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Abstract: Recent genome-wide association studies uncovered part of blood pressure’s heritability.
However, there is still a vast gap between genetics and biology that needs to be bridged. Here, we
followed up blood pressure genome-wide summary statistics of over 750,000 individuals, leveraging
comprehensive epigenomic and transcriptomic data from blood with a follow-up in cardiovascu-
lar tissues to prioritise likely causal genes and underlying blood pressure mechanisms. We first
prioritised genes based on coding consequences, multilayer molecular associations, blood pressure-
associated expression levels, and coregulation evidence. Next, we followed up the prioritised genes
in multilayer studies of genomics, epigenomics, and transcriptomics, functional enrichment, and their
potential suitability as drug targets. Our analyses yielded 1880 likely causal genes for blood pressure,
tens of which are targets of the available licensed drugs. We identified 34 novel genes for blood
pressure, supported by more than one source of biological evidence. Twenty-eight (82%) of these new
genes were successfully replicated by transcriptome-wide association analyses in a large independent
cohort (n = ~220,000). We also found a substantial mediating role for epigenetic regulation of the
prioritised genes. Our results provide new insights into genetic regulation of blood pressure in terms
of likely causal genes and involved biological pathways offering opportunities for future translation
into clinical practice.

Keywords: blood pressure; genome; epigenome; gene expression; functional enrichment

1. Introduction

High blood pressure (BP), also known as hypertension, is a major contributor to
morbidity and mortality of heart disease and stroke [1] and, hence, a better understanding
of BP regulatory mechanisms is imperative. Individual differences in BP show a robust
genetic component of about 50% [2,3], providing opportunities to elucidate the underlying
mechanisms of BP regulation through genetic approaches.

Genome-wide association studies (GWAS) have been very successful in discovering
genetic determinants of BP [4–8]. The recently published study of over 1 million individuals
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by Evangelou et al. [9] reported a total of 901 BP-associated loci explaining more than 10%
and 27% of the total and single nucleotide polymorphism (SNP)-based heritability of BP,
respectively [9].

Successful GWAS analyses merely report SNP–trait associations that do not automati-
cally translate into biological mechanisms. Hence, we need to bridge the functional gap
between the identified SNPs and the traits of interest. Otherwise, the relevance of GWAS
results can always be criticised. A previously popular follow-up method was to prioritise
the genes nearest to GWAS loci. However, the causal genes are not necessarily the nearest
genes [10]. Nearby genes harbouring nonsynonymous SNPs may be functionally more
relevant than the nearest genes [11]. Other popular follow-up efforts in GWAS studies
seek associations with expression levels through expression quantitative trait loci (eQTL)
lookups or check overlap of GWAS loci with epigenetic markers [4,6,8,9,12]. However, the
causality of these associations is unclear as the observed overlap can be due to the presence
of LD between distinct GWAS and regulatory loci [13,14]. Additionally, such lookups sim-
ply report SNP–regulatory feature associations, but cannot confirm associations between
regulatory features and the outcome trait or disease of interest. Methylome/transcriptome-
wide association studies (MWAS/TWAS) yield such regulatory feature–trait associations,
but can be driven by nongenetic confounders and do not allow causal inference [13,15,16].
Moreover, while epigenetics has been shown to play a role in BP regulation [17], fine-
mapping the downstream genes is challenging, since the target genes may be far from the
identified epigenetic markers [13].

The Mendelian randomization (MR) methodology has become popular as it allows
investigation of causal relationships, and hence, can be applied to test the causality of
methylation/expression–trait associations and link the identified methylation sites to their
target genes. However, in the traditional MR approach (i.e., one-sample MR), genetic,
methylation/expression, and trait data need to be from the same samples, which is hardly
ever available. The recently developed summary data-based MR (SMR) [14] and summary
data-based TWAS, i.e., MetaXcan (also called S-Predixcan) [18], approaches only require
results files (so called summary statistics), enabling the use of exposure and outcome data
from different samples, which substantially increases power and offers opportunities to
uncover the hidden links between sequences and consequences.

The previously published large-scale BP GWAS studies [9,19] and post-GWAS func-
tional follow-up studies [20,21] attempted a number of approaches aiming to offer func-
tional annotations of the newly discovered loci. However, there is a need for improving
these approaches by following a systematic integrated post-GWAS approach that (i) uses a
causal modelling framework rather than relies on simple associations, (ii) uses large-scale
datasets rather than data based on small sample sizes, (iii) integrates evidence of as many
aspects of biological annotations as possible, and (iv) replicates the functional relevance of
the prioritised genes in an independent population.

The recent multi-omics study by Eales et al. [22] investigated effects of BP GWAS loci
on the kidney epigenome and transcriptome and yielded 179 unique genes with evidence of
causal effects on BP. Despite this success, it means that likely causal genes for the majority of
the 901 BP loci remain uncharacterised, implying a need to further elucidate their biological
relevance. Post-GWAS investigation of other relevant tissues such as from arteries [7,19]
may be key to achieving this.

Another limitation is a lack of large-scale eQTL data from relevant tissues. As cis-eQTL
effects are less tissue-specific [23], TWAS discovery analysis can be performed on large-scale
blood eQTL data to optimise power, and small eQTL datasets from more relevant tissues
can be used to confirm the associations [24].

Here, we performed integrative studies based on our previously published post-GWAS
approaches [11,25] with extensions to other molecular layers and also drug–gene interac-
tions. We used comprehensive genomic and transcriptomic data to prioritise likely causal
genes and uncover the important mechanisms in genetic regulation of BP independent of
and unbiased by previous (nongenetic) knowledge on BP. We first prioritised the likely
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causal genes by seeking evidence from (i) coding consequences [11,26,27], (ii) multilayer
associations with molecular traits [28], (iii) TWAS analyses [14,18], and (iv) gene coregula-
tion surveys [29]. Next, we performed tissue scans using different approaches [14,18,29,30]
to find the most relevant tissues for BP. Then, we performed confirmatory TWAS in the
most relevant tissues for highly prioritised genes. Finally, we checked the prioritised genes
against drug–gene interaction databases to highlight potential clinical relevance [31–33] and
investigated mediating mechanisms [13,29,34–37] connecting DNA to BP, using epigenetic
data as well as functional predictions (Figure 1).
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Figure 1. Summary of the methods as well as the main results of prioritization and follow-up
analyses using blood pressure GWAS summary statistics. Pink boxes with dashed borders represent
methods and their underlying boxes with gray border detail the tools. Pink boxes with solid black
borders represent results and their underlying boxes with gray border provide small pictures of
results. High resolution figures of heatmap and graphs can be found at the results section. BP:
blood pressure; GWAS: genome-wide association study; TWAS: transcriptome-wide association
study; nsSNPs: nonsynonymous single nucleotide polymorphisms; MX: MetaXcan; SMR: summary
data-based Mendelian randomization; mQTL: methylation quantitative trait loci; eQTL: expression
quantitative trait loci; CVS: cardiovascular system.
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2. Results
2.1. Gene Prioritization
2.1.1. Coding Consequences of BP Loci

In silico sequencing returned 63,049 SNPs that are in LD (r2 > 0.50) with the 901 GWAS
SNPs (gSNPs) (Supplementary Table S1); 348 SNPs, including 43 gSNPs and 305 linked
SNPs, were annotated as nonsynonymous (ns)SNPs, altogether mapping to 252 genes, 13 of
which had not been previously reported for BP. Thirty-six out of the 348 nsSNPs, including
six gSNPs, were predicted to have deleterious and possibly/probably damaging effects by
the Sorting Intolerant from Tolerant (SIFT) algorithm and the Polymorphism Phenotyping
(Polyphen) scores, respectively (Supplementary Table S2).

2.1.2. Seeking Pleiotropic Associations of BP Loci with Different Traits

In silico lookups of pleiotropic associations of BP loci and other GWAS catalog traits
returned 2088 SNPs mostly associated with cardiovascular-, lipid-, anthropometric-, and
psychiatric-related traits. Furthermore, we observed a pleiotropic effect on BP and aortic
root size as well as aortic stiffness (Supplementary Table S1).

Phenoscanner lookups of BP GWAS loci showed 749, 569, 64, and 23 associations with
DNA methylation (mQTL), gene expression (eQTL), protein levels (pQTL), and metabolite
levels, respectively. Strikingly, variants at seven genes were simultaneously associated
with all four molecular traits (Figure 2). These included GTF2B, CCNT2/CCNT2-AS1,
ERAP1/ERAP2, C5orf56, and SIK3. The two other genes, SH2B3 and APOE, also have
nonsynonymous SNPs linked with BP loci (r2 > 0.5) and have been highlighted as hotspots
for a large number of gene expressions and metabolite levels, respectively (Supplementary
Table S3).

2.1.3. Transcriptome-Wide Association Study (TWAS) Using Summary Statistics

TWAS analyses by MetaXcan (MX) based on the Depression Genes and Networks
(DGN) whole blood transcriptome data returned 544, 643, and 450 significant genes for
systolic, diastolic, and pulse pressure, respectively. By excluding genes with low prediction
performance, 396, 475, and 338 significant genes remained for the three blood pressure
traits, respectively (Supplementary Table S4a–c). After removing duplicates across traits,
a total of 761 BP-significant genes remained, of which 206 showed acceptable evidence
of colocalised signals (see Methods). Twenty-one of these identified genes had not been
previously reported for BP.

SMR analyses using eQTL data from the eQTLGen consortium yielded 574, 639,
and 485 genes, the expression levels of which were significantly associated with systolic,
diastolic, and pulse pressure (SBP, DBP, and PP), respectively. By selecting genes with no
evidence of confounding by linkage based on the heterogeneity test (P_HEIDI ≥ 0.01), 205,
208, and 176 significant genes remained for SBP, DBP, and PP, respectively (Supplementary
Table S5a–c). After removing duplicates, we ended up with a list of 422 likely causal genes
for BP traits in total. Out of the genes identified by SMR, 91 had not been previously
reported for BP.

2.1.4. Determining Coregulated Genes within BP-Associated Loci

Data-driven Expression Prioritised Integration for Complex Traits (DEPICT) identified
721, 817, and 712 genes within the constructed loci for SBP, DBP, and PP, respectively, which
were coregulated more than expected by chance (FDR ≤ 0.01). Merging the three gene lists
resulted in a total of 1347 prioritised genes for BP traits (Supplementary Table S6a–c). A
total of 210 of the significantly coregulated genes had not been previously reported for BP.

