-09
Association p—value (random effect) = 2.21e-08

Cohorts, age %weight § (95% ClI)
MeDALL, age 4 HEH 45.49% -0.01 [-0.01, -0.00]
BIB, age4 |—-—| 15.24% -0.01 [-0.01, -0.00]
INMA ,age4 I | 1.60% -0.01[-0.03, 0.01]
Rhea, age4 |—-—| 8.53% -0.00[-0.01, 0.00]
BAMSE-epi,age8 I—-—{ 12.16% -0.01[-0.01, 0.00]
ECA, age10 I I 1.35% -0.01[-0.03, 0.01]
PIAMA, age 8 |—-—| 3.25% -0.00[-0.01, 0.01]
Robbic, age 8 I I 1.01% -0.02 [-0.04, -0.00]
PIAMA, age 16 |—-—1 11.36% -0.01[-0.01, 0.00]
Fixed effect ‘ 100.00% -0.01[-0.01, -0.00]
Random effect Q -0.01 [-0.01, -0.00]

Heterogeneity: I-squared= 3.18%, tau-squared=4e-07, pvalue=0.6764

T T T T T T
005 -003 -0.01 0.0f

Regression coefficient
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Cohorts, age

Association p-value (fixed effect) = 4.09e-10
Association p—value (random effect) = 4.09e-10

cg15344640

%weight § (95% ClI)

MeDALL, age 4 [ 71.02% -0.01[-0.01, -0.01]
BIB, age4 |—-——| 3.90% -0.01[-0.03, 0.00]
INMA ,age4 |—-—| 1.12% 0.00 [-0.03, 0.03]
Rhea, age4 |—-—| 2.42% -0.01[-0.03, 0.01]
BAMSE-epi,age8 - 16.77% —-0.01 [-0.02, -0.00]
ECA, age10 I I 0.66% 0.01[-0.03, 0.04]
PIAMA, age 8 |—-—| 0.90% 0.00[-0.03, 0.03]
Robbic, age 8 I I 0.70% -0.03[-0.07, 0.00]
PIAMA, age 16 |—-——| 2.51% -0.01[-0.03, 0.01]
Fixed effect 0 100.00% -0.01[-0.01, -0.01]
Random effect ¢ -0.01[-0.01, -0.01]

Heterogeneity: I-squared= 0%, tau-squared=0e+00, pvalue=0.$448

I
-0.08

I
004 0 004

Regression coefficient
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cg11456013
Association p-value (fixed effect) = 3.79e-16
Association p—value (random effect) = 6.57e-13

Cohorts, age %weight § (95% ClI)

MeDALL, age 4 HH 38.95% -0.01[-0.02, -0.01]
BIB, age4 - 21.05% -0.02[-0.02, -0.01]
INMA ,age4 |—-——| 3.87% -0.01[-0.03, 0.01]
Rhea, age4 |—-—| 8.26% -0.01[-0.02, 0.01]
BAMSE-epi,age8 = 12.39% -0.02 [-0.03, —0.01]
ECA, age10 |—-—| 2.85% -0.02[-0.04, 0.00]
PIAMA, age 8 |—-—| 2.99% -0.00[-0.02, 0.02]
Robbic, age 8 I I 1.31% -0.03 [-0.06, -0.01]
PIAMA, age 16 |—-—| 8.34% -0.01[-0.02, -0.00]
Fixed effect ‘ 100.00% -0.01[-0.02, -0.01]
Random effect ¢ -0.01[-0.02, -0.01]

Heterogeneity: I-squared= 11.68%, tau-squared=3.76e-06, pvalué=0.397

S A B e
008  -0.04 0 002

Regression coefficient
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cg13628444
Association p-value (fixed effect) = 3.85e-10
Association p—value (random effect) = 3.85e-10

Cohorts, age %weight § (95% ClI)
MeDALL, age 4 T 61.41% -0.01[-0.02, —0.01]
BIB, age4 M 10.39% —0.01[-0.02, 0.00]
INMA ,age4 : - 1.24% -0.02[-0.05, 0.01]
Rhea, age4 ] 4.40% —0.00 [-0.02, 0.01]
BAMSE-epi,age8 . 16.17% —0.02 [-0.03, =0.01]
PIAMA, age 16 — 6.38% —0.00 [-0.02, 0.01]
Fixed effect & 100.00% —0.01 [<0.01, —0.01]
Random effect ¢ ~0.01 [-0.01, -0.01]

