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Twin studies reveal high genetic overlap between anxiety disorders and depression, contributing to the internalising spectrum.
Some genetic specificity for fear-based anxiety disorders (fear), distinct from general anxiety and depression (distress), has also
emerged. Limited datasets with detailed phenotyping across anxiety disorders have restricted most genome-wide association
studies (GWAS) to “any anxiety diagnosis”. Additional genome-wide evidence to discern genetic differences between fear and
distress is required. We conducted GWAS meta-analyses of fear (panic, agoraphobia, specific phobia, social anxiety disorder) and
generalised anxiety disorder (GAD), measured using brief single-item and detailed symptom-based diagnoses from three datasets.
We explored two control group criteria: phenotype-specific (fear/GAD) or broader anxiety/depression screening. We identified one
independent genome-wide significant locus and three gene-level associations with fear (up to 35,523 Ncases; 157,447 Ncontrols). Four
genome-wide significant loci and three gene-level associations were identified for GAD (up to 60,879 Ncases; 117,064 Ncontrols). The
genetic correlation between fear and GAD was significantly different from unity only when excluding a depression-enriched dataset
and using phenotype-specific control screening (rg = 0.87; P= 9.32 × 10−3). Most complex traits had statistically similar genetic
correlations with fear and GAD, including depression. Exceptions included general cognitive ability, educational attainment, and
coronary artery disease, showing statistically stronger genetic correlations with fear than GAD, while bipolar disorder type I,
anorexia nervosa, and neuroticism displayed the opposite pattern. Our findings partially support a distress-fear genetic distinction,
but show stronger evidence for an overarching genetic liability to internalising psychopathology driving comorbidity across anxiety
disorders and depression.
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INTRODUCTION
While high comorbidity exists across anxiety and depressive disorders
[1–3], their distinct features form the basis of a model separating fear
and distress [4, 5]. Fear-based anxiety disorders (panic disorder,
agoraphobia, specific phobia, and social anxiety disorder) are
characterised by context-specific fearful arousal and behavioural
avoidance of a narrow range of stimuli [4, 5]. In contrast, generalised

anxiety disorder (GAD) presents as uncontrollable worry about a
broader range of situations. GAD is therefore often categorised
alongside depression as a distress-based disorder, sharing core features
of broad, pervasive negative emotions and exhibiting higher
comorbidity with each other than with fear-based disorders [4–6].
Prior studies suggest an overarching shared liability alongside subtype-
specific risk factors across distress-fear dimensions [5].
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Twin studies estimate anxiety heritability in the range 20–60%
[7–9], with evidence of genetic influences contributing to a broad
internalising liability shared among individual anxiety disorders
and depression [10–13]. However, other findings suggest this
higher-order genetic liability can be differentiated into replicable
lower-order genetic components. Fear-based disorders show
partial genetic distinction from GAD, as a distress-based disorder,
resulting in two distinct but correlated subfactors underlying
anxiety genetics [10, 14].
While twin studies can examine the genetic structure of the

anxiety disorder spectrum, molecular genetic approaches are
needed to identify the specific genetic variants involved. Genome-
wide association studies (GWAS) have begun identifying common
genetic variants underpinning anxiety disorders, though fewer
anxiety studies exist compared to other psychiatric disorders [15].
Recent large-scale GWAS have been conducted of broadly-defined
anxiety and GAD symptoms [16–20], and one smaller panic
disorder GWAS [21]. These studies revealed significant genetic
correlations between anxiety and other psychiatric conditions,
including depression, schizophrenia, bipolar disorder, and atten-
tion deficit hyperactivity disorder (ADHD) [16, 18–21]. Consistent
with twin studies [10], preliminary genome-wide findings sug-
gested that self-reported single-item diagnoses of any fear-based
disorder (as a group) showed weaker genetic correlations with
depression than between depression and GAD [22]. However, the
common genetic variants associated with fear-based disorders
remain underexplored, limiting our molecular-level understanding
of the internalising genetic spectrum.
A previous panic disorder GWAS (~2250 cases) found a

substantial genetic correlation with a combined ‘any anxiety
disorder’ phenotype, although this did not survive multiple testing
correction [21]. This and other fear-based disorder GWAS were
underpowered for loci discovery or assessment of genetic correla-
tions with a sufficiently broad range of traits. Understanding where
fear disorders sit genetically in relation to other traits therefore
remains limited [22–24]. Formal comparisons of fear and GAD
genetic correlations with other psychiatric, behavioural, cognitive,
and health traits could help identify transdiagnostic or subtype-
specific mechanisms. Such analyses would strengthen molecular
genetic evidence for hierarchical structures in the psychiatric
spectrum, with the potential to improve diagnostic systems [5].
Further well-powered genome-wide evidence of the distress-fear
genetic distinction is needed in the broader context of their
relationships with other complex traits.
Anxiety disorder phenotyping is an important consideration