2.2. Tissue Prioritization

Our tissue prioritization based on TWAS (i.e., MX and SMR) across 48 tissues from the
Genotype-Tissue Expression (GTEx) database returned tibial artery and aorta as well as
muscles as the top prioritised tissues (Figure 3). It is noteworthy that the adrenal gland, a
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well-known focus point in hypertension mechanism, was ranked 14th (top 30%) among
the prioritised tissues. In line with the TWAS results, DEPICT showed the most significant
levels for arteries and muscle tissues (Supplementary Table S7).
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2.3. Functional Follow-Up of the Genetically Prioritised Genes

Merging the prioritised gene sets, i.e., including (i) 252 genes with coding consequences
(Supplementary Table S2), (ii) seven genes from multilayer associations with molecular
traits (Supplementary Table S3), (iii) 522 genes with expression levels associated with
BP (Supplementary Tables S4a–c and S5a–c), and (iv) 1347 genes coregulated with other
genes from BP-associated loci (Supplementary Table S6a–c), resulted in a final list of
1880 prioritised genes for all the BP traits combined (Supplementary Table S8). This list, as
well as the trait-specific subset lists including 1041 genes for SBP, 1144 genes for DBP, and
957 genes for PP, were then used for downstream functional analyses (Figure 1).
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values. The order of tissues is based on the mean of the average Z squares of the genes across BP
traits and the two TWAS approaches.
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2.3.1. Suitability of the Prioritised Genes as Drug Targets

Querying the drug–gene interaction database (DGIdb) with the list of 1880 prioritised
genes returned 364 drugged genes (Supplementary Table S9a–c) as well as 583 druggable
genes (Supplementary Table S9d). The 364 drugged genes interact with 2122 drugs.

Our query of the drugs with the primary indication of hypertension or hypotension
in the therapeutic target database (TTD) returned 100 drugs, of which 79 interacted with
42 prioritised genes (Supplementary Table S9a). Fisher’s exact test showed enrichment of
hyper-/hypotension drug targets among our list of prioritised genes (p-value < 2.2 × 10−16;
fold change of ~9.7). When restricting to genes with evidence for more than one BP trait,
the fold change even increased to 12.3.

Besides the 42 prioritised genes targeted by BP therapeutics, 322 of our prioritised
genes were targets of non-BP therapeutics and hence could be candidates for drug repurpos-
ing. Furthermore, targeting drugs of the 159 prioritised genes showed hyper/hypotensive
adverse effects (Supplementary Table S9b). The information for other interacting drugs is
provided in Supplementary Table S9c.

2.3.2. Functional Enrichment Analyses of the Prioritised Genes

Our functional and network analysis based on the final list of 1880 prioritised genes
(see methods) using Cytoscape extended by the GeneMania plugin resulted in 313 signifi-
cant biological pathways (q-value < 0.01). Since the substantial overlap between the Gene
Ontology (GO) terms makes the results correlated, we also investigated significant terms in
the GO tree to find super terms under which significant results converge (Figure 4). We
also categorised and colour-coded the full results table (Supplementary Table S10a). More
than one-third of all the significant terms and, in particular, the top 5% of the list, point
towards development, morphogenesis, and anatomical structure of the cardiovascular
system, e.g., cardiac muscle, muscle structure, muscle cells, striated muscle, muscle system,
muscle organ, muscle tissue, muscle fiber, smooth muscle cells (SMCs), myoblasts, myofib-
rils, sarcomeres, actin cytoskeleton, cardiocytes, cardiac cells, cardiac chambers, cardiac
ventricles, epithelial tube formation, blood vessels, angiogenesis, etc. The second, less
frequent, less significant category of biological pathways point towards development and
morphogenesis of the urogenital system, e.g., glomeruli, nephrons, renal tubules, kidney
epithelium, ureteric buds, etc. (Supplementary Table S10a). When limiting the input list of
prioritised genes to those with at least two sources of evidence (297 genes), the involvement
of the arterial wall highlighted by the extracellular matrix (ECM) becomes even stronger
(Supplementary Table S11).

After removing the shared significant terms between BP traits, trait-specific analysis
revealed ‘developmental growth’ and ‘regulation of anatomical structure size’ for SBP,
‘kidney development’ and ‘metanephric nephron development’ for DBP, and ‘extracellular
matrix organization’ and ‘extracellular structure organization’ for PP as the two top findings
for each trait (Supplementary Table S10b–d).

Our negative control analyses using five random gene sets returned no significant
functions, confirming the robustness of our gene prioritization criteria.

Gene set enrichment analysis using DEPICT on full sets of GWAS summary statistics
of SBP, DBP, and PP resulted in 1842 significant pathways (FDR < 0.01) in total, of which 791
were shared among the three BP phenotypes (Figure 5). In line with the abovementioned
results, terms related to the development and organogenesis of the cardiovascular system
are amongst the most significant results (Supplementary Table S12).

2.3.3. Potential Mediating Mechanisms from Sequences to Consequences

SMR analyses of the three BP traits using mQTL data by McRae et al. [38] returned
658, 693, and 583 DNA methylation (DNAm) sites for SBP, DBP, and PP, respectively
(Bonferroni-corrected P_SMR < 5.56 × 10−7; P_HEIDI ≥ 0.01). A total of 1176 identified
DNAm sites were novel for BP. All significant DNAm sites jointly map to 832 genes, of
which 219 were supported by at least one source of functional evidence from our post-



Int. J. Mol. Sci. 2022, 23, 7557 8 of 28

GWAS analyses. Comparison of the physical distance of 219 genes with and 613 genes
without any functional evidence to their nearest DNAm sites suggests DNAm sites closer
to genes are more likely to be causal (Figure 6).
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SMR analysis of mQTL versus eQTL resulted in 11,378 DNAm sites significantly
associated with expression levels of 6253 genes, which were not rejected by the HEIDI
test (Bonferroni-corrected P_SMR < 1.85 × 10−8; P_HEIDI ≥ 0.01). The latter analysis was
used for mapping BP-associated methylation levels to BP-associated gene expressions and
enabled us to find 80 genes for which the BP-associated gene expression was mediated by
methylation (Supplementary Table S13).

The gene expression association of these 80 genes with BP is mediated by 106 DNAm
sites. For many genes, multiple DNAm sites serve as regulatory mediators, of which
ACADVL, FBXW2, and UTP11L with seven, seven, and six DNAm sites are the outstanding
examples.
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Figure 5. Network plot showing significantly enriched pathways resulting from DEPICT gene set
enrichment analysis (FDR < 0.01) and clustered based on coregulation data provided by DEPICT. The
outer layer contains pathways with the centrality degree≤ 10, the middle—with the centrality degree
of 10 < x ≤ 20, and the central circle contains pathways with the highest degree (>20), meaning the
largest number of connections, which imply their importance in network survival. Among all, heart
development has the maximum degree and the lowest p-value. Nodes are colour-coded based on the
p-value.
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2.4. Converging Evidence for the Most Highly Prioritised Genes

To inform the choice of the most promising genes for future studies, we listed essential
characteristics of the most highly prioritised genes based on the current work in Table 1.
The table includes 15 genes with significant evidence from at least four out of six different
prioritization approaches, i.e., coding consequences, multilayer molecular pleiotropic
associations, MX, SMR, DEPICT, and 3× SMR (Figure 1). These genes were then followed
up in the top six relevant tissues for gene expression associations with BP levels (Table 1).
Apart from three genes which were not available in GTEx TWAS results, eleven out of the
twelve highly prioritised genes were successfully replicated in cardiovascular tissues.

Our analyses also detected 34 likely causal genes with more than one source of
biological evidence, which were not previously linked to BP. These genes, as well as
the 15 highly prioritised genes, were selected for replication.

2.5. Replication of the Prioritised Genes in an Independent Population

All the 15 most highly prioritised genes were replicated in the Million Veteran Program
(MVP) cohort (p-value < 0.05). For the newly identified genes, 28 out of 34 (~82%) were
replicated (p-value < 0.05) (Table 2, Supplementary Table S14).
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Table 1. The most highly prioritised genes with evidence from at least four different prioritization methods suggested for further follow-up studies.

Gene Evidence nsSNP Effect Direction in the Prioritised Tissues a Likely Causal in
Kidneys b

Reported c/Predicted d,e

Mechanism(s)
Druggability Drug Name

TRIOBP * NS, MX, SMR,
DEPICT rs12628603 ↓↓↓↓↓↓ (SBP, PP) † Abnormal vascular

endothelial cell morphology

USP36 * NS, MX, SMR,
DEPICT rs3088040 ↓↓−−↓↓ (SBP, DBP, PP) † × FLG2 PPI subnetwork #

LRIG1 * NS, MX, SMR,
DEPICT rs2306272 −↓−↓− (SBP, PP) † EGF, FGF, and ERBB

signalling pathways

PRR14 * NS, MX, SMR,
DEPICT rs3747481 −−−−−− (DBP, PP) KAT2A PPI subnetwork

SENP2 NS, MX, SMR,
DEPICT rs6762208 ↑↑−−−− (SBP, DBP) † Wnt signalling pathway #

PPL
NS, MX, SMR,
DEPICT, 3×

SMR
rs1049205 −−−−−− (SBP, DBP, PP)

Epithelium development,
likely mediated by

methylation

MLXIP * NS, MX, SMR,
DEPICT rs7978353 −−−−↓− (SBP, DBP) † FGF signalling pathway

ITGA9
NS, MX, SMR,
DEPICT, 3×

SMR
rs267561 −−−−−− (SBP, DBP, PP)

Dilated heart atrium and
abnormal epithelium

morphology, likely
mediated by methylation

#

YAF2 *
MX, SMR,

DEPICT, 3×
SMR

↓↓↑−↓− (DBP) †
Chromatin modification,

likely mediated by
methylation

#

LNPEP
MX, SMR,

DEPICT, 3×
SMR

↑−−↑↑−
↑−−↓↓− (SBP, DBP) † (PP) †

Hemopoietic or lymphoid
organ development, likely
mediated by methylation

¥ TOSEDOSTAT

SLC39A1 *
MX, SMR,

DEPICT, 3×
SMR

−−↓−−− (DBP) Cell–matrix adhesion, likely
mediated by methylation #
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Table 1. Cont.