Heterogeneity: I-squared= 0%, tau-squared=0e+00, pvalue=0.409

| | | | |
~0.06 -004 -002 0  0.02

Regression coefficient
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cg19764973
Association p-value (fixed effect) = 1.14e-14
Association p—value (random effect) = 1.14e-14

Cohorts, age %weight § (95% ClI)
MeDALL, age 4 ] 55.56% -0.01[-0.01, -0.01]
BIB, age4 e 9.93% -0.01[-0.02, -0.01]
Rhea, age4 I | 5.11% -0.01[-0.02, 0.00]
BAMSE-epi,age8 —e— 22.01% -0.01[-0.02, -0.01]
PIAMA, age 16 I | 7.40% -0.02[-0.03, -0.01]

Fixed effect

¢

100.00% -0.01[-0.01, -0.01]

Random effect -0.01 [-0.01, -0.01]

¢

Heterogeneity: I-squared= 0%, tau-squared=0e+00, pvalue=0.5086§

| | | | |
003 -002 -001 0 001

Regression coefficient
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Cohorts, age

cg08085199

Association p-value (fixed effect) = 5.79e-13
Association p—value (random effect) = 1.38e-10

%weight § (95% ClI)

MeDALL, age 4 HEH 43.80% -0.01[-0.02, -0.01]
BIB, age4 : 15.33% -0.01[-0.02, —0.00]
INMA ,age4 |—-—| 4.01% -0.00[-0.02, 0.01]
Rhea, age4 |—-—| 8.70% -0.01[-0.02, -0.00]
BAMSE-epi,age8 —e— 12.44% -0.02 [-0.02, —0.01]
PIAMA, age 8 I | 2.44% 0.00 [-0.02, 0.02]
Robbic, age 8 B 3.67% -0.02 [-0.04, -0.01]
PIAMA, age 16 I—-—{ 9.62% -0.01[-0.02, 0.00]
Fixed effect ‘ 100.00% -0.01[-0.01, -0.01]
Random effect <& -0.01 [-0.02, —0.01]

Heterogeneity: I-squared= 10.13%, tau—-squared=2.77e-06, p\f/alue=0.5403

I
-0.06

-0.04 -0.02 0 0.02 0.04

Regression coefficient
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cg10142874
Association p—value (fixed effect) = 1.2e-12
Association p—value (random effect) = 2.15e-10

Cohorts, age | %weight P (95% Cl)
450K, age 8 HEH 61.40% -0.02 [-0.02, —=0.01]
BIB, age 4 |—-—| 15.43% -0.01 [-0.03, —0.00]
INMA, age 4 [ | 1.94% -0.02 [-0.05, 0.02]
Rhea, age 4 |—-——| 6.86% -0.01[-0.03, 0.01]
PIAMA, age 8 [ | 2.26% -0.01[-0.04, 0.03]
Robbic, age 8 — 3.31% -0.05[-0.07, -0.02]
PIAMA, age 16 —— 8.79% -0.02 [-0.04, -0.01]

Fixed effect

¢

100.00% -0.02 [-0.02, —0.01]

Random effect & ~0.02[-0.02, -0.01]

Heterogeneity: I-squared= 6.97%, tau-squared=4.25e-06, pvalue=0.24

e L B ey
008  -0.04 0 0.02

Regression coefficient
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cg11456013
Association p—value (fixed effect) = 4e-14
Association p—value (random effect) = 1.8e-10

Cohorts, age | %weight P (95% Cl)
450K, age 8 - 35.51% -0.02 [-0.02, -0.01]
BIB, age 4 - 27.89% —0.02 [-0.02, -0.01]
INMA, age 4 |—-—| 5.12% -0.01[-0.03, 0.01]
Rhea, age 4 |—-—| 10.95% -0.01[-0.02, 0.01]
ECA, age 10 |—-—~| 3.77% -0.02 [-0.04, 0.00]
PIAMA, age 8 |—-—| 3.97% -0.00[-0.02, 0.02]
Robbic, age 8 [ | 1.73% -0.03 [-0.06, —0.01]
PIAMA, age 16 l—-—| 11.05% -0.01[-0.02, —0.00]

Fixed effect

¢

100.00% -0.01 [-0.02, —0.01]

Random effect & ~0.01 [-0.02, -0.01]