when identifying genetic similarities and differences. Addressing
comorbidity is a particular challenge in identifying anxiety-specific
genetic influences, as anxiety disorders are among the most
highly comorbid disorders across psychopathology [25]. Including
heritable comorbid traits as GWAS covariates can bias results [26].
Screening controls for co-occurring traits in GWAS could inflate
genetic correlations [27], necessitating the comparison of different
screening approaches. Furthermore, genetic influences captured
using brief phenotyping may be less specific to the focal trait than
those from detailed phenotyping, reflecting more general
psychopathology [28, 29]. Previous GWAS reporting distress-fear
genetic correlations relied on brief, single-item reports of a
diagnosis by a health professional for each fear disorder [22]. We
previously showed that lower proportions of fear-based disorder
diagnoses were reported via brief self-reports than when using
detailed symptom-based measures [30]. The opposite pattern was
observed for GAD [30]. Identifying genetic variants requires large
sample sizes, creating a trade-off between maximising sample size
and phenotypic detail. Combining detailed symptom-based
diagnoses with brief single-item self-report diagnoses can achieve
larger sample sizes [31], as demonstrated by a major depression
GWAS that found strong genetic correlations across phenotyping
methods [32].

In this study, we assessed shared and non-shared genetic
influences on fear-based disorders and GAD at the level of
common genetic variants. We increased sample size and power
for loci-discovery and genetic correlation analyses by combining
detailed symptom-based diagnoses with brief single-item diag-
noses. We examined differences in genetic correlations between
fear-based disorders and GAD with a range of other complex traits
and assessed broad and specific approaches to screening controls.
Our study represents significant progress in anxiety disorder
genomics and provides further detail on the distress-fear
distinction at the genome-wide level.

METHODS
Datasets and measures
Overview. We conducted GWAS meta-analyses of two lifetime anxiety
disorder phenotypes: (i) fear-based disorders ‘fear’; N cases = 35,523) and
(ii) GAD (N cases = 60,879). Fear was defined as at least one of panic,
agoraphobia, specific phobia or social anxiety disorder. We combined
detailed symptom-based diagnoses and brief, self-report diagnoses from
six samples, resulting in three case-control datasets (Table 1 &
Supplementary Table 1).

GLAD+. The GLAD+ dataset included three samples. Cases were primarily
from the Genetic Links to Anxiety and Depression (GLAD) Study, which
recruited UK participants with a lifetime anxiety and/or depressive disorder
[33]. Additional cases were from the United Kingdom Eating Disorders
Genetics Initiative (EDGI UK), which recruits participants with a lifetime
eating disorder [34], and the COVID-19 Psychiatric and Neurological
Genetics (COPING) Study (Supplementary Materials) [35, 36]. The GLAD+
dataset used brief and detailed measures of all five anxiety disorders to
define cases and controls. Controls were ascertained from the COPING
Study [35, 36].

QIMR Berghofer. The Queensland Institute of Medical Research (QIMR)
Berghofer dataset comprised cases from the Australian Genetics of
Depression Study (AGDS) [37]. Controls were from the population-based
QIMR Berghofer QSkin Sun & Health Study [38]. AGDS used detailed and
brief measures, while QSkin used brief measures only. As all recruited
AGDS participants had lifetime depression, this might increase depression/
distress genetics in anxiety disorder GWAS, thus elevating the genetic
correlation between fear, GAD, and depression. To address this potential
depression-enrichment bias in anxiety cases, we conducted secondary
‘restricted’ meta-analyses excluding QIMR.

UK Biobank. The UK Biobank (UKB) is a population health cohort study
[39]. Our dataset included a subset of UKB participants who completed the
first Mental Health Questionnaire (MHQ1) [40]. The MHQ1 provided only
brief measures for fear disorders and both brief and detailed measures for
GAD (Supplementary Tables 1–2). We excluded GLAD+ participants who
were also in UKB to prevent sample overlap.