Gene Evidence nsSNP Effect Direction in the Prioritised Tissues a Likely Causal in
Kidneys b

Reported c/Predicted d,e

Mechanism(s)
Druggability Drug Name

MAPKAP1 *
MX, SMR,

DEPICT, 3×
SMR

−↓−−↓− (SBP, DBP, PP) † ×
EGF, FGF, and ERBB

signalling pathways, likely
mediated by methylation

¥
INK-128,
OSI-027,

AZD-8055

TP53INP1
MX, SMR,

DEPICT, 3×
SMR

−−−−−↓
−−−−−↑ (SBP) (DBP) ×

Increased cell proliferation,
increased urine protein

level, kidney failure, likely
mediated by methylation

#

MAK16 * NS, MX, SMR,
3× SMR rs6468171 −↑↑↑↑− (PP) †

Ribosomal biogenesis,
likely mediated by

methylation

ERAP2 ML, MX, SMR,
3× SMR ↑↑↑↑↑↑ (SBP, DBP) † Angiogenesis, likely

mediated by methylation. ¥ TOSEDOSTAT

* Genes with an asterisk have not yet been functionally studied for BP regulation based on an ISI Web of Science search TS (i.e., topic) = (Gene_name AND (“blood pressure” OR
hyp*tension)). a From TWAS analyses using GTEx eQTL data; the arrows show the direction of effect for the association of gene expression and BP traits in the prioritised tissues,
including tibial artery, aorta, skeletal muscle, subcutaneous adipose tissue, fibroblasts, and heart left ventricle, using MetaXcan and SMR analyses, respectively. TWAS associations with
the BP trait of evidence for each gene are shown, and the trait of evidence is mentioned next to them. † Nominally significant associations for at least one of the traits of evidence, with
consistent direction of effect across both TWAS approaches in any of the prioritised tissues. Dashes mean the gene data are not available in the GTEx dataset(s). b From the study by
Eales et al. [22]. c From literature. d From DEPICT or GeneMania enrichment analyses. e The mediating mechanism by which the gene is regulated; from 3× SMR analyses of GWAS,
eQTL, and mQTL data. Evidence: any biological evidence from our post-GWAS analyses; nsSNP, nonsynonymous SNP; NS, genes with nsSNP linked (r2 > 0.5) to GWAS loci; ML,
multilayer molecular associations; MX, MetaXcan; SMR, summary-based Mendelian randomization. ¥ indicates that the gene is targeted by (a) known drug(s); # indicates that the gene is
druggable according to the DGI database.
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Table 2. Summary of the 28 newly identified genes and their replication in the MVP cohort using
TWAS analysis.

Gene Name No. of Evidence Trait(s) of Evidence min_P_rep Druggability Drug Name(s)

SPCS1 3 SBP, PP 2.39 × 10−2 #

GRAP 3 DBP 5.35 × 10−3 #

NT5DC2 3 PP 1.62 × 10−2

FAM212A 3 SBP, DBP 1.07 × 10−2 #

RPS6KB1 2 SBP, PP 4.61 × 10−7 ¥

METARAMINOL
*, LY-2584702,
LY-2780301,

XL-418,
BETHANIDINE

SULFATE,
SIROLIMUS,

MSC-2363318A

HOXA7 2 SBP, DBP, PP 2.03 × 10−2 #

NIP7 2 DBP 7.13 × 10−3

CCDC97 2 DBP, PP 4.42 × 10−4

CENPV 2 DBP 1.43 × 10−2 #

MAP1A 2 DBP 2.03 × 10−3 ¥ ESTRAMUSTINE

TTC16 2 SBP 5.00 × 10−4

LTBP3 2 SBP, PP 1.70 × 10−2 #

NSG2 2 SBP, DBP 5.09 × 10−5

RP5-874C20.3 2 DBP, PP 1.55 × 10−8

HIST1H2BH 2 SBP, DBP 5.48 × 10−3

TPM2 2 DBP 1.75 × 10−2

RNU6-510P 2 SBP, PP 1.45 × 10−10

AC116366.6 2 SBP, DBP 2.33 × 10−2

RP11-464F9.1 2 SBP, DBP, PP 7.30 × 10−4

RP11-464F9.9 2 SBP, DBP, PP 9.45 × 10−4

RNU6-415P 2 PP 5.32 × 10−4

RP11-10A14.3 2 SBP, DBP, PP 3.21 × 10−7

RP11-148O21.4 2 SBP, DBP 1.95 × 10−4

RP11-59H1.3 2 SBP, PP 1.07 × 10−2

RP3-473L9.4 2 SBP, DBP, PP 2.00 × 10−5

ZNF234 2 SBP, DBP 4.04 × 10−2

AF131215.9 2 SBP, DBP, PP 8.34 × 10−6

RP11-148O21.6 2 SBP, DBP 1.35 × 10−3

SBP, systolic blood pressure; DBP, diastolic blood pressure; PP, pulse pressure; min_P_rep, minimum p-value
of replication. ¥ indicates that the gene is targeted by (a) known drug(s); # indicates that the gene is druggable
according to the DGI database. * METARAMINOL is a known drug with the primary indication for hypotension.

3. Discussion

We performed several integrative analyses to translate GWAS results of human blood
pressure into biological insights. We aimed to detect the most likely causal genes underlying
the control of BP and validated these genes in an independent population. We also depicted
how gene expression associations with BP traits vary among different tissues and showed
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the most relevant tissues. Finally, we shed light on the major BP-regulating mechanisms
which the prioritised genes act through. Our results highlight prioritised genes, relevant
tissues, biological pathways, and possible drug targets for BP that can be followed up to be
translated into clinical practice.

By prioritizing a total of 1880 biologically plausible genes for BP, we were able to shed
light on the functional relevance of BP GWAS loci. We integrated genomics, epigenomics,
and transcriptomics of BP and were the first to link these omics levels through a likely causal
pathway chain using large-scale data in blood with follow-up analyses in six cardiovascular
tissues. Adding to the results of multi-omics studies in kidneys [22], the percentage of
BP genomic loci with likely causal genes now reaches ~85%. Of note, about half of the
prioritised genes would not have been identified by merely mapping 901 BP loci to their
nearest genes. Conversely, only 496 out of the 901 nearest genes (~55%) were supported by
any source of biological evidence from our extensive number of different bioinformatics
analyses. This is in line with previous evidence [39] confirming that genes nearest to the
most significant GWAS SNPs are not always the most likely to be functional.

3.1. Highly Prioritzed Genes and New Genes

We provided a list of the most highly prioritised genes supported by more than three
lines of evidence for further translational research. A few examples are TRIOBP and USP36
which show consistent associations with lower BP levels in almost all relevant tissues and
MAK16 and ERAP2 which are found to have consistent associations with higher BP levels
(Table 1).

Nine out of the 15 highly prioritised genes have not yet been functionally investigated
for BP, i.e., TRIOBP, USP36, LRIG1, PRR14, MLXIP, YAF2, SLC39A1, MAPKAP1, and MAK16
(Table 1), and should be considered for further follow-up studies. TRIOBP encodes for a
cytoskeleton remodelling protein which binds to F-actin [40], and its variants are associated
with intraocular pressure [41]. Cytoskeleton remodelling is the mediating mechanism
through which cardiovascular cells can sense and transfer the mechanical environment
signals into the nucleus to modify cell behavior [42]. Our functional predictions showed its
potential involvement in abnormal vascular endothelial cell morphology. USP36, encoding
a ubiquitin-specific peptidase, is a deubiquitination enzyme which has been shown to
decrease ischemic injury in renal tubular cells [43]. Functional estimates showed its likely
involvement in the FLG2 protein–protein interaction subnetwork which maintains epithelial
homeostasis and barrier function [44]. LRIG1 encodes for a transmembrane protein, with its
variants associated with carotid intima media thickness [45] and atrial fibrillation [46]. In
line with our enrichment analyses showing LRIG1 among the epidermal growth factor and
fibroblast growth factor signalling pathways, it is proposed to be involved in proliferation
regulation of epidermal stem cells [47]. PRR14, encoding a proline-rich protein, is involved
in myoblast differentiation and morphogenesis [48]. MLXIP, which encodes the MLX
interacting protein, regulates pathways involved in myocyte glucose uptake [49]. YAF2,
encoding YY1-associated factor 2, is mostly expressed in heart and skeletal muscle [50]
and is involved in skeletal and cardiac muscle cells differentiation [51]. SLC39A1 encodes
a solute carrier which is mapped to the epidermal differentiation complex [52] and may
also act as a cell–ECM junction based on DEPICT coregulation analyses. MAPKAP1,
encoding mitogen-activated protein kinase-associated protein 1, also known as SIN1, has
the highest expression in heart and skeletal muscle [53] and, in line with our functional
investigations, is a component of TORC2, a protein kinase complex involved in AKT
phosphorylation and cell signalling [54]. It is targeted by the currently developed drugs
and could be considered for repurposing. MAK16 encodes for an RNA-binding motif
protein, the homologous protein of which has been implicated in 60S ribosome biogenesis
in Saccharomyces cerevisiae [55].

We further identified several new genes for BP, of which 34 were supported by more
than one source of biological evidence. Twenty-eight out of the 34 genes (~82%) were
successfully replicated in the MVP cohort (n = ~220,000) (Table 2).
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Two of the novel genes, i.e., RPS6KB1 and MAP1A, show interactions with a number
of available drugs, of which metaraminol has the primary indication for hypotension
(Supplementary Table S9a). Other interacting drugs can be considered as opportunities for
drug repositioning.

Six other novel genes are indicated as druggable by DGIdb. An example is growth
factor receptor-bound protein 2-related adaptor protein (GRAP) which is involved in the Ras
signalling pathway. The exact function is not known, but its homolog gene in Drosophila is
suggested to play a role in regulating the actin cytoskeleton dynamics system [56]. Based on
our coregulation analysis using DEPICT, this gene is predicted to be involved in abnormal
vascular endothelial cell development, with its expression being among the top genes
in endothelial cells. GRAP gene expression showed a positive association with DBP in
both TWAS approaches (Supplementary Tables S4b and S5b). Another example is signal
peptidase complex subunit 1 (SPCS1) with an nsSNP linked to BP loci (r2 > 0.5). SPCS1
gene expression is positively associated with SBP and PP (Supplementary Table S5a,c). It is
also among the genes with evidence of mediation by DNA methylation (Supplementary
Table S13). It has been shown that this gene has a key role in posttranslational modification
of some structural proteins [57]. FAM212A, also known as INKA1 (inka box actin regulator
1), is another druggable target with significant evidence of negative association with DBP
at both the DNA methylation and gene expression levels (Supplementary Table S13). It
serves as an inhibitor of PAK4 [58], which is involved in cytoskeleton remodelling [59].

Novel genes also include those that encode regulatory RNAs such as long noncoding
RNAs (lncRNAs) and small nuclear RNAs (snRNAs). The biological importance of regu-
latory RNAs in complex traits/diseases is getting more and more attention [60–62]. An
example of a novel lncRNA gene is RP11-10A14.3 with its expression being consistently
associated with an increase in all the three BP traits and its methylation being consistently
associated with a decrease in all the three BP traits. An example of a novel snRNA gene
is RNU6-510P (Supplementary Table S13). Similarly to RP11-10A14.3 but in an inverse
direction, RNU6-510P gene expression is negatively associated with SBP and PP, and its
methylation is positively associated with both BP traits (Supplementary Table S13). Further
studies are worthwhile to elucidate their exact mechanisms in regulating BP.

