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87% of cis-eQTL SNPs, 82% of cis-pQTL SNPs, and 59% of GWAS Catalog SNPs are also cis-meQTL variants

cis-meQTL trans-meQTL

Total N of the Fold P-value N of the | Fold P-value

SNPs overlap Change overlap Change
cis-eSNPs FHS 460,536 399,670 1.66 0 84,591 2.33 0
(1e-7)
cis-eSMNPs Eur- 398,524 356,500 1.71 0 70,810 2.25 0
Meta
cis-pQOTLs FHS- 12,401 10,176 1.57 0 2,045 2.09 0
1000g
pQTLs FH5- 19,942 16,660 1.6 0 4,428 2.81 0
1000g
cis-pQTLs 376 318 1.62 0 53 1.78 1.63E-05
NC2016
pQTLs NC2016 456 385 1.61 0 68 1.89 1.79E-07
metabolism 135 111 1.57 8.38E-14 26 2.44 6.52E-06
QTLs
GWAS Catalog 32,260 19,000 1.13 0 3078 1.21 0
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Discovery Phase (Human Blood)

| DNA methylation Microarray |
75 Cohort : 40 MDD vs. 40 CTL
|Delta Beta| > 0.2; p< 3.6 x 1078
[

| RNA Expression Microarray
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|Log: fold change| > 1; p < 0.01
|

[ Gene:BiCD2 |
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Mapping of brain regions with
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and mRNA expression

MSE-qPCR/qPCR: Combined analysis
of DNA methylation & mRNA expression
4t Cohort: 30 MDD vs. 30 CTL

Functional studies
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Elevated BICD2 DNA methylation in blood of major depressive
disorder patients and reduction of depressive-like behaviors in
hippocampal Bicd2-knockdown mice PNAS 2022 July
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g P g NEJM 2020
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Core functional nodes and sex-specific pathways in human ischaemic and dilated cardiomyopathy
NATURE COMMUNICATIONS | (2020) Article
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