Case-control definitions. We derived detailed symptom-based anxiety
disorder measures using previously described algorithms [30] (Supple-
mentary Table 3). Cases met DSM-5 criteria for a lifetime symptom-based
disorder diagnosis, assessed using an online, self-report version of the
Composite International Diagnostic Interview short-form (CIDI-SF) [37, 41].
Our brief measures comprised single-item self-report questions (e.g. “Have
you ever been diagnosed with one or more of the following mental health
problems by a professional?”; Supplementary Table 2). For panic
assessments, we used the broad term “panic” to describe case-ness as
we included both detailed diagnostic measures of panic disorder and brief
measures of panic attacks. Although panic attacks are not specific to panic
disorder, the brief diagnostic measure of panic attacks has shown
agreement with detailed diagnostic measures of panic disorder [30].
We explored two control group definitions. First, we defined broadly

screened controls as individuals without any anxiety disorder or
depression (fearanx-dep and GADanx-dep). Due to the high genetic correlation
between these disorders [22], this was the most powerful approach for loci
discovery. Depression control screening was included as all AGDS cases
had comorbid depression, with high comorbidity also in GLAD+ [3].
Second, we defined specifically screened controls (fearspecific and
GADspecific) by excluding participants only for a diagnosis of the specific
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disorder being analysed. We did this to better distinguish genetic
specificity between GAD and fear. Specific screening of controls was not
possible in the QIMR dataset as we were limited to using a broad, single-
item self-report diagnosis of “anxiety” (Supplementary Tables 1 and 2).
Controls were not screened for the presence of other psychiatric disorders
as this can bias genetic correlation estimates [27].
In summary, we conducted four GWAS meta-analyses with two control

definitions (fearanx-dep, GADanx-dep, fearspecific and GADspecific). We per-
formed each GWAS meta-analysis in both the ‘full’ dataset (all three GWAS
datasets) and the ‘restricted’ dataset (excluding the depression-enriched
QIMR dataset). This resulted in eight meta-analyses in total. Within each
meta-analysis dataset (‘full’ or ‘restricted’), cases for a given anxiety
phenotype were identical between control definitions (i.e., fearanx-dep vs
fearspecific); only the controls differed.

Genome-wide association analyses
Genotyping and quality control were performed separately in each study
(Supplementary Materials). Common genetic variants were imputed to the
TOPMed imputation panel Version R2 on GRCh38 (GLAD+ and QIMR) or
the Haplotype Reference Consortium and UK10K Consortium reference
panels (UKB). Analyses were restricted to common variants (MAF > 1%)
with imputation confidence INFO scores > 0.3 for TOPMed or > 0.4 for UKB.
We conducted four anxiety disorder GWASs: fearspecific, GADspecific,

fearanx-dep and GADanx-dep. Prior to meta-analysis, we performed a separate
GWAS for these four phenotypes in each of our three datasets (GLAD+,
QIMR, UKB ; Table 1). GWAS were conducted using REGENIE v3.1.3 (GLAD+,
UKB) or SAIGE v0.44 (QIMR) [42, 43]. Covariates included the first ten
principal components, genotyping batch, array (GLAD+ only), and
assessment centre (UKB only). Analyses were limited to participants of
European-associated genetic ancestry clusters, defined using principal
component analysis (PCA). Prior to meta-analysis, GWAS summary statistics
were processed and harmonised to the GRCh38 reference genome using
the MungeSumstats R package (Supplementary Materials) [44].

Meta-analyses and annotation
We used METAL to perform inverse-variance weighted meta-analyses of each
anxiety disorder phenotype [45]. Primary meta-analyses (‘full’) included all three
datasets, while secondary meta-analyses (‘restricted’) excluded QIMR to address
potential depression-enrichment bias. We restricted common genetic variants to
those overlapping across datasets in each meta-analysis. Meta-analysis results
weremapped and annotated using FUMAv1.5.2with default parameters applied
and the “UKB release2b 10K European” reference panel [46]. MAGMA v1.08 with
default parameters was used for gene-level and biological pathway analyses [47].

SNP-based heritability
We estimated the liability-scale heritability captured by common genetic
variants (h2SNP) of fear and GAD using LDSC regression [48]. We used the
sum of effective sample size to adjust for variability in sample prevalence
across datasets [49]. Population prevalences were derived from the
COPING study, in which both detailed and brief measures were available to
define cases and controls for all five anxiety disorders (Supplementary
Table 4). Although not population-based, COPING study prevalence
estimates aligned with epidemiological ranges for individual anxiety
disorders [50, 51]. No epidemiological studies have estimated the
population prevalence of fear-based disorders as a group. We therefore
also calculated h2SNP liability-scale estimates using prevalences 5% higher
and lower than the COPING study prevalences.