3.2. Mechanistic Insights
3.2.1. Gene-Specific Mechanisms

Here, we describe mechanistic details of a few BP genes with a focus on regulatory
mechanisms through DNA methylation and gene expression. For this goal, the results of
3× SMR analyses were followed up with the Roadmap Epigenomics Mapping Consortium
(REMC) [36] and Encyclopedia of DNA Elements (ENCODE) project [37] data to annotate
the regulatory features of the 3× SMR significant loci and mediating methylation sites. For
a few genes, we found further biological evidence supporting the complete causal chain
from DNA to BP.

One example is UTP11L. This gene encodes the U3 small nucleolar ribonucleopro-
tein which is expressed highly in muscles [63,64], and its expression level is negatively
correlated with SBP (βSMR = −0.91) (Supplementary Table S5a). One of the 901 lead SNPs
for BP, rs4360494 is positively correlated with the expression of UTP11L (βSMR = 0.24)
(Supplementary Table S5a). At the same time, this SNP is inversely associated with the
methylation level of three sites (cg27018070, cg01941663, and cg26528311) at the promoter
and the early sequence of this gene as well as the upstream enhancers [65] (Supplementary
Figure S1). SMR results also confirm the inverse association of these methylation sites
with the expression level of UTP11L (βSMR = −0.67, −0.91, and −0.92 for the three probes,
respectively) (Supplementary Table S13). The plausible mechanism by which rs4360494
affects the expression level of the UTP11L gene would be via controlling the methylation of
its promoter and enhancer. Besides, cg27018070 colocalises with an active CTCF binding
site in myotubes [65]. CTCF has shown a potential role in regulating gene expression via re-
modelling the chromatin structure [66]. A more complete hypothesis is that CTCF increases
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the expression of UTP11L in the presence of the rs4360494 G allele by involving enhancer
activity through DNA remodelling. On the other hand, the disruption of CTCF binding to
the methylated DNA in the presence of the rs4360494 C allele decreases the expression of
the UTP11L gene (Figure 7). The slightly different directions of effects among three BP traits
may give a clue to diverse biological mechanisms regulating different BP traits. UTP11L
and FHL3, another SMR significant gene upstream, together with their top related genes
are enriched in myoblast differentiation (FDR < 0.1) [34]. UTP11L is a druggable target
gene (Supplementary Table S9d) and could be considered for BP therapeutics.
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BP-associated gene expression. SNP rs4360494 is positively correlated with the expression of UTP11L.
At the same time, this SNP is inversely associated with the methylation level of three sites at the
promoter and the early sequence of this gene as well as the upstream enhancer and an active CTCF-
binding site. The overall hypothesis is that rs4360494 regulates gene expression by controlling the
methylation of the promoter and the enhancer as well as the CTCF-binding site. CTCF increases the
expression of UTP11L in the presence of the rs4360494 G allele by involving enhancer activity through
DNA remodelling, and disruption of CTCF binding due to the methylated DNA in the presence of
the rs4360494 C allele decreases the expression of the UTP11L gene.

Two other interesting examples are PPL and ITGA9, which, in addition to SMR analy-
ses, were also prioritised based on coding consequences, MX analysis, and DEPICT.

PPL encodes periplakin with membranous expression in squamous epithelium [64]
and, according to our SMR analyses, its expression is positively correlated with BP (Sup-
plementary Tables S5a–c and S12). Our 3× SMR analyses showed that its expression is
regulated through methylation of the downstream region of the gene. According to the
REMC project data [36], this region is mapped to the downstream promoter and epithelial
enhancer of the gene (Supplementary Figure S2). Interestingly, both GeneMANIA and
DEPICT enrichment analyses predicted the function of PPL to be related to epithelial
development and differentiation and cell–extracellular matrix junctions.

ITGA9 encoding integrin alpha 9 is also mostly expressed in squamous epithelium [64].
Our SMR results show its expression to be positively correlated with BP (Supplementary
Tables S5a–c and S12). Besides, Supplementary Table S13 shows that the expression of
ITGA9 is positively regulated by the methylation of an upstream region (Supplementary
Figure S3), which maps to a transcription factor-binding site for ZBTB33 [37]. The observed
increased interaction of ZBTB33 with methylated DNA can explain this association [67].
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Nevertheless, the expression of these two genes i.e., ITGA9 and ZBTB33, is positively
correlated [68]. According to coregulation analyses using DEPICT, this gene is amongst the
top ten genes of hypotension, dilated heart atrium, and abnormal epithelium morphology
gene sets. In addition to the role of endothelial ITGA9 in angiogenesis [69] and venous
valve formation [70], the combination of these gene sets may suggest a new role in heart
endocardium, inner layer of epithelial cells. This is concordant with the evidence of high
expression of ZBTB33 in the heart [68]. ITGA9, together with its top related genes, is
involved in extracellular matrix organization based on GeneMANIA predictions. It is a
druggable target (Supplementary Table S9d) and could be considered for BP therapeutics.

Another example is the ERAP2 gene which was also highlighted based on our multi-
layer association lookups (Supplementary Table S3). ERAP2, the nearby gene to rs709668
amongst the seven lead BP SNPs with multilayer molecular associations (Figure 2), encodes
for endoplasmic reticulum aminopeptidase 2 which plays a role in angiogenesis and BP
regulation [71,72] and is positively correlated with BP (Supplementary Table S5a,b). A
locus within the 18th intron of the ERAP2 gene affects the methylation of the blood en-
hancer region at the early sequence of the nearby gene LNPEP [36] (Supplementary Figure
S4) with related functions (based on GeneMANIA predictions) and positive correlation
with BP. The methylation of this site coincidentally increases the expression of ERAP2 and
LNPEP (Supplementary Table S13) which may be explained partly via suppressing a cryptic
promoter yielding a higher expression [73] and/or complementarily by other potential
molecular mediators. These two genes are known drug targets (Supplementary Table S9c)
and could be considered for repurposing.

Two other genes with high levels of evidence from different prioritization approaches
are TP53INP1 and SENP2. TP53INP1 encodes for tumour protein p53 inducible nuclear
protein 1. It is associated with hypertension [74] and is involved in autophagy [75,76]. Our
functional enrichment analyses suggest its contribution to kidney failure. SMR analyses
show its positive correlation with BP (Supplementary Table S5a,b); 3× SMR analyses sug-
gest that the increased methylation level of its upstream promoter decreases the expression
of TP53INP1 and, ultimately, BP (Supplementary Figure S5 and Table S13). SENP2, encod-
ing SUMO specific peptidase 2, modulates the Wnt signalling pathway and in turn, heart
development [77]. It is also reported to be involved in adipogenesis [78]. We showed that
its expression level is positively correlated with SBP (Supplementary Table S5a). SENP2
and TP53INP1 are druggable targets (Supplementary Table S9d) and can be considered for
drug design.

3.2.2. General Mechanisms

Our functional enrichment results using all the 1880 prioritised genes suggest that
amongst the four major categories mentioned as the driving regulators of BP, i.e., cardiac
output, peripheral vascular resistance, humoral mediators, and the sympathetic nervous
system [79], the first two play the main roles in the genetic component of BP regulation. To
name a few, terms related to cardiac muscle and chamber morphogenesis, angiogenesis
procedure, epithelial tube formation, and vascular smooth muscles differentiation are
frequently observed among enriched functions. All these can be seen as primary determi-
nants of the mechanical properties of blood flow and major contributors to cardiovascular
haemodynamics. Furthermore, our functional enrichment results (Supplementary Tables
S9–S11) highlight the involvement of the ECM, which in combination with other terms
may point towards arterial stiffness [80]. There is strong evidence to support that remod-
elling of the small arteries in hypertension indicates a remodelling of the ECM and of
the extracellular–vascular SMC attachment sites by integrins. Alterations in ECM compo-
nents, integrins, and other adhesion molecules result in a rearrangement of SMCs and a
restructured vascular wall [81]. Vascular muscle cell hyperplasia and accumulation of ECM
proteins, compounded by vascular calcification, reduce the elasticity of large vessels and
culminate in arterial stiffness [82,83], which is an independent risk factor for cardiovascular
diseases and target organ damage [84]. Further supporting evidence for the involvement
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of arterial stiffness in BP regulation comes from the observed correlations and also shared
genes for these two traits [85,86].

The expression and function of our most highly prioritised genes provide links to the
vascular endothelium, vascular and cardiac muscle cells, and heart in terms of morphology
and development. These findings suggest that arterial stiffness and endothelial dysfunction
are key components of the pathogenesis of hypertension [82,83].

Trait-specific functional analysis revealed cardiovascular anatomical structure, kidney
function, and ECM organization as specific mechanisms for regulation of systolic, diastolic,
and pulse pressure, respectively.

The results of tissue prioritization which highlights arteries, muscles, and connective
adipose tissues are in line with the abovementioned conclusions on the major BP regulatory
mechanisms and also with previous studies [7,9,19]. In addition, the substantial pleiotropic
effects of BP loci on heart rate and also associations with aortic root sise (Supplementary
Table S1) provide further supporting evidence for the important role of the mechanical
properties of blood flow in BP regulation.

3.3. Clinical Insights

We also searched drug databases for interactions with our prioritizsd genes in order to
translate the results into potentially useful clinical information. The list of drugs interacting
with our prioritised genes covered ~80% of all the TTD drugs [33], with the primary
indication for hyper/hypotension, which provides confidence in our results. In addition,
non-BP drugs targeting our prioritised genes make new candidates for repositioning.
An example is Tosedostat, which shows interactions with seven prioritised genes for BP,
including two of the most highly prioritised. This drug has shown hypotensive side effects
in more than 30% of patients [87]. Obviously, these results require careful follow-up in
complementary studies that evaluate different pharmacological aspects of suggested drug
targets and suitability of each drug for repositioning. Our results can also be added to the
current drug target prioritization tools [88] to help identify the most suitable drug targets.
Moreover, specific mechanistic insights on the regulation of different BP traits can be of
importance for developing or even prescribing appropriate treatments for patients with
different BP complications.

3.4. Future Perspectives

Beyond DNA methylation and gene expression, there is a variety of other molecular
layers that might be informative in biological translation of GWAS signals. Although
we tried to leverage proteomics and metabolomics through our multilayer molecular
association analysis, more comprehensive efforts, including these, as well as other molecular
signatures such as other epigenetic markers and splicing effects, are the possible next steps.
We also did not include rare variants (MAF < 0.01) or indels, as these were not present in the
ICBP/UKB GWAS data. When available, addition of such variants should be informative
and may be incorporated in future studies.

Our integrative multi-omics study is based on the largest meta-GWAS on BP to date
including over 750,000 European people, with its results explaining over 10% of the total
blood pressure heritability of around 50% [2,3]. Our results help to inform key components
and mechanistic insights into BP regulation. Larger meta-GWAS efforts on BP are ongoing,
which promise further success in explaining the genetic component of BP and can be
followed by more comprehensive post-GWAS studies. Trans-ancestry analyses are also
required to make the results more generalizable.