Heterogeneity: I-squared= 14.19%, tau-squared=5.49e-06, pvalue=0.35
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~0.08 ~0.04 0 002

Regression coefficient
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cg14011077
Association p-value (fixed effect) = 1.06e-11
Association p—value (random effect) = 1.64e—06

Cohorts, age | %weight P (95% Cl)
450K, age 8 I 60.08% -0.02 [-0.02, —-0.01]
BIB, age 4 |—-—| 19.44% -0.01 [-0.02, 0.00]
INMA, age 4 |—-—| 2.66% -0.02[-0.04, 0.01]
Rhea, age 4 |—-—| 6.48% -0.01[-0.03, 0.01]
ECA, age 10 [ | 0.69% 0.01 [-0.04, 0.06]
PIAMA, age 8 |—-—| 1.47% 0.01[-0.03, 0.04]
Robbic, age 8 [ | 0.67% -0.04[-0.09, 0.02]
PIAMA, age 16 —— 8.53% -0.03 [-0.05, -0.02]

Fixed effect 100.00% -0.01 [-0.02, —0.01]

L 2

Random effect . ~0.01 [-0.02, -0.01]

Heterogeneity: I-squared= 20.79%, tau-squared=1.47e-05, pvalue:b.15

| | | | |
01 -005 0 005 0.1

Regression coefficient
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Cohorts, age

Association p-value (fixed effect) = 9.01e-11
Association p—value (random effect) = 6.31e-10

cg13835688

%weight P (95% Cl)

450K, age 8
BIB, age 4

INMA, age 4
Rhea, age 4

PIAMA, age 16

66.06% -0.02[-0.03, —0.01]
14.66% -0.03 [-0.04, -0.01]

1.97% 0.01[-0.04, 0.05]
10.58% -0.01[-0.03, 0.01]

6.74% -0.02[-0.04, 0.01]

Fixed effect

Random effect

‘"

Heterogeneity: I-squared= 2.57%, tau-squared=2.01e-06, pvalué=0.53

I
-0.06

T
002 0 0.02

Regression coefficient

0.06

100.00% -0.02 [-0.03, —0.01]

-0.02 [-0.03, —0.01]
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cg03131767
Association p—value (fixed effect) = 4.48e-13
Association p—value (random effect) = 2.54e-12

Cohorts, age | %weight P (95% ClI)
450K, age 8 HEH 57.53% -0.02 [-0.02, -0.01]
BIB, age 4 = 16.04% -0.02 [-0.03, —-0.01]
INMA, age 4 —— 3.01% -0.03 [-0.06, —0.01]
Rhea, age 4 I—-—I 8.04% 0.00[-0.01, 0.01]
ECA, age 10 : | 1.27% -0.02 [-0.06, 0.01]
PIAMA, age 8 : | 0.79% 0.00 [-0.04, 0.05]
Robbic, age 8 — 2.00% -0.04[-0.07, -0.01]
PIAMA, age 16 I—-—I 11.32% -0.01[-0.02, 0.00]
Fixed effect X3 100.00% -0.01 [-0.02, -0.01]
Random effect <& -0.01 [-0.02, —0.01]

Heterogeneity: I-squared= 1.51%, tau-squared=7.25e-07, pvalue=0.§I7

I [ [ [ I [ [ I
-0.08 -0.04 0 0.02 0.06

Regression coefficient
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cg01901579
Association p-value (fixed effect) = 2.55e-17
Association p—value (random effect) = 3.24e-14

Cohorts, age | %weight P (95% ClI)
450K, age 8 HEH 43.10% -0.02[-0.02, -0.01]
BIB, age 4 I—I—| 20.10% -0.01 [-0.02, -0.00]
INMA, age 4 [ | 1.61% -0.02[-0.06, 0.01]
Rhea, age 4 —= 7.93% -0.02 [-0.03, -0.00]
ECA, age 10 — 3.38% -0.03 [-0.05, -0.01]
PIAMA, age 8 |—-—| 4.44% -0.00[-0.02, 0.02]
Robbic, age 8 [ | 1.74% -0.05 [-0.08, —0.02]
PIAMA, age 16 —a— 17.69% -0.03 [-0.04, —0.02]
Fixed effect X 3 100.00% -0.02 [-0.02, -0.01]
Random effect <& -0.02 [-0.02, —0.01]