Global genetic correlations
Using LDSC regression [52], we calculated global genetic correlations (rg)
between (i) fear and GAD and (ii) fear and GAD with 106 external complex
traits. External traits spanned multiple domains, including psychiatric,
cognitive/socioeconomic status, anthropometric, cardiovascular, beha-
vioural, and physical health. Traits were considered sufficiently powered if
they had an LDSC GWAS mean X2 > 1.02 and heritability Z score >4 [53]. We
tested if fear-GAD rg were significantly different from 0 and from 1. For
differences from 0, we used default parameters in bivariate LDSC regression.
For differences from 1, we used the chi-squared distribution function and [(|
rg| −1)/se]2 in R. To correct for multiple testing, we applied a Bonferroni
corrected P-value threshold (α/number of fear-GAD rg tested; 0.05/
4= P ≤ 0.0125). Fear and GAD GWAS with an rg significantly different from
1 were then tested for genetic correlations with external traits. We applied a
Bonferroni-corrected significance threshold (α/number of external traits
tested; 0.05/106= P ≤ 4.71 × 10−4). For external traits with significant genetic
correlations with GAD or fear, we tested if these correlations were statistically
different between fear versus GAD using the block-jackknife LDSC method
(Supplementary Materials) [52, 54]. Significant differences in fear-GAD rg with
external traits were determined using the P-value derived from the block-
jackknife Z statistic. We applied a Bonferroni-corrected threshold adjustment
for all external traits tested for rg (P ≤ 4.71 × 10−4).

Local genetic correlations
A global genetic correlation represents a genome-wide average and can
mask heterogeneous effects at different regions and shared pleiotropic
hotspots across traits [55]. We therefore conducted local genetic
correlation analyses using LAVA (Local Analysis of [co]Variant Association)
at 1226 genomic regions between fear-GAD, and with external traits

Table 1. Sample sizes in each GWAS dataset and meta-analysis of fear-based disorders and GAD.

Control criteria N dataset total

Anxiety
disorder

GWAS Datasets Ncases Anx-dep controls Specific controls (Ncases + Ncontrols)

Ncontrols Neffective Ncontrols Neffective Anx-dep Specific

Fear GLAD+ 18,091 4002 13,108 5,693 17,321 22,093 23,784

UKB 10,789 83,236 38,204 137,209 40,010 94,025 147,998

QIMR 6643 12,722 17,457 14,545 18,241 19,365 21,188

‘Restricted’ meta-analysis (GLAD+ &
UKB)

28,880 87,238 51,312 142,902 57,331 116,118 171,782

‘Full’ meta-analysis (GLAD+, UKB &
QIMR)

35,523 99,960 68,769 157,447 75,572 135,483 192,970

GAD GLAD+ 21,984 4002 13,543 6804 20,784 25,986 28,788

UKB 26,067 83,236 79,402 95,715 81,950 109,303 121,782

QIMR 12,828 12,722 25,550 14,545 27,265 25,550 27,373

‘Restricted’ meta-analysis (GLAD+ &
UKB)

48,051 87,238 92,944 102,519 102,733 135,289 150,570

‘Full’ meta-analysis (GLAD+, UKB &
QIMR)

60,879 99,960 118,494 117,064 129,999 160,839 177,943

Numbers shown in bold are total sample size used in GWAS meta-analyses. Effective sample size was calculated as: Neffective= 4/ [(1/ncase)+ (1/ncontrol)], which
converts the power of a study sample size to one with a balanced case-control ratio (i.e. equivalent to a study with a sample prevalence of 50%, with Ncases =
Neffective and Ncontrols = Neffective).
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showing differential fear-GAD global rg (Supplementary Materials) [55].
Pairwise local rg estimation was restricted to regions where both
phenotypes showed local heritability (P ≤ 0.05). We applied false discovery
rate (FDR) correction (q ≤ 0.1) across 1867 bivariate tests, as applied
previously [56]. We assessed concordance between local and global rg by
calculating Pearson correlations between global LDSC estimates and
average LAVA local rg coefficients across (i) nominally significant (P ≤ 0.05)
and (ii) FDR-significant regions.
Neuroticism follow-up analyses To dissect the differential fear-GAD

global rg with neuroticism total score, we conducted follow-up analyses of
14 neuroticism subcomponents: two genetic clusters (worry, depressed
affect) and 12 individual items [57, 58]. We estimated bivariate fear-GAD
global rg using LDSC with block-jackknife testing for fear-GAD differences
(Bonferroni correction: p ≤ 0.05/14= 0.0036). To examine the genetic
positioning of Fear and GAD alongside neuroticism subcomponents, we
used multivariate genomic structural equation modelling (Genomic SEM)
[59] (Supplementary Materials). We identified optimal factor structures
encompassing rg between fear, GAD and neuroticism subcomponents in
two sets of analyses. The first included worry and depressed affect clusters
plus four un-clustered items. The second included all 12 individual
neuroticism items.