4. Materials and Methods
4.1. GWAS Data

We worked on full sets of GWAS meta-analyses results (i.e., summary statistics)
from >750,000 individuals representing the discovery stage based on the combination of
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International Consortium of Blood Pressure (ICBP) and UK Biobank GWAS of SBP, DBP,
and PP provided by Evangelou et al. [9].

4.2. Gene Prioritization

We used large-scale blood datasets where genetic–molecular associations were needed
(i.e., Sections 4.2.2 and 4.2.3) and replicated the prioritised genes in the relevant cardio-
vascular tissues. We reasoned the use of this strategy in the Introduction as well as in
Appendix A.

4.2.1. Coding Consequences of BP Loci

We performed in silico sequencing based on the 901 GWAS SNPs (gSNPs) reported
by Evangelou et al. [9] using our previously published pipeline [11] to investigate the
coding consequences of BP-associated loci. We prioritised genes with nonsynonymous
variations linked (r2 > 0.5) to 901 BP loci. We also investigated the severity of their functional
consequences (Supplementary Methods).

4.2.2. Seeking Pleiotropic Associations of BP Loci with Different Molecular Traits

We used Phenoscanner [28] to look up the associations of 901 gSNPs with different
molecular traits in the European population, including DNA methylation, gene expression,
protein levels, and metabolite levels. Herein, we call pleiotropic associations with all four
molecular layers multilayer molecular associations and consider a gene to be prioritised if
it has associations with all the four molecular traits.

4.2.3. Transcriptome-Wide Association Study (TWAS) Using Summary Statistics

We performed TWAS analyses on blood expression datasets with large sample sizes,
i.e., eQTLGen (n = ~32,000) [89] and DGN (n = 922) [90], to empower the detection of
likely causal genes, using two different methods, i.e., MX and SMR to reciprocally confirm
significant associations. Both methods rely on genetic data and potentially suffer from LD
confounding effects due to multiple distinct but linked causal variants for gene expression
and the trait. We identified and excluded possibly confounded results using appropriate
tests for each TWAS approach, i.e., the COLOC [91] and HEterogeneity In Dependent
Instruments (HEIDI) [14] tests for MX and SMR, respectively (Supplementary Methods).

4.2.4. Determining Coregulated Genes within BP-Associated Loci

We also conducted gene prioritization analysis using DEPICT [29], which is based
on functional similarities for all genes, even functionally unknown, that lie within trait-
associated loci according to co-expression data. Our analyses were based on the DEPICT
default settings, i.e., LD r2 < 0.05 and physical distance of 500 kb for clumping, with a
GWAS p-value threshold of 5.0 × 10−8. We ran DEPICT on full sets of GWAS summary
statistics of SBP, DBP, and PP separately.

4.3. Tissue Prioritization

Aiming to identify the most relevant context for the prioritised genes to be followed,
we repeated TWAS analyses, including both MX and SMR, but used 48 tissues from the
GTEx consortium [92], based on the three GWAS of SBP, DBP, and PP. We prioritised
tissues based on their enrichment of gene expression associations, measured by the average
squares of the Z-scores calculated for the association of BP traits and genetic components
of gene expression levels. Since GTEx v7 lacked other important tissues like kidney, we
also performed DEPICT tissue enrichment analysis which utilises a set of 37,427 human
microarray samples to identify tissue/cell types in which genes from the associated loci
are highly expressed. Highly relevant tissues were then used to confirm gene expression
associations of the most highly prioritised genes with BP levels.
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4.4. Functional Follow-Up of the Genetically Prioritised Genes

We merged the prioritised gene sets for each BP trait separately and for all the BP traits
combined by including genes with at least one source of biological evidence, i.e., genes (i)
with coding consequences, (ii) from multilayer associations with molecular traits, (iii) with
expression levels associated with BP, (iv) coregulated with other genes from BP-associated
loci. Then, we used the final merged lists of prioritised genes for downstream analyses
(Figure 1). We also selected the most highly prioritised genes by scoring genes based on the
number of different prioritization methods providing evidence for that gene. After that,
we reviewed literature for the investigated functions of those genes in relation to BP using
ISI Web of Science with the following search strategy based on the topic of study (TS) and
using ALL languages and ALL document types across ALL timespans:

TS = (Gene_name AND (“blood pressure” OR hyp*tension))

4.4.1. Suitability of Prioritised Genes as Drug Targets

To investigate the clinical relevance of our prioritised genes, we queried the DGIdb [31]
for known drug–gene interactions or druggable categories. Next, we investigated if the
interacting drugs are primarily indicated for hyper-/hypotension using the TTD [33]. We
also checked if the interacting drugs have BP-related adverse effects using the SIDER side
effect resource [32]. Finally, we examined the enrichment of BP drug targets among our list
of prioritised genes.

4.4.2. Functional Enrichment Analyses of Prioritised Genes

To better understand the functional consequences of our prioritised genes (see above)
for each BP trait as well as for all the BP traits combined, we used them as input to
construct composite networks followed by functional enrichment analysis. We applied
Cytoscape v3.7.1 extended by the GeneMania plugin v3.4.1 using its comprehensive set
of accompanying databases. We used the RamiGO R package [93] for the visualization of
significant GO terms within the appropriate GO tree. As a negative control, we constructed
five random gene sets with the same number as our prioritised gene list and repeated the
abovementioned steps.

Additionally, another set of enrichment analyses was completed using DEPICT (see
above) with its 14,461 reconstituted gene sets based on co-expression data of 77,840 samples.

4.4.3. Potential Mediating Mechanisms: From Sequences to Consequences

To further investigate the potential mediating mechanisms from DNA to BP, we ran
two extra rounds of SMR analyses, first on the blood mQTL data versus three BP GWASs
(SBP, DBP, and PP), and second on blood mQTL data versus blood eQTL data. Then, we
added the TWAS results (see above) and determined the intersection of all the three runs as
robust evidence for mediatory effects of epigenetic mechanisms in BP regulation (i.e., DNA
→ methylation→ gene expression→ BP). For details, see Supplementary Methods (3×
SMR section) and the study by Wu et al. [13].

4.5. Replication of the Prioritised Genes in an Independent Population

We employed both TWAS approaches (i.e., MX and SMR) using BP GWAS results of
the MVP cohort (n = 220,680) from the Giri et al. study [19] to independently confirm our
most highly prioritised genes as well as the newly identified genes with more than one
source of evidence.

5. Conclusions

To conclude, recent advances in GWAS discovery of BP have shed light on the hitherto
hidden side of BP biology, i.e., its genetic component. Here, we tried to translate BP
GWAS results into biological insights and provided the likely causal genes that should be
targeted in the most relevant tissues alongside with the suggested mechanisms involved.
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We prioritised hundreds of likely causal genes, among which we identified and successfully
validated 28 new genes for BP. Our examination of gene expression–BP associations in
different tissues prioritised arteries, muscles, subcutaneous adipose tissue, and fibroblasts.
Mechanisms of BP genetic regulation were mostly related to cardiovascular structures, with
anatomical structures more specific for SBP, kidney development more specific for DBP,
and extracellular matrix organization more specific for PP. Follow-up of these results may
eventually yield more precise, individualised control of BP.

Supplementary Materials: The following supporting information can be downloaded at: https://
www.mdpi.com/article/10.3390/ijms23147557/s1. References [94–96] are cited in the supplementary
materials.
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Appendix A

Previous comprehensive studies on eQTLs showed that proximal genetic regulatory
effects (also called with prefix ‘cis’) are mostly non-tissue-specific [24,89]. Here, we in-
vestigated the overlap of eQTLs from the large eQTLGen blood dataset with 48 GTEx
tissues to evaluate the extent to which analyses in blood are representative of cis-regulatory
mechanisms in different tissues (Figure A1).

As shown in the figure, the majority of FDR-significant eQTLs (FDR < 0.05) in different
GTEx datasets with tiny sample sizes are present in the eQTLGen dataset. Moreover,
many of the FDR-significant eQTLs from GTEx datasets that do not pass the genome-wide
significant p-value threshold pass this threshold in eQTLGen. As SMR is based on highly
significant eQTLs (p < 5 × 10−8), this constitutes an additive value for using eQTLGen by
providing more power to detect regulatory associations. We did not test the correlation
of mQTL data from a variety of tissues with blood. However, Qi et al. already showed
that the correlation of other tissue datasets with blood for mQTLs is even stronger than
for eQTLs [24]. There might be still a minority of tissue-specific effects which remains
elusive. Meanwhile, pinpointing true tissue-specific associations from dataset-specific false
positives is challenging in the absence of replication datasets and small sample sizes for
individual tissues. Moreover, there is no evidence of the enrichment of tissue-specific
eQTLs for associations with complex traits [97].
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Appendix A – Figure 1. Correlation of effect estimates between eQTLGen dataset and 
significant (FDR<0.05) eQTLs from 48 GTEx tissues. Two numbers are reported above each plot: 
‘Significant in both’ indicates the percentage of genome-wide significant (GW-sig) eQTLs in each tissue that are also GW-sig in 
eQTLGen; ‘Significant in eQTLGen’ indicates the percentage of FDR-significant eQTLs of each tissue that that reach GW-sig only 
in eQTLGen. Palindromic SNPs were removed prior to comparison. 

  

Figure A1. Correlation of effect estimates between eQTLGen dataset and significant (FDR < 0.05)
eQTLs from 48 GTEx tissues. Two numbers are reported above each plot: ‘Significant in both’
indicates the percentage of genome-wide significant (GW-sig) eQTLs in each tissue that are also
GW-sig in eQTLGen; ‘Significant in eQTLGen’ indicates the percentage of FDR-significant eQTLs
of each tissue that that reach GW-sig only in eQTLGen. Palindromic SNPs were removed prior to
comparison.

References
1. WHO|A Global Brief on Hypertension. Available online: https://www.who.int/cardiovascular_diseases/publications/global_

brief_hypertension/en/ (accessed on 25 June 2019).
2. Doris, P.A. The Genetics of Blood Pressure and Hypertension: The Role of Rare Variation. Cardiovasc. Ther. 2011, 29, 37–45.

