Supplementary Table S2: Differentially methylated positions and regions related to serum
levels of folate, vitamin B12 or plasma homocysteine. Overview of the top-10 of A) differentially
methylated positions as well as B) regions related to serum levels of folate, vitamin B12 or plasma

homocysteine.

A) Differentially methylated positions

P-value chr CpG density  Gene(s) Gene feature
Serum folate
1 cg00063734 1.88E-06 15 S_Shore - IGR
2 cg17054900 3.49E-06 3 S_Shore DHX36 TSS1500
3 cg04138591 4.35E-06 7 Island - IGR
4 cg18630811 7.05E-06 19 OpenSea ILF3 Body
5 cg16489826 7.24E-06 6 Island TCP1; MRPL18 TSS1500;TSS200
6 cg13089318 1.04E-05 1 OpenSea - IGR
7 cg16101101 1.11E-05 1 Island ILF2 TSS200
8 cg20143955 1.23E-05 1 OpenSea TARS2 TSS200
9 cg11588710 1.27E-05 3 OpenSea - IGR
10 cg06860864 1.42E-05 6 S_Shore - IGR
Serum vitamin B12
1 cg05180471 2.34E-06 6 Island BAT5 TSS200
2 cg01334229 3.90E-06 3 OpenSea - IGR
3 cg13801712 4.18E-06 1 Island RRAGC TSS1500
4 cg03120115 8.67E-06 19 N_Shelf ZNF347 5'UTR
5 cg24792272 8.93E-06 8 Island MCM4; PRKDC TSS1500;TSS1500
6 cg06073402 1.02E-05 17 Island DBF4B 5'UTR;1stExon
7 cg19869971 1.40E-05 1 OpenSea - IGR
8 cg05805987 1.47E-05 8 Island EIF3E TSS200
9 cg01459962 1.55E-05 6 Island CCDC101 TSS200
10 cg11079354 1.64E-05 6 OpenSea BAT5 TSS200
Plasma homocysteine
1 cg16002929 6.61E-07 5 OpenSea SEMASA Body
2 cg11692577 1.32E-06 11 OpenSea - IGR
3 cg23366972 1.56E-06 21 S_Shore C21orf2 TSS1500
4 cg00601648 1.54E-05 8 OpenSea ADCY8 Body
5 cg04247967 1.97E-05 12 N_Shelf - IGR
6 cg04905210 2.21E-05 8 N_Shore POLR3D TSS1500
7 cg21456083 2.23E-05 19 S_Shore - IGR
8 cg04964676 2.78E-05 6 OpenSea - IGR
9 cg18485955 3.42E-05 16 OpenSea TNFRSF17 TSS1500
10 cg21876145 3.55E-05 2 OpenSea LAPTM4A Body




B) Differentially methylated regions (DMRs)
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2652696-2653987
27169957-27171401
183959000-183959853
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1.2E-05
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For these analyses all 174 samples (n=172 for homocysteine because of 2 missing values) samples

were included (i.e. baseline and follow-up samples for all 87 participants). In case no gene(s) is

presented the specific differentially methylated position or region referred to an intergenic region.

DMRs in Table 2b were identified using the DMRcate package available through Bioconductor.

DMRs were sorted and presented based on the minimal p-value for all of the probes within the

specific DMR. Abbreviations: IGR: intergenic region, DMR: differentially methylated region, h19:

coordinates for the human genome based on the Genome Reference Consortium Human Build 37

(hg19/GRCh37), Chr: chromosome, TSS200: 200 base pairs around the transcription start site,

TSS1500: 1500 base pairs around the transcription start site, 3'UTR: 3’ untranslated region, 5’UTR:

5’untranslated region.