RESULTS
Genome-wide association meta-analyses
Manhattan plots for the most well-powered GWAS meta-analysis
are shown in Fig. 1 (fearanx-dep and GADanx-dep in the primary full
meta-analysis; see Supplementary Fig. 1 for Q-Q plots). Manhattan
plots and Q-Q plots for all other meta-analyses (fearspecific,
GADspecific and the secondary restricted meta-analyses) are shown
in Supplementary Figs. 1–4. We found little evidence of
confounding in all GWAS meta-analyses (LDSC intercept =
1.00–1.01; Supplementary Table 5). LDSC intercepts >1 indicate
some inflation, which is expected as the GWAS sample size
increases [60]. The majority of inflation in our meta-analyses was
due to polygenicity (93–100%), as indicated by LDSC attenuation
ratio calculations (Supplementary Table 5). Regional plots for
independent genome-wide significant loci are shown in Supple-
mentary Figs. 5–9.
We identified one independent genome-wide significant locus

(P ≤ 5 × 10−8) associated with fear in the full fearanx-dep meta-
analysis (lead variant rs10047892 on chromosome 14; P= 3.52 ×
10−8; Fig. 1A; Table 2). No loci reached P ≤ 5 × 10−8 in the three
other fear meta-analyses (fearspecific in full, or fearspecific and fearanx-
dep in restricted). Across our GAD meta-analyses, we identified four
independent genome-wide significant loci associated with GAD.
The most significant was on chromosome 9 in the GADanx-dep full
meta-analysis (9p23; lead variant rs17189482; P= 2.49 × 10−13;
Fig. 1B) and was genome-wide significant in all four GAD meta-
analyses (Table 2). The locus on chromosome 6 (6p22.1) was the
second most significant in GADanx-dep full meta-analysis (lead
variant rs385816; P= 4.73 × 10−9), followed by locus 6q16.3 (lead
variant rs17185536; P= 4.88 × 10−8; Fig. 1, lower panel). An
additional locus on chromosome 2 (2p16.1) exceeded genome-
wide significance in GADspecific full meta-analysis (lead variant
rs11688767; P= 3.53 × 10−8; Table 2).

Gene-level and gene-set association analyses
Three genes and two gene-sets were significantly associated with
fear. SNX29 (chromosome 16) was significantly associated with fear
in all four meta-analyses. PAX6 (chromosome 11) was significant in
fearanx-dep full meta-analysis, while ERI3 (chromosome 1) was
significant in fearanx-dep restrictedmeta-analysis (Table 3). The gene-
set suppression of apoptosis was associated with fearspecific and
fearanx-dep full meta-analyses (P= 7.89 × 10−10; Bonferroni correc-
tion threshold for 17008 gene-sets = P ≤ 2.94 × 10−6). Negative
regulation of cell growth involved in cardiac muscle development
was associated with fearspecific full meta-analysis (P= 3.32 × 10−7;
Supplementary Table 8).

Three genes were significantly associated with GAD in GADanx-

dep full meta-analysis. These were TMEM106B on chromosome 7,
YLPM1 on chromosome 14, and SORCS3 on chromosome 10
(Table 3). The YLPM1 gene was on the same locus as the genome-
wide significant SNP-level association with fear (14q24.3). No
genes were genome-wide significant in the three other GAD
meta-analyses. No gene-sets were significantly associated with
GAD after Bonferroni adjustment for 17008 gene-sets tested
(P ≤ 2.94 × 10−6).

SNP-based heritability
We report results here for the most powerful GWAS (fearanx-dep
and GADanx-dep in the primary full meta-analyses), as measured by
GWAS mean X2. We identified a liability-scale LDSC h2SNP for
fearanx-dep of 12.9% (SE= 0.9%, mean X2= 1.17) and 12.2% for
GADanx-dep (SE= 0.7%, mean X2= 1.25). We assumed population
prevalences of 8.8% for fear and 12.9% for GAD. Supplementary
Table 5 reports all h2SNP liability-scale estimates, including for
alternative population prevalences (±5%), phenotypes with
specifically screened controls, and in the restricted meta-analysis
dataset. Heritability analyses comparing brief versus detailed
phenotyping in GLAD+ were underpowered, with not all anxiety
phenotypes showing significant h2SNP (Supplementary Materials;
Supplementary Table 11).