[CrossRef] [PubMed]
3. Wang, X.; Snieder, H. Heritability and Familial Aggregation of Blood Pressure. In Pediatric Hypertension; Flynn, J.T., Ingelfinger,

J.R., Redwine, K.M., Eds.; Springer International Publishing: Cham, Switzerland, 2018; pp. 159–176. ISBN 978-3-319-31107-4.
4. Ehret, G.B.; Ferreira, T.; Chasman, D.I.; Jackson, A.U.; Schmidt, E.M.; Johnson, T.; Thorleifsson, G.; Luan, J.; Donnelly, L.A.;

Kanoni, S.; et al. The Genetics of Blood Pressure Regulation and Its Target Organs from Association Studies in 342,415 Individuals.
Nat. Genet. 2016, 48, 1171–1184. [CrossRef] [PubMed]

5. Hoffmann, T.J.; Ehret, G.B.; Nandakumar, P.; Ranatunga, D.; Schaefer, C.; Kwok, P.-Y.; Iribarren, C.; Chakravarti, A.; Risch, N.
Genome-Wide Association Analyses Using Electronic Health Records Identify New Loci Influencing Blood Pressure Variation.
Nat. Genet. 2017, 49, 54–64. [CrossRef] [PubMed]

6. Wain, L.V.; Vaez, A.; Jansen, R.; Joehanes, R.; van der Most, P.J.; Erzurumluoglu, A.M.; O’Reilly, P.F.; Cabrera, C.P.; Warren, H.R.;
Rose, L.M.; et al. Novel Blood Pressure Locus and Gene Discovery Using Genome-Wide Association Study and Expression Data
Sets From Blood and the Kidney. Hypertension 2017, 70, e4–e19. [CrossRef]

7. Warren, H.R.; Evangelou, E.; Cabrera, C.P.; Gao, H.; Ren, M.; Mifsud, B.; Ntalla, I.; Surendran, P.; Liu, C.; Cook, J.P.; et al.
Genome-Wide Association Analysis Identifies Novel Blood Pressure Loci and Offers Biological Insights into Cardiovascular Risk.
Nat. Genet. 2017, 49, 403–415. [CrossRef]

8. Kraja, A.T.; Cook, J.P.; Warren, H.R.; Surendran, P.; Liu, C.; Evangelou, E.; Manning, A.K.; Grarup, N.; Drenos, F.; Sim, X.; et al.
New Blood Pressure–Associated Loci Identified in Meta-Analyses of 475 000 Individuals. Circ. Cardiovasc. Genet. 2017, 10,
e001778. [CrossRef]

9. Evangelou, E.; Warren, H.R.; Mosen-Ansorena, D.; Mifsud, B.; Pazoki, R.; Gao, H.; Ntritsos, G.; Dimou, N.; Cabrera, C.P.; Karaman,
I.; et al. Genetic Analysis of over 1 Million People Identifies 535 New Loci Associated with Blood Pressure Traits. Nat. Genet. 2018,
50, 1412–1425. [CrossRef]

10. Brodie, A.; Azaria, J.R.; Ofran, Y. How Far from the SNP May the Causative Genes Be? Nucleic Acids Res. 2016, 44, 6046–6054.
[CrossRef]

11. Vaez, A.; Jansen, R.; Prins, B.P.; Hottenga, J.-J.; de Geus, E.J.C.; Boomsma, D.I.; Penninx, B.W.J.H.; Nolte, I.M.; Snieder, H.;
Alizadeh, B.Z. In Silico Post Genome-Wide Association Studies Analysis of C-Reactive Protein Loci Suggests an Important Role
for Interferons. Circ. Cardiovasc. Genet. 2015, 8, 487–497. [CrossRef]



Int. J. Mol. Sci. 2022, 23, 7557 25 of 28

12. Kato, N.; Loh, M.; Takeuchi, F.; Verweij, N.; Wang, X.; Zhang, W.; Kelly, T.N.; Saleheen, D.; Lehne, B.; Leach, I.M.; et al. Trans-
Ancestry Genome-Wide Association Study Identifies 12 Genetic Loci Influencing Blood Pressure and Implicates a Role for DNA
Methylation. Nat. Genet. 2015, 47, 1282–1293. [CrossRef]

13. Wu, Y.; Zeng, J.; Zhang, F.; Zhu, Z.; Qi, T.; Zheng, Z.; Lloyd-Jones, L.R.; Marioni, R.E.; Martin, N.G.; Montgomery, G.W.; et al.
Integrative Analysis of Omics Summary Data Reveals Putative Mechanisms Underlying Complex Traits. Nat. Commun. 2018, 9,
918. [CrossRef] [PubMed]

14. Zhu, Z.; Zhang, F.; Hu, H.; Bakshi, A.; Robinson, M.R.; Powell, J.E.; Montgomery, G.W.; Goddard, M.E.; Wray, N.R.; Visscher, P.M.;
et al. Integration of Summary Data from GWAS and EQTL Studies Predicts Complex Trait Gene Targets. Nat. Genet. 2016, 48,
481–487. [CrossRef] [PubMed]

15. Li, B.; Ritchie, M.D. From GWAS to Gene: Transcriptome-Wide Association Studies and Other Methods to Functionally Under-
stand GWAS Discoveries. Front. Genet. 2021, 12, 713230. [CrossRef] [PubMed]

16. Raser, J.M.; O’Shea, E.K. Noise in Gene Expression: Origins, Consequences, and Control. Science 2005, 309, 2010–2013. [CrossRef]
[PubMed]

17. Gonzalez-Jaramillo, V.; Portilla-Fernandez, E.; Glisic, M.; Voortman, T.; Bramer, W.; Chowdhury, R.; Roks, A.J.M.; Jan Danser,
A.H.; Muka, T.; Nano, J.; et al. The Role of DNA Methylation and Histone Modifications in Blood Pressure: A Systematic Review.
J. Hum. Hypertens. 2019, 33, 703–715. [CrossRef]

18. Barbeira, A.N.; Dickinson, S.P.; Bonazzola, R.; Zheng, J.; Wheeler, H.E.; Torres, J.M.; Torstenson, E.S.; Shah, K.P.; Garcia, T.;
Edwards, T.L.; et al. Exploring the Phenotypic Consequences of Tissue Specific Gene Expression Variation Inferred from GWAS
Summary Statistics. Nat. Commun. 2018, 9, 1825. [CrossRef]

19. Giri, A.; Hellwege, J.N.; Keaton, J.M.; Park, J.; Qiu, C.; Warren, H.R.; Torstenson, E.S.; Kovesdy, C.P.; Sun, Y.V.; Wilson, O.D.;
et al. Trans-Ethnic Association Study of Blood Pressure Determinants in over 750,000 Individuals. Nat. Genet. 2019, 51, 51–62.
[CrossRef]

20. Zhao, Y.; Blencowe, M.; Shi, X.; Shu, L.; Levian, C.; Ahn, I.S.; Kim, S.K.; Huan, T.; Levy, D.; Yang, X. Integrative Genomics Analysis
Unravels Tissue-Specific Pathways, Networks, and Key Regulators of Blood Pressure Regulation. Front. Cardiovasc. Med. 2019, 6,
21. [CrossRef]

21. Cabrera, C.P.; Ng, F.L.; Nicholls, H.L.; Gupta, A.; Barnes, M.R.; Munroe, P.B.; Caulfield, M.J. Over 1000 Genetic Loci Influencing
Blood Pressure with Multiple Systems and Tissues Implicated. Hum. Mol. Genet. 2019, 28, R151–R161. [CrossRef]

22. Eales, J.M.; Jiang, X.; Xu, X.; Saluja, S.; Akbarov, A.; Cano-Gamez, E.; McNulty, M.T.; Finan, C.; Guo, H.; Wystrychowski, W.; et al.
Uncovering Genetic Mechanisms of Hypertension through Multi-Omic Analysis of the Kidney. Nat. Genet. 2021, 53, 630–637.
[CrossRef]

23. Võsa, U.; Claringbould, A.; Westra, H.-J.; Bonder, M.J.; Zeng, B.; Kirsten, H.; Saha, A.; Kreuzhuber, R.; Kasela, S.; Pervjakova, N.;
et al. Unraveling the Polygenic Architecture of Complex Traits Using Blood EQTL Meta- Analysis. bioRxiv 2018, 63, 447367.

24. Qi, T.; Wu, Y.; Zeng, J.; Zhang, F.; Xue, A.; Jiang, L.; Zhu, Z.; Kemper, K.; Yengo, L.; Zheng, Z.; et al. Identifying Gene Targets for
Brain-Related Traits Using Transcriptomic and Methylomic Data from Blood. Nat. Commun. 2018, 9, 2282. [CrossRef]

25. Asefa, N.G.; Kamali, Z.; Pereira, S.; Vaez, A.; Jansonius, N.; Bergen, A.A.; Snieder, H. Bioinformatic Prioritization and Functional
Annotation of GWAS-Based Candidate Genes for Primary Open-Angle Glaucoma. Genes 2022, 13, 1055. [CrossRef]

26. Wang, K.; Li, M.; Hakonarson, H. ANNOVAR: Functional Annotation of Genetic Variants from High-Throughput Sequencing
Data. Nucleic Acids Res. 2010, 38, e164. [CrossRef] [PubMed]

27. McLaren, W.; Gil, L.; Hunt, S.E.; Riat, H.S.; Ritchie, G.R.S.; Thormann, A.; Flicek, P.; Cunningham, F. The Ensembl Variant Effect
Predictor. Genome Biol. 2016, 17, 122. [CrossRef]

28. Staley, J.R.; Blackshaw, J.; Kamat, M.A.; Ellis, S.; Surendran, P.; Sun, B.B.; Paul, D.S.; Freitag, D.; Burgess, S.; Danesh, J.; et al.
PhenoScanner: A Database of Human Genotype–Phenotype Associations. Bioinformatics 2016, 32, 3207–3209. [CrossRef] [PubMed]

29. Pers, T.H.; Karjalainen, J.M.; Chan, Y.; Westra, H.-J.; Wood, A.R.; Yang, J.; Lui, J.C.; Vedantam, S.; Gustafsson, S.; Esko, T.; et al.
Biological Interpretation of Genome-Wide Association Studies Using Predicted Gene Functions. Nat. Commun. 2015, 6, 5890.
[CrossRef] [PubMed]

30. Mele, M.; Ferreira, P.G.; Reverter, F.; DeLuca, D.S.; Monlong, J.; Sammeth, M.; Young, T.R.; Goldmann, J.M.; Pervouchine, D.D.;
Sullivan, T.J.; et al. The Human Transcriptome across Tissues and Individuals. Science 2015, 348, 660–665. [CrossRef]

31. Cotto, K.C.; Wagner, A.H.; Feng, Y.-Y.; Kiwala, S.; Coffman, A.C.; Spies, G.; Wollam, A.; Spies, N.C.; Griffith, O.L.; Griffith,
M. DGIdb 3.0: A Redesign and Expansion of the Drug–Gene Interaction Database. Nucleic Acids Res. 2018, 46, D1068–D1073.
[CrossRef]

32. Kuhn, M.; Letunic, I.; Jensen, L.J.; Bork, P. The SIDER Database of Drugs and Side Effects. Nucleic Acids Res. 2016, 44, D1075–D1079.
[CrossRef]

