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Supplemental Table 1. Differentially hypermethylated genes (N=51), included in the canonical pathways categorized by P value.

Chromosome Location &
Gene Symbol Gene Denomination Number of CPG Islands Function P value
CPTIA Carnitine palmitoyltransferase 1A chr11:68611747-68611794 Lipid metabolism 0.001
IGFBP4 Insulin-like growth factor binding protein 4 chr17:38599275-38599319 Control of adipogenesis 0.001
RAB4B RAB4B, member RAS oncogene family chr1:229406852-229406896 Glucose metabolism 0.001
NKX6.1 NK6 homeobox 1 chr4:85419500-85419544 B-cell development and function 0.001
SMAD7 SMAD family member 7 chr18:46475332-46475384 Regulation of -cell proliferation 0.001
GPRI20 Free fatty acid receptor 4 chr10:95326166-95326217 Lipid metabolism 0.001
OTOPI Otopetrin 1 chr4:4229767-4229811 Inflammation 0.001
SIK?2 Salt-inducible kinase 2 chr11:111472618-111472677 Glucose homeostasis 0.001
NPBWRI1 Neuropeptides B/W receptor 1 chr8:53852004-53852048 Energy homeostasis, neuroendocrine function 0.002
ITPRIP Inositol 1,4,5-triphosphate receptor interacting protein chr10:106098208-106098267 Regulation of intracellular Ca** signaling 0.004
HISTIH2AJ Histone Cluster 1 H2A Family Member J chr6:27782513-27782572 Nucleosome structure 0.005
CHRM4 Cholinergic receptor, muscarinic 4 chr11:46411957-46412003 Adenylyl ciclase inhibition 0.005
ATP2CI ATPase Secretory Pathway Ca** Transporting 1 chr3:130612229-130612285 Calcium transport 0.005
GATAD2B GATA zinc finger domain containing 2B chr1:153895822-153895872 Synapse development 0.006
TTC30B Tetratricopeptide repeat domain 30B chr2:178417558-178417606 Organelle biogenesis 0.007
ADAMTS]I ADAM metallopeptidase with thrombospondin type 1 motif chr21:28218755-28218800 Regulation of myogenesis and adipogenesis 0.01
CEP57 Centrosomal protein 57kDa chr11:95523269-95523327 Microtubular stabilization 0.01
FOXBI Forkhead box B1 chr15:60287391-60287435 Transcription factor activity 0.01
Coéorfl14 Chromosome 6 open reading frame 114 chr6:13487618-13487663 Oxireductase activity 0.01
H2AFY H2A histone family member Y chr5:134735262-134735306 Nucleosome structure 0.01
NR2F2 Nuclear receptor subfamily 2, group F, member 2 chr15:96865146-96865204 Regulation of B-cell mass 0.01
TNFAIPSLI Tumor necrosis factor, alpha-induced protein 8-like 1 chr19:4636143-4636187 Immune response 0.01
RUNX2 Runt-related transcription factor 2 chr6:45388389-45388448 Skeletal morphogenesis 0.01
CDK19 Cyclin-dependent kinase 19 chr6:111136922-111136973 Cell cycle 0.02
NDRG4 NDRG family member 4 chr16:58497182-58497229 Cell cycle 0.02
FZD2 Frizzled Class Receptor 2 chr17:42634072-42634130 Receptor for Wnt proteins 0.02
Cl4orfl19 Chromosome 14 open reading frame 119 chr14:23564615-23564667 Unknown 0.02
DUSP4 Dual specificity phosphatase 4 chr8:29210413-29210472 Regulation of mitogenic signal transduction 0.02
SEPTIN 7 Septin 7 chr7:35840384-35840439 Regulation of cytokinesis 0.02
METAPI Methionyl aminopeptidase 1 chr4:99916321-99916367 Metabolism of fat soluble vitamins 0.02
XRCCS5 X-Ray Repair Cross Complementing 5 chr2:216973758-216973817 DNA double-strand break repair 0.03
VEPHI Ventricular zone expressed PH domain homolog 1 (zebrafish) chr3:157217487-157217543 Inhibition of TGF-p target genes 0.03
PATZI POZ/BTB And AT Hook Containing Zinc Finger chr22:31743377-31743422 Chromatin modeling, transcription regulation 0.03
ALKBHS5 AlkB Homolog 1, Histone H2A Dioxygenase chr17:18086196-18086255 DNA alkylation damage repair 0.03
PSMD1 Proteasome (prosome, macropain) 26S subunit, non-ATPase, 1 chr2:231921426-231921474 Degradation of ubiquitinated proteins 0.03
WDRI8 WD repeat domain 18 chr19:983082-983141 rRNA processing 0.03
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OTUDG6B OTU domain containing 6B chr8:92082135-92082194 Deubiquitination 0.03
BCL6 B-cell CLL/lymphoma 6 chr3:187455472-187455531 Transcription regulation 0.04
SPEG SPEG complex locus chr2:220299492-220299536 Cytoskeletal development 0.04
LRRC8B Leucine rich repeat containing 8 family, member B chr1:89989766-89989820 Regulation of cellular volume 0.04
HLX H2.0-like homeobox chr1:221052055-221052111 Transcription regulation 0.04
Clorfli3 Chromosome 1 open reading frame 113 chr1:36772197-36772241 Transcription regulation 0.04
PFAS Phosphoribosylformylglycinamidine synthase chr17:8152566-8152610 Biosynthesis of purines 0.04
POU3F?2 POU class 3 homeobox 2 chr6:99279251-99279308 Neuronal differentiation 0.04
LPHN?2 Latrophilin 2 chr1:82265897-82265956 Regulation of exocytosis 0.04
KCNC4 Potassium voltage-gated channel, Shaw-related subfamily, member 4 chr1:110752800-110752844 Neuronal excitability 0.04
RUFYI RUN and FYVE domain containing 1 chr5:178986340-178986399 Endosomal trafficking 0.04
LMBRI Limb development membrane protein 1 chr7:156686552-156686611 Immune response 0.04
ERGIC2 ERGIC and golgi 2 chr12:29542166-29542225 Transport between endoplasmic reticulum and Golgi 0.04
POU4F1 POU class 4 homeobox 1 chr13:79183269-79183328 Transcription factor activity 0.04
TCEANC Transcription Elongation Factor A N-Terminal And Central Domain Containing | chrX:13671030-13671089 Transcription factor activity 0.04
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