Global genetic correlation between fear-based disorders
and GAD
The global rg between fear and GAD was high (rg = 0.87–0.98) and
significantly different from 0 for both fearspecific–GADspecific and
fearanx-dep–GADanx-dep in both primary full and secondary restricted
meta-analysis datasets. Given this high genetic overlap, we also
tested whether these correlations significantly differed from unity.
We found that only the rg between fearspecific–GADspecific in
restricted meta-analyses was significantly less than 1 (i.e., controls
were screened specifically and when the depression-enriched
QIMR dataset was excluded from the meta-analysis). The other
three fear–GAD rg were not significantly different from 1 (Fig. 2A;
Bonferroni-corrected significance threshold P ≤ 0.0125).

Global genetic correlations with external phenotypes
We calculated global genetic correlations (rg) between fear and
GAD with over a hundred external phenotypes. Only fearspecific
and GADspecific in the restricted meta-analyses were tested for rg
with external phenotypes (as it was only in this analysis that the
fear–GAD rg was significantly different from 1). Of the 106 traits
tested, 46 showed significant rg with at least one anxiety
phenotype. For most external traits, the rg with fearspecific was
not significantly different from the rg with GADspecific (Bonferroni-
corrected significance threshold P ≤ 4.71 × 10−4; Fig. 2B; lower
panel). However, 12 traits showed modest (median |Δrg|= 0.20;
range = 0.12–0.28), statistically significant differences in their fear-
GAD rg (median block-jackknife |Z|= 3.9, range = 3.5–7.7, P ≤ 4.71
× 10⁻⁴). Four cognitive-related traits showed significantly stronger
negative rg with fearspecific than with GADspecific. These included
educational attainment (fear-rg=−0.29; GAD-rg=−0.02; |Δrg|
from unrounded estimates =0.27; jackknife p= 1.55×10−14) and
general cognitive ability (fear-rg=−0.28; GAD-rg=−0.09; |Δrg|=
0.19; p= 4.79×10−6). Coronary artery disease showed a higher
positive rg with fearspecific than with GADspecific (fear-rg= 0.34;
GAD-rg= 0.14; |Δrg|= 0.20; p= 3.41 × 10−6). Conversely, four
traits showed stronger positive rg with GADspecific than with
fearspecific (Fig. 2B; upper panel). These included bipolar disorder
type I (fear-rg= 0.13; GAD-rg= 0.34; |Δrg|= 0.21; p= 3.39 × 10−5),
anorexia nervosa (fear-rg= 0.07; GAD-rg= 0.28; |Δrg|= 0.21;
p= 4.60 × 10−4), and neuroticism total score (fear-rg= 0.57;
GAD-rg= 0.75; |Δrg|= 0.17; p= 4.07 × 10−4). Full genetic correla-
tion results with external phenotypes are shown in Supplementary
Table 12.
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Fig. 1 Genome-wide association study Manhattan plots for anxiety disorder phenotypes in the ‘full’ meta-analyses (GLAD+, UKB & QIMR
datasets). Fear-based disorder GWAS A and generalised anxiety disorder GWAS B results from phenotypes with controls screened for any
anxiety disorder and depression. Line red; common genetic variant genome-wide significance threshold (two-sided P ≤ 5 × 10−8), blue;
suggestive significance threshold (two-sided P ≤ 1 × 10−5).
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Local genetic correlations
We conducted local rg analyses between fearspecific–GADspecific

(restricted meta-analyses) and the 12 external traits showing
significantly different fearspecific–GADspecific global rg. We identified
20 significant local rg regions (FDR q ≤ 0.1), predominantly

with GADspecific (18 regions; Supplementary Tables 13–15). Local-
global rg concordance was good for FDR-significant regions
(r= 0.8) and moderate for nominally significant regions (r= 0.65).
Four regions showed fear-GAD overlap on chromosomes 2 and 7
(rg = 0.96–1.0). Notable genes within these regions include ZEB2,
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MAGI2, and AMPH (Supplementary Table 14). For external traits,
GADspecific had 14 local rg across seven traits, including eight with
neuroticism total score (0.69–1.0). Fearspecific had two neuroticism
local rg (0.87–0.91) at regions also significant for GADspecific-
neuroticism. One shared fear-GAD-neuroticism region on chromo-
some 11 contained 19 protein-coding genes (e.g., NCAM1-TTC12-
ANKK1-DRD2-HTR3B-HTR3A), and another on chromosome 6
contained 10 protein-coding genes (e.g., POU3F2-SIM1). Despite
non-significant global rg, GADspecific had local rg with cognitive
aspects of educational attainment (−1.0), BMI (−0.92), and general
cognitive ability. For general cognitive ability, two regions showed
opposing local rg directions (chromosome 5= 1.0; chromosome
7=−1.0). GADspecific showed complete local rg overlap at two
regions with bipolar disorder type I-II and anorexia nervosa (both
1.0), consistent with significant global positive rg.