33. Li, Y.H.; Yu, C.Y.; Li, X.X.; Zhang, P.; Tang, J.; Yang, Q.; Fu, T.; Zhang, X.; Cui, X.; Tu, G.; et al. Therapeutic Target Database
Update 2018: Enriched Resource for Facilitating Bench-to-Clinic Research of Targeted Therapeutics. Nucleic Acids Res. 2018, 46,
D1121–D1127. [CrossRef] [PubMed]

34. Warde-Farley, D.; Donaldson, S.L.; Comes, O.; Zuberi, K.; Badrawi, R.; Chao, P.; Franz, M.; Grouios, C.; Kazi, F.; Lopes, C.T.;
et al. The GeneMANIA Prediction Server: Biological Network Integration for Gene Prioritization and Predicting Gene Function.
Nucleic Acids Res. 2010, 38, W214–W220. [CrossRef] [PubMed]



Int. J. Mol. Sci. 2022, 23, 7557 26 of 28

35. Shannon, P. Cytoscape: A Software Environment for Integrated Models of Biomolecular Interaction Networks. Genome Res. 2003,
13, 2498–2504. [CrossRef] [PubMed]

36. Kundaje, A.; Meuleman, W.; Ernst, J.; Bilenky, M.; Yen, A.; Heravi-Moussavi, A.; Kheradpour, P.; Zhang, Z.; Wang, J.; et al.
Integrative Analysis of 111 Reference Human Epigenomes. Nature 2015, 518, 317–330. [CrossRef]

37. The ENCODE Project Consortium An Integrated Encyclopedia of DNA Elements in the Human Genome. Nature 2012, 489, 57–74.
[CrossRef]

38. McRae, A.; Marioni, R.E.; Shah, S.; Yang, J.; Powell, J.E.; Harris, S.E.; Gibson, J.; Henders, A.K.; Bowdler, L.; Painter, J.N.; et al.
Identification of 55,000 Replicated DNA Methylation QTL. Sci. Rep. 2018, 8, 17605. [CrossRef]

39. Hauberg, M.E.; Zhang, W.; Giambartolomei, C.; Franzén, O.; Morris, D.L.; Vyse, T.J.; Ruusalepp, A.; CommonMind Consortium;
Sklar, P.; Schadt, E.E.; et al. Large-Scale Identification of Common Trait and Disease Variants Affecting Gene Expression. Am. J.
Hum. Genet. 2017, 100, 885–894. [CrossRef]

40. Park, S.; Lee, H.; Kim, M.; Park, J.; Kim, S.-H.; Park, J. Emerging Roles of TRIO and F-Actin-Binding Protein in Human Diseases.
Cell Commun. Signal. CCS 2018, 16, 29. [CrossRef]

41. Gao, X.R.; Huang, H.; Nannini, D.R.; Fan, F.; Kim, H. Genome-Wide Association Analyses Identify New Loci Influencing
Intraocular Pressure. Hum. Mol. Genet. 2018, 27, 2205–2213. [CrossRef]

42. Tarbell, J.M.; Simon, S.I.; Curry, F.-R.E. Mechanosensing at the Vascular Interface. Annu. Rev. Biomed. Eng. 2014, 16, 505–532.
[CrossRef]

43. Liu, Q.; Sheng, W.; Ma, Y.; Zhen, J.; Roy, S.; Alvira Jafar, C.; Xin, W.; Wan, Q. USP36 Protects Proximal Tubule Cells from Ischemic
Injury by Stabilizing C-Myc and SOD2. Biochem. Biophys. Res. Commun. 2019, 513, 502–508. [CrossRef] [PubMed]

44. Wu, Z.; Hansmann, B.; Meyer-Hoffert, U.; Gläser, R.; Schröder, J.-M. Molecular Identification and Expression Analysis of
Filaggrin-2, a Member of the S100 Fused-Type Protein Family. PLoS ONE 2009, 4, e5227. [CrossRef] [PubMed]

45. Bis, J.C.; Kavousi, M.; Franceschini, N.; Isaacs, A.; Abecasis, G.R.; Schminke, U.; Post, W.S.; Smith, A.V.; Cupples, L.A.; Markus,
H.S.; et al. Meta-Analysis of Genome-Wide Association Studies from the CHARGE Consortium Identifies Common Variants
Associated with Carotid Intima Media Thickness and Plaque. Nat. Genet. 2011, 43, 940–947. [CrossRef]

46. Roselli, C.; Chaffin, M.D.; Weng, L.-C.; Aeschbacher, S.; Ahlberg, G.; Albert, C.M.; Almgren, P.; Alonso, A.; Anderson, C.D.;
Aragam, K.G.; et al. Multi-Ethnic Genome-Wide Association Study for Atrial Fibrillation. Nat. Genet. 2018, 50, 1225–1233.
[CrossRef] [PubMed]

47. Jensen, K.B.; Watt, F.M. Single-Cell Expression Profiling of Human Epidermal Stem and Transit-Amplifying Cells: Lrig1 Is a
Regulator of Stem Cell Quiescence. Proc. Natl. Acad. Sci. USA 2006, 103, 11958–11963. [CrossRef]

48. Yang, M.; Yuan, Z.-M. A Novel Role of PRR14 in the Regulation of Skeletal Myogenesis. Cell Death Dis. 2015, 6, e1734. [CrossRef]
49. Ahn, B.; Soundarapandian, M.M.; Sessions, H.; Peddibhotla, S.; Roth, G.P.; Li, J.-L.; Sugarman, E.; Koo, A.; Malany, S.; Wang, M.;

et al. MondoA Coordinately Regulates Skeletal Myocyte Lipid Homeostasis and Insulin Signaling. J. Clin. Investig. 2016, 126,
3567–3579. [CrossRef]

50. Sawa, C.; Yoshikawa, T.; Matsuda-Suzuki, F.; Deléhouzée, S.; Goto, M.; Watanabe, H.; Sawada, J.; Kataoka, K.; Handa, H.
YEAF1/RYBP and YAF-2 Are Functionally Distinct Members of a Cofactor Family for the YY1 and E4TF1/HGABP Transcription
Factors. J. Biol. Chem. 2002, 277, 22484–22490. [CrossRef]

51. Kalenik, J.L.; Chen, D.; Bradley, M.E.; Chen, S.J.; Lee, T.C. Yeast Two-Hybrid Cloning of a Novel Zinc Finger Protein That Interacts
with the Multifunctional Transcription Factor YY1. Nucleic Acids Res. 1997, 25, 843–849. [CrossRef]

52. Lioumi, M.; Ferguson, C.A.; Sharpe, P.T.; Freeman, T.; Marenholz, I.; Mischke, D.; Heizmann, C.; Ragoussis, J. Isolation and
Characterization of Human and Mouse ZIRTL, a Member of the IRT1 Family of Transporters, Mapping within the Epidermal
Differentiation Complex. Genomics 1999, 62, 272–280. [CrossRef]

53. Schroder, W.; Cloonan, N.; Bushell, G.; Sculley, T. Alternative Polyadenylation and Splicing of MRNAs Transcribed from the
Human Sin1 Gene. Gene 2004, 339, 17–23. [CrossRef] [PubMed]

54. Yang, Q.; Inoki, K.; Ikenoue, T.; Guan, K.-L. Identification of Sin1 as an Essential TORC2 Component Required for Complex
Formation and Kinase Activity. Genes Dev. 2006, 20, 2820–2832. [CrossRef] [PubMed]

55. Pellett, S.; Tracy, J.W. Mak16p Is Required for the Maturation of 25S and 5.8S RRNAs in the Yeast Saccharomyces Cerevisiae. Yeast
Chichester Engl. 2006, 23, 495–506. [CrossRef] [PubMed]

56. Li, C.; Bademci, G.; Subasioglu, A.; Diaz-Horta, O.; Zhu, Y.; Liu, J.; Mitchell, T.G.; Abad, C.; Seyhan, S.; Duman, D.; et al.
Dysfunction of GRAP, Encoding the GRB2-Related Adaptor Protein, Is Linked to Sensorineural Hearing Loss. Proc. Natl. Acad.
Sci. USA 2019, 116, 1347–1352. [CrossRef]

57. Stelzer, G.; Rosen, N.; Plaschkes, I.; Zimmerman, S.; Twik, M.; Fishilevich, S.; Stein, T.I.; Nudel, R.; Lieder, I.; Mazor, Y.; et al.
The GeneCards Suite: From Gene Data Mining to Disease Genome Sequence Analyses. Curr. Protoc. Bioinforma. 2016, 54,
1.30.1–1.30.33. [CrossRef] [PubMed]

58. Baskaran, Y.; Ang, K.C.; Anekal, P.V.; Chan, W.L.; Grimes, J.M.; Manser, E.; Robinson, R.C. An in Cellulo-Derived Structure of
PAK4 in Complex with Its Inhibitor Inka1. Nat. Commun. 2015, 6, 8681. [CrossRef] [PubMed]

59. PubChem PAK4-P21 (RAC1) Activated Kinase 4 (Human). Available online: https://pubchem.ncbi.nlm.nih.gov/gene/PAK4
/human (accessed on 26 June 2022).

60. Sparber, P.; Filatova, A.; Khantemirova, M.; Skoblov, M. The Role of Long Non-Coding RNAs in the Pathogenesis of Hereditary
Diseases. BMC Med. Genom. 2019, 12, 63–78. [CrossRef]



Int. J. Mol. Sci. 2022, 23, 7557 27 of 28

61. Chen, X.; Yan, C.C.; Zhang, X.; You, Z.-H. Long Non-Coding RNAs and Complex Diseases: From Experimental Results to
Computational Models. Brief. Bioinform. 2017, 18, 558–576. [CrossRef]

62. Amlie-Wolf, A.; Tang, M.; Mlynarski, E.E.; Kuksa, P.P.; Valladares, O.; Katanic, Z.; Tsuang, D.; Brown, C.D.; Schellenberg, G.D.;
Wang, L.-S. INFERNO: Inferring the Molecular Mechanisms of Noncoding Genetic Variants. Nucleic Acids Res. 2018, 46, 8740–8753.
[CrossRef]

63. Santos, A.; Tsafou, K.; Stolte, C.; Pletscher-Frankild, S.; O’Donoghue, S.I.; Jensen, L.J. Comprehensive Comparison of Large-Scale
Tissue Expression Datasets. PeerJ 2015, 3, e1054. [CrossRef]

64. Uhlén, M.; Fagerberg, L.; Hallström, B.M.; Lindskog, C.; Oksvold, P.; Mardinoglu, A.; Sivertsson, Å.; Kampf, C.; Sjöstedt, E.;
Asplund, A.; et al. Proteomics. Tissue-Based Map of the Human Proteome. Science 2015, 347, 1260419. [CrossRef] [PubMed]

65. Zerbino, D.R.; Wilder, S.P.; Johnson, N.; Juettemann, T.; Flicek, P.R. The Ensembl Regulatory Build. Genome Biol. 2015, 16, 56.
[CrossRef] [PubMed]

66. Phillips, J.E.; Corces, V.G. CTCF: Master Weaver of the Genome. Cell 2009, 137, 1194–1211. [CrossRef] [PubMed]
67. Wang, G.; Luo, X.; Wang, J.; Wan, J.; Xia, S.; Zhu, H.; Qian, J.; Wang, Y. MeDReaders: A Database for Transcription Factors That

Bind to Methylated DNA. Nucleic Acids Res. 2018, 46, D146–D151. [CrossRef] [PubMed]
68. Wu, C.; Jin, X.; Tsueng, G.; Afrasiabi, C.; Su, A.I. BioGPS: Building Your Own Mash-up of Gene Annotations and Expression

Profiles. Nucleic Acids Res. 2016, 44, D313–D316. [CrossRef]
69. Guichet, P.-O.; Guelfi, S.; Teigell, M.; Hoppe, L.; Bakalara, N.; Bauchet, L.; Duffau, H.; Lamszus, K.; Rothhut, B.; Hugnot, J.-P.

