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1 Supplementary Figures and Tables

1.1 Tables

Table S1: Differentially methylated CpGs with a p-value < 107, All hits have been considered
for functional clustering (Table 2). No multiple testing was applied due to 450k/genome-wide
Bonferroni threshold of 107

Gene name CpG p-Value
1 TTBK2 cg08194650 7.14E-06
2 TARM1 €g21966754 8.42E-06
3 EMX1 cg17090593 9.59E-06
4 Clorfl4 €g22450662 1.13E-05
5 ZNF706 €g16269364 2.02E-05
6 INPP5E cgl3741927 2.29E-05
7 SNRNP27 €g20337934 2.40E-05
8 RAB40B cg15250633 2.51E-05
9 PARK?2 €g26872907 2.60E-05
10 RASA3 cg09634726 3.02E-05
11 C6orf106 €g10519906 3.24E-05
12 PIK3CD cg04287259 3.41E-05
13 ATXN7L1 cg03199646 3.82E-05
14 KCNG2 cgl7174613 3.97E-05
15 SMAD3 €g01624571 4.24E-05
16 TSSC4 €g23594951 4.33E-05
17 MRPS25 cgl18017531 4.60E-05
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Table S2: CpGs of DPP10 and SLC16A9 which are differentially methylated in the EtG+ group.
Shown are the results obtained from EtG+ vs. controls by independent t-tests assuming unequal
variances in R (version 3.2.2). The shown regions are obtained from USCS data base *.
Bonferroni threshold for DPP10 ppont = .0009 and for SLC16A9 ppont = .002, respectively. FDR =
false discovery rate.

Gene CpG Region Methylation p-Value FDR
PP €g26842423 Body, Shore decreased .0004 .019
cg00089091 Body decreased 011 .238

(51 CpGs)
€g23260456 Body decreased 022 323

cg06578117 5°UTR, Enhancer=true  increased .0006 .010
cg02243437 1 Exon, 5'UTR, increased 021 175

Enhancer=true

SLC16A9
(23 CpGs)
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Figure S1: lllustration of the motivational Go/Nogo task (S1-S2 design).

All trial types (control, Go, Nogo) occurred with the same probability. Stimuli were presented
for 250 ms. The interstimulus interval between S1 and S2 was 1500 ms, the intertrial interval
was set to 3500 + 500 ms. In two of the four task blocks, monetary incentives were used. Fast
responses were rewarded by 10 ct. A fast response was defined individually using the 75th
percentile of the reaction times in the previous task block. In turn, the same amount of money
was removed if the participant did not react to a Go-stimulus within 1500 ms or when pressing
the mouse button in control or Nogo trials. The participants received acoustic feedback for
correct or incorrect responses (taken from Heinrich et al. %, p.9.)



Figure S2: Classification of genes with relevance towards neuronal development according to
GO-annotation * *. The whole circle represents 37 genes from Table S1 involved in nervous
system development (19 %). Among these 37 genes are 29 genes, which are allocated to
neurogenesis, as represented by entire blue part. The neurogenesis group is further divided into
the subcategories neuronal differentiation (n = 11) and axon guidance (n = 5).
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Figure S3. Principle component analysis results indicate technical biases due to plate and chip
effects. Shown are R values > 0.1 before (A) and after (B) correction for 22 control probe PCs.
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Figure S4: Quantile-quantile (QQ) plot of DNA methylation between EtG positive and control
group. The x axis is the expected -logio p-value, and the y axis is the observed -log;o p-value. A=
0.93
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Chromosome

Figure S5: Manhattan plot showing differentially methylated positions plotted according to their
chromosomal location with —logyo p-values. The blue line marks the threshold for genes considered in this
study (Table S1). The red arrow on chromosome 2 indicates cg26842423 (DPP10) and on
chromosomel10 cg06578117 (SLC16A9), respectively.
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Figure S6: GeneMANIA network for all genes with at least one CpG differentially methylated in
EtG+ vs. control children (p < 103, Table S1).
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