Neuroticism subcomponents
Although GAD showed a pattern of higher rg than fear across
neuroticism subcomponents (Fig. 3A), fear-GAD rg differences
were not statistically significant (P ≤ 0.0036; Supplementary
Table 16). Using Genomic SEM, we identified a three-factor
correlated model encompassing rg between fear, GAD, neuroti-
cism clusters and un-clustered items (excellent fit: AIC= 292,
CFI= 0.98, SRMR= 0.031; Supplementary Tables 17–21). The three
factors were: (i) anxiety-worry cluster factor with high loadings
from GAD and fear, and moderate cross-loadings from worry
cluster, (ii) worry-guilt-hurt factor, and (iii) depressed affect-
irritability factor (Fig. 3B). Factor analysis of the 12 neuroticism
items identified a four-factor correlated model (excellent fit:
AIC= 2033, CFI= 0.98, SRMR= 0.048; Supplementary
Tables 17 and 22–26). This was consistent with the three-factor
cluster model, with fear-GAD loading onto a factor with ‘tense’
worry-related item (Fig. 3C). The remaining three factors aligned
with the previously reported neuroticism item clustering: (1)
worry, (2) depressed affect, and (3) guilt-embarrassment [58]. In
both models (Fig. 3B, C), GAD showed zero residual genetic
variance (P > 0.05), i.e. the genetic component of GAD was fully
explained by the anxiety-worry or anxiety-‘tense’ factor. In
contrast, fear retained 30–36% unique genetic variance.

DISCUSSION
This study reports the first genome-wide significant locus and
gene-level associations with any lifetime fear-based disorder
diagnosis (fear), and additional loci for GAD. Combining detailed
and brief diagnostic measures improved statistical power com-
pared to previous fear GWASs [21, 22]. Our study revealed high
genetic correlations between fear, GAD, and depression, consis-
tent with twin studies [10, 12, 13]. Some genetic specificity for fear
and GAD emerged after excluding the depression-enriched
dataset and screening controls specifically for the anxiety disorder

being analysed. This specificity extended to external trait
correlations, where fear and GAD showed significantly different
genetic relationships with several cognitive, psychiatric, and
health-related traits.
Our SNP- and gene-level associations with fear were previously

reported in GWASs of educational attainment [61], insomnia [62],
major depressive disorder [32] and broadly-defined depression
[63], including the SNX29 gene. The sorting nexin family of
proteins is implicated in neuronal function, synaptic plasticity,
learning, and memory [64]. These processes are relevant to
maladaptive fear learning and conditioning characteristic of fear-
based disorders [65]. Two other fear associations (14q24.3 locus
and PAX6 gene) were reported in GWAS of any anxiety disorder
[20] and worry-neuroticism [57]. PAX6 regulates brain develop-
ment, including amygdala formation, with PAX6-deficient rodents
showing impaired fear conditioning [66]. Only one fear association
(14q24.3) overlapped with GAD (YLPM1 gene). As GWASs of
specific anxiety disorders improve in power, we expect this
overlap to increase, and to better discern potential disorder-
specific loci. Consistent with shared distress liability, all GAD
associations were identified in previous GWASs of distress-related
phenotypes [19, 20, 32, 57, 63, 67–69]. This includes the SORCS3
gene, which is broadly associated with psychiatric phenotypes
alongside anxiety [20, 70, 71]. SORCS3 is highly expressed in the
CA1 hippocampus region and implicated in rodent aversive
memory extinction [72], a process core to the development and
persistence of anxiety disorders [8].
High genetic overlap between fear, GAD, and depression is

compatible with twin studies [10, 12, 13] and our preliminary
GWASs [22]. We add detail to the genetic structure of fear and
GAD by examining their relationship with a wide range of other
complex traits. Disorder-specific control screening and excluding
the depression-ascertained QIMR dataset improved our ability to
identify some genetic specificity between highly genetically
correlated disorders. In QIMR, cases had comorbid depression
and only broad anxiety control screening was possible. The
inclusion of depression-enriched cases and controls screened
broadly for other internalising disorders likely elevated shared
internalising genetic liability, masking subtle genetic distinctions
between fear and GAD. The fearanx-dep 14q24.3 locus reached
significance only with broadly-screened controls. This may reflect
increased power, or general anxiety-depression liability rather
than fear-specific risk. Our findings highlight the importance of
careful case-control ascertainment in identifying subtype-specific
genetics.
Consistent with a shared internalising genetic liability