Heterogeneity: I-squared= 10.09%, tau-squared=5.03e-06, pvalue=0.12

N B L I s
01 -006  -002 0 002

Regression coefficient
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cg06483820

Association p—value (fixed effect) = 2.3e-12
Association p—value (random effect) = 2.3e-12

Cohorts, age | %weight P (95% ClI)
450K, age 8 i 49.90% -0.02[-0.02, -0.01]
BIB, age 4 |—-—| 18.29% -0.01 [-0.02, —-0.00]
INMA, age 4 : | 2.91% -0.01[-0.03, 0.01]
Rhea, age 4 |—-—| 6.99% -0.01[-0.03, 0.00]
ECA, age 10 : 2.60% -0.02[-0.04, 0.01]
PIAMA, age 8 |—-—| 7.79% -0.01[-0.03, 0.00]
Robbic, age 8 | 2.17% -0.02 [-0.05, 0.00]
PIAMA, age 16 I—-—I 9.35% -0.01[-0.02, 0.00]
Fixed effect <> 100.00% -0.01 [-0.02, -0.01]
Random effect <o -0.01 [-0.02, —0.01]

Heterogeneity: I-squared= 0%, tau—-squared=0e+00, pvalue=0.95

I
-0.06

| | |
004 -002 0

Regression coefficient

0.02
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cg01083050
Association p—value (fixed effect) = 4.2e-02
Association p—value (random effect) = 9.68e-01

Cohorts, age

%weight § (95% ClI)

MeDALL, age 4 ] 43.32% -0.01[-0.02, —0.01]
BIB, age4 |—-—| 14.94% -0.00 [-0.01, 0.01]
INMA ,age4 |—-——| 3.14% -0.01[-0.04, 0.01]
Rhea, age4 |—-—| 9.61% 0.01[-0.00, 0.02]
BAMSE-epi,age8 p—-—| 17.15% 0.01 [-0.00, 0.02]
ECA, age10 | | 1.64% 0.01[-0.02, 0.04]
PIAMA, age 8 : | 1.71% -0.00 [-0.04, 0.03]
Robbic, age 8 | | 1.28% 0.01[-0.02, 0.05]
PIAMA, age 16 |——-—| 7.20% 0.01[-0.01, 0.02]
Fixed effect Q 100.00% —0.00 [-0.01, —0.00]

Random effect ‘

Heterogeneity: I-squared= 59.61%, tau—squared=6.69e—05§, pvalue=5e-04

T T T T
~0.04 0 002 0.06

Odds Ratio (95%Cl)

~0.00 [-0.01, 0.01]
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Cohorts, age

Association p-value (fixed effect) = 8.95e-08
Association p—value (random effect) = 8.95e-08

cg05712073

%weight § (95% ClI)

MeDALL, age 4

BIB, age4

INMA ,age4

Rhea, age4

BAMSE-epi,age8

PIAMA, age 16

65.84% -0.01[-0.01, -0.01]

3.35% -0.01[-0.03, 0.01]

1.82% -0.01[-0.03, 0.02]

1.70% -0.00[-0.02, 0.02]

25.60% -0.01[-0.01, —0.00]

1.70% 0.01[-0.01, 0.04]

Fixed effect

Random effect

Heterogeneity: I-squared= 0%, tau-squared=0e+00, pvalde=0.5743

I
-0.04

[ I [
-0.02 0 0.02
Odds Ratio (95%Cl)

I
0.04

100.00% -0.01[-0.01, -0.01]

-0.01 [-0.01, -0.01]
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cg07019303
Association p-value (fixed effect) = 8.71e-08
Association p—value (random effect) = 1.38e-03

Cohorts, age %weight § (95% ClI)

MeDALL, age 4 HEH 52.43% -0.01[-0.01, -0.01]
BIB, age4 ' 17.93% -0.00 [-0.01, 0.00]
INMA ,age4 | 1.97% -0.01[-0.03, 0.00]
Rhea, age4 |—-——| 6.06% -0.01[-0.02, 0.00]
BAMSE-epi,age8 |—-—| 12.22% -0.01 [-0.02, —0.00]
ECA, agel10 | | 1.32% 0.01 [-0.01, 0.03]
Robbic, age 8 I—-—I 2.37% 0.01[-0.01, 0.02]
PIAMA, age 16 |—-—| 5.70% -0.00 [-0.01, 0.01]
Fixed effect ¢ 100.00% -0.01[-0.01, -0.00]
Random effect ‘ -0.01 [-0.01, -0.00]