Notch1 Stimulation Induces a Vascularization Switch with Pericyte-Like Cell Differentiation of Glioblastoma Stem Cells: Notch1
Vascularization of Glioma Stem Cells. Stem Cells 2015, 33, 21–34. [CrossRef] [PubMed]

70. Bazigou, E.; Lyons, O.T.A.; Smith, A.; Venn, G.E.; Cope, C.; Brown, N.A.; Makinen, T. Genes Regulating Lymphangiogenesis
Control Venous Valve Formation and Maintenance in Mice. J. Clin. Investig. 2011, 121, 2984–2992. [CrossRef]

71. Tanioka, T.; Hattori, A.; Masuda, S.; Nomura, Y.; Nakayama, H.; Mizutani, S.; Tsujimoto, M. Human Leukocyte-Derived Arginine
Aminopeptidase the Third Member of the Oxytocinase Subfamily of Aminopeptidases. J. Biol. Chem. 2003, 278, 32275–32283.
[CrossRef]

72. Cifaldi, L.; Romania, P.; Lorenzi, S.; Locatelli, F.; Fruci, D. Role of Endoplasmic Reticulum Aminopeptidases in Health and Disease:
From Infection to Cancer. Int. J. Mol. Sci. 2012, 13, 8338–8352. [CrossRef]

73. Moore, L.D.; Le, T.; Fan, G. DNA Methylation and Its Basic Function. Neuropsychopharmacology 2013, 38, 23–38. [CrossRef]
74. Schijven, D.; Geuze, E.; Vinkers, C.H.; Pulit, S.L.; Schür, R.R.; Malgaz, M.; Bekema, E.; Medic, J.; van der Kust, K.E.; Veldink,

J.H.; et al. Multivariate Genome-Wide Analysis of Stress-Related Quantitative Phenotypes. Eur. Neuropsychopharmacol. 2019, 29,
1354–1364. [CrossRef] [PubMed]

75. Seillier, M.; Peuget, S.; Gayet, O.; Gauthier, C.; N’Guessan, P.; Monte, M.; Carrier, A.; Iovanna, J.L.; Dusetti, N.J. TP53INP1,
a Tumor Suppressor, Interacts with LC3 and ATG8-Family Proteins through the LC3-Interacting Region (LIR) and Promotes
Autophagy-Dependent Cell Death. Cell Death Differ. 2012, 19, 1525–1535. [CrossRef] [PubMed]

76. Sancho, A.; Duran, J.; García-España, A.; Mauvezin, C.; Alemu, E.A.; Lamark, T.; Macias, M.J.; DeSalle, R.; Royo, M.; Sala, D.; et al.
DOR/Tp53inp2 and Tp53inp1 Constitute a Metazoan Gene Family Encoding Dual Regulators of Autophagy and Transcription.
PLoS ONE 2012, 7, e34034. [CrossRef]

77. The Gene Ontology Consortium The Gene Ontology Resource: 20 Years and Still GOing Strong. Nucleic Acids Res. 2019, 47,
D330–D338. [CrossRef] [PubMed]

78. Chung, S.S.; Ahn, B.Y.; Kim, M.; Choi, H.H.; Park, H.S.; Kang, S.; Park, S.G.; Kim, Y.-B.; Cho, Y.M.; Lee, H.K.; et al. Control of
Adipogenesis by the SUMO-Specific Protease SENP2. Mol. Cell. Biol. 2010, 30, 2135–2146. [CrossRef] [PubMed]

79. Delacroix, S.; Chokka, R.G. Hypertension: Pathophysiology and Treatment. J. Neurol. Neurophysiol. 2014, 5, 6. [CrossRef]
80. Lacolley, P.; Regnault, V.; Segers, P.; Laurent, S. Vascular Smooth Muscle Cells and Arterial Stiffening: Relevance in Development,

Aging, and Disease. Physiol. Rev. 2017, 97, 1555–1617. [CrossRef]
81. Xu, J.; Shi, G.-P. Vascular Wall Extracellular Matrix Proteins and Vascular Diseases. Biochim. Biophys. Acta 2014, 1842, 2106–2119.

[CrossRef]
82. Mitchell, G.F. Arterial Stiffness and Hypertension: Chicken or Egg? Hypertens. Dallas Tex 1979 2014, 64, 210–214. [CrossRef]
83. Mordi, I.; Mordi, N.; Delles, C.; Tzemos, N. Endothelial Dysfunction in Human Essential Hypertension. J. Hypertens. 2016, 34,

1464–1472. [CrossRef]
84. Kaess, B.M.; Rong, J.; Larson, M.G.; Hamburg, N.M.; Vita, J.A.; Levy, D.; Benjamin, E.J.; Vasan, R.S.; Mitchell, G.F. Aortic Stiffness,

Blood Pressure Progression, and Incident Hypertension. JAMA 2012, 308, 875–881. [CrossRef] [PubMed]
85. Ge, D.; Young, T.; Wang, X.; Kapuku, G.; Treiber, F.; Snieder, H. Heritability of Arterial Stiffness in Black and White American

Youth and Young Adults. Am. J. Hypertens. 2007, 20, 1065–1072. [CrossRef] [PubMed]
86. Ye, C.; Pan, Y.; Xu, X.; Su, S.; Snieder, H.; Treiber, F.; Kapuku, G.; Wang, X. Pulse Wave Velocity in Elastic and Muscular Arteries:

Tracking Stability and Association with Anthropometric and Hemodynamic Measurements. Hypertens. Res. 2016, 39, 786–791.
[CrossRef] [PubMed]

87. Cortes, J.; Feldman, E.; Yee, K.; Rizzieri, D.; Advani, A.S.; Charman, A.; Spruyt, R.; Toal, M.; Kantarjian, H. Two Dosing Regimens
of Tosedostat in Elderly Patients with Relapsed or Refractory Acute Myeloid Leukaemia (OPAL): A Randomised Open-Label
Phase 2 Study. Lancet Oncol. 2013, 14, 354–362. [CrossRef]



Int. J. Mol. Sci. 2022, 23, 7557 28 of 28

88. Carvalho-Silva, D.; Pierleoni, A.; Pignatelli, M.; Ong, C.; Fumis, L.; Karamanis, N.; Carmona, M.; Faulconbridge, A.; Hercules,
A.; McAuley, E.; et al. Open Targets Platform: New Developments and Updates Two Years On. Nucleic Acids Res. 2019, 47,
D1056–D1065. [CrossRef]

89. Võsa, U.; Claringbould, A.; Westra, H.-J.; Bonder, M.J.; Deelen, P.; Zeng, B.; Kirsten, H.; Saha, A.; Kreuzhuber, R.; Yazar, S.; et al.
Large-Scale Cis- and Trans-EQTL Analyses Identify Thousands of Genetic Loci and Polygenic Scores That Regulate Blood Gene
Expression. Nat. Genet. 2021, 53, 1300–1310. [CrossRef]

90. Battle, A.; Mostafavi, S.; Zhu, X.; Potash, J.B.; Weissman, M.M.; McCormick, C.; Haudenschild, C.D.; Beckman, K.B.; Shi, J.; Mei,
R.; et al. Characterizing the Genetic Basis of Transcriptome Diversity through RNA-Sequencing of 922 Individuals. Genome Res.
2014, 24, 14–24. [CrossRef]

91. Giambartolomei, C.; Vukcevic, D.; Schadt, E.E.; Franke, L.; Hingorani, A.D.; Wallace, C.; Plagnol, V. Bayesian Test for Colocalisation
between Pairs of Genetic Association Studies Using Summary Statistics. PLoS Genet. 2014, 10, e1004383. [CrossRef]

92. GTEx Consortium Genetic Effects on Gene Expression across Human Tissues. Nature 2017, 550, 204–213. [CrossRef]
93. Schröder, M.S.; Gusenleitner, D.; Quackenbush, J.; Culhane, A.C.; Haibe-Kains, B. RamiGO: An R/Bioconductor Package

Providing an AmiGO Visualize Interface. Bioinformatics 2013, 29, 666–668. [CrossRef]
94. Purcell, S.; Neale, B.; Todd-Brown, K.; Thomas, L.; Ferreira, M.A.R.; Bender, D.; Maller, J.; Sklar, P.; de Bakker, P.I.W.; Daly, M.J.;

et al. PLINK: A Tool Set for Whole-Genome Association and Population-Based Linkage Analyses. Am. J. Hum. Genet. 2007, 81,
559–575. [CrossRef] [PubMed]

95. 1000 Genomes Project Consortium; Auton, A.; Brooks, L.D.; Durbin, R.M.; Garrison, E.P.; Kang, H.M.; Korbel, J.O.; Marchini,
J.L.; McCarthy, S.; McVean, G.A.; et al. A Global Reference for Human Genetic Variation. Nature 2015, 526, 68–74. [CrossRef]
[PubMed]

96. Battram, T.; Yousefi, P.; Crawford, G.; Prince, C.; Babei, M.S.; Sharp, G.; Hatcher, C.; VegaSalas, M.J.; Khodabakhsh, S.; Whitehurst,
O.; et al. The EWAS Catalog: A Database of Epigenome-Wide Association Studies. Wellcome Open Res. 2021, 7, 41. [CrossRef]
[PubMed]

97. Ip, H.F.; Jansen, R.; Abdellaoui, A.; Bartels, M.; Ryten, M.; Hardy, J.; Weale, M.E.; Ramasamy, A.; Forabosco, P.; Matarin, M.; et al.
Characterizing the Relation Between Expression QTLs and Complex Traits: Exploring the Role of Tissue Specificity. Behav. Genet.
2018, 48, 374–385. [CrossRef] [PubMed]


