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Supplementary Material
	Gene
	Probe
	Primer sequence
	CpG coverage
	CpG position

	MTHFR
	cg21864959
	F: 5’-Biotin- GGTAGGGTATAAGGTTAA
GTTTAGTATT-3’
R: 5’-CCTACACCCTAAAAAAAAAAATTA
AATCAC-3’
S: 5’-CCAAAAAAACAACTACTC-3’
	1
	Chr1:11,787,807

	HLTF
	cg21926402
	F: 5’-GTGGGAAATTGGTTTTAAGTTAT-3’
R: 5’-Biotin- AAACTCCCCTTCACTTTTCA
TTA-3’
S: 5’-GGGAAATTGGTTTTAAGTTATT-3’
	5
	Chr3:149,085,663- Chr3:149,085,724

	
	cg26151310
cg20038789
	F: 5-‘GTTGAGTGGGATGATAAGAGG-3’
R:5’-Biotin- CCTCTTCRTAATTAAACTTTC
CTAATACCA-3’
S: 5’-AGGAGYGTAYGATTGAAAGGT
AAG-3’
	7
	Chr3:149,086,486- Chr3:149,086,514

	SL16A14
	cg26338195
	F1: 5’-Biotin- GGGGTTTRGGTTAGTTTGAG
TAGTAAG-3’
R: 5’-ACCRCTACACCCCCAAAAACC-3’
S: 5’-CTATACCYAAACAAATAATAAT
ACC-3’
	5
	Chr2:230,068,331- Chr2:230,068,357

	GRIK2
	cg24574819
	F: 5’-TGGTTTTTTGTTTTGGAGAGTATT
TAT-3’
R: 5’-Biotin- ACCATTATACTTTCTCTATTA
CTAACTCTT-3’
S: 5’-GTTTTGGAGAGTATTTATTTGAA-3’
	3
	Chr6:101,776,976- Chr6:101,767,003

	ZNF563
	cg11979591
cg19484319
cg24400183
	F: 5’-TTTTATAGTTTTGATTGGATAGGGT
TTTAG-3’
R:5’-Biotin- TCCCTACAAAACACTTATAA
CTCCTTCTC-3’
S: 5’-GGATAGGGTTTTAGGTT-3’

	4
	Chr19:12,333,770- Chr19:12,333,822

	CNTN3
	cg02848093
	F: 5’-Biotin- TAGTTTGGGTGATAGAGTG
AGA-3’
R: 5’-ATCATTCTATTCTTTTACCCAATA
ACC-3’
S: 5’-ACCCTATCCAACCCTAA-3’
	1
	Chr4:154799004
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Supplementary figure 2: Locus specific DNA methylation of the MTHFR gene.

DNA methylation levels were investigated in one specific loci of the MTHFR gene by
pyrosequencing to verify the results observed in the epigenome wide analyses.

A significant difference (p = 0,04) was oberved between the participants carrying the TT
genotype and the participants carrying the CC genotype for this locus located in the MTHFR
gene.