Heterogeneity: I-squared= 28.46%, tau—-squared=6.45e-06, gpvalue=0.0933

I
-0.04

[ I [
-0.02 0 0.02
Odds Ratio (95%Cl)

I
0.04
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cg21498475

Association p-value (fixed effect) = 2.48e-10
Association p—value (random effect) = 2.48e-10

Cohorts, age %weight P (95% ClI)
450K, age 8 —— 64.96% -0.02[-0.02, —0.01]
BIB, age 4 : | 16.39% -0.02[-0.03, -0.00]
Rhea, age 4 [ | 11.48% -0.01[-0.02, 0.00]
PIAMA, age 16 : | 7.17% -0.00[-0.02, 0.01]
Fixed effect P 100.00% -0.01[-0.02, —-0.01]
Random effect - -0.01 [-0.02, —0.01]

Heterogeneity: I-squared= 0%, tau—-squared=0e+00, pvalue=0.49

[ L E
~0.03 001 0 00

Regression coefficient

I
0.02










image53.emf
cg13628444
Association p-value (fixed effect) = 4.42e-08
Association p—value (random effect) = 4.42e—-08

Cohorts, age | %weight P (95% ClI)
450K, age 8 - 67.57% -0.01[-0.02, —0.01]
BIB, age 4 I—-—-—| 15.03% -0.01[-0.02, 0.00]
INMA, age 4 [ | 1.80% -0.02[-0.05, 0.01]
Rhea, age 4 [ | 6.37% -0.00[-0.02, 0.01]
PIAMA, age 16 I—-—| 9.23% -0.00[-0.02, 0.01]

Fixed effect 100.00% -0.01 [-0.02, —0.01]

Random effect

‘¢

-0.01 [-0.02, —0.01]

Heterogeneity: I-squared= 0%, tau—-squared=0e+00, pvalue=0.43

| | | | |
006 -0.04 -002 0 002

Regression coefficient
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Cohorts, age

cg03695871

Association p—value (fixed effect) = 1.69e—-08
Association p—value (random effect) = 5.93e-03

%weight P (95% Cl)

450K, age 8 —— 50.56% -0.03 [-0.04, -0.02]
BIB, age 4 19.10% -0.01[-0.02, 0.01]
INMA, age 4 [ 4.59% 0.00[-0.03, 0.03]
Rhea, age 4 [ | 8.28% -0.00[-0.02, 0.02]
PIAMA, age 8 [ | 3.77% 0.00 [-0.03, 0.03]
Robbic, age 8 [ | 4.54% —0.01[-0.04, 0.02]
PIAMA, age 16 o 9.17% -0.02 [-0.04, -0.00]
Fixed effect <o 100.00% -0.02 [-0.02, —-0.01]
Random effect - -0.01 [-0.02, —0.00]
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Association p-value (fixed effect) = 9.02e-08
Association p—value (random effect) = 3.09e-06
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Association p-value (fixed effect) = 7.6e-08
Association p—value (random effect) = 7.6e—08
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Association p-value (fixed effect) = 5.33e-08
Association p—value (random effect) = 2.68e—06
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Association p-value (fixed effect) = 1.85e-12
Association p—value (random effect) = 1.65e-03
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Association p-value (fixed effect) = 8.53e-09
Association p—value (random effect) = 8.53e-09
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Association p-value (fixed effect) = 1.78e-15
Association p—value (random effect) = 6.03e-06
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Cohorts, age

Association p-value (fixed effect) = 8.55e-11
Association p—value (random effect) = 8.55e-11

906756385

%weight P (95% Cl)

450K, age 8
BIB, age 4
Rhea, age 4

PIAMA, age 16

76.88% -0.02 [-0.03, —0.01]
12.80% -0.01[-0.03, 0.00]
4.68% -0.02[-0.05, 0.00]

5.63% -0.02 [-0.04, 0.00]

Fixed effect

Random effect

'

Heterogeneity: I-squared= 0%, tau—-squared=0e+00, pvalue=0.86

I
-0.05

I I
003  -0.01 0 001

Regression coefficient

100.00% -0.02 [-0.02, —0.01]

-0.02 [-0.02, —0.01]










image62.emf
Association p-value (fixed effect) = 9.97e-10
Association p—value (random effect) = 9.97e-10
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