[10, 12, 13, 73], we found fear and GAD had equivalently high
genetic correlations with depression. This common internalising
liability factor is often attributed to shared negative affectivity,
typically captured by measures of neuroticism [5, 74]. Our
neuroticism analyses support twin-based evidence that genetic

Fig. 2 Genetic correlations (rg) between fear-based disorders, GAD, and external traits estimated in LDSC regression. A Genetic
correlation between fear-based disorders and GAD from the Full (GLAD+, UKB & QIMR datasets) and Restricted (GLAD+ and UKB datasets)
meta-analyses, using either broadly screened (Anx-dep) or disorder-specific (Specific) controls. The red dashed line indicates unity (rg= 1).
Filled squares represent genetic correlations significantly different from unity after Bonferroni correction (P ≤ 0.0125). Hollow squares are not
significantly different from unity. Error bars represent standard errors. B Fear-GAD genetic correlations with external traits. Fear-based disorder
GWAS and GAD GWAS results from restricted meta-analysis with controls screened specifically for their respective anxiety disorders. rg with
106 phenotypes were tested (Bonferroni-corrected significance threshold P ≤ 4.71 × 10−4 ; filled shapes: rg significantly different from 0; hollow
and grey shapes: rg not significantly different from 0). Differences between the rg of fear-based disorders and that of GAD with each external
phenotype were tested using a block jackknife (Bonferroni correction for significance [P ≤ 4.71 × 10−4]). Only traits with rg significantly
different from 0 with at least one of the anxiety disorder phenotypes are shown and were tested using block jackknife. Full results are shown
in Supplementary Table 12. Upper B panel: phenotypes with statistically significant different rg between fear-based disorders and GAD. Lower
B panel: phenotypes with no statistically significant different rg between fear-based disorders and GAD, though in the lower two segments,
there was a significant association with one trait and not the other. Error bars represent standard errors. ADHD attention deficit hyperactivity
disorder, BMI body mass index, GAD generalised anxiety disorder, MDD major depressive disorder, OCD obsessive-compulsive disorder, PGC
Psychiatric Genomics Consortium, PTSD post-traumatic stress disorder, UKB UK Biobank.
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influences on GAD are more central to higher-order negative
affectivity liability than fear [10, 75]. Specifically, we found GAD
had a stronger genetic overlap with neuroticism total score than
fear. Factor analysis further revealed no remaining genetic
influences on GAD beyond those shared with fear alongside
either ‘tense’ or the worry cluster. ‘Tense’ as the primary shared
fear-GAD neuroticism item suggests physiological tension as a key
pathway linking anxiety disorders to trait-like worry. Stronger
influences of this pathway on GAD align with muscle tension
being a core, discriminative feature of GAD linked to excessive
worry [76, 77]. Fear retained substantial genetic influences
independent of tense/worry factors, corroborating twin study
evidence for partly distinct components from GAD and neuroti-
cism [74]. General negative affectivity also influences fear-based
disorders but is less central to them as they are characterised by
more specific elements of acute fearful and physiological
hyperarousal [4]. Our findings partially support a distress-fear
genetic distinction but provide stronger evidence for an over-
arching internalising genetic liability driving comorbidity across
anxiety disorders and depression.
At the regional level, we identified fear-GAD correlated regions

with genes involved in inhibitory neurotransmission and synaptic
function. ZEB2 and AMPH regulate GABAergic circuitry, with
disruption of each producing anxiety-like behaviour in rodent
models [78–81]. MAGI2 maintains glutamatergic transmission
through synaptic AMPA receptors, which are involved in fear
memory potentiation [82] (Supplementary Discussion). These
pathways may underlie the strong global fear-GAD genetic
correlation.
Regions shared across fear, GAD and neuroticism contain genes

involved in stress response circuitry and monoaminergic

signalling. Specifically, on chromosome 6, POU3F2 and SIM1 are
required for the development of corticotropin-releasing hormone
neurons that regulate active versus passive coping during threat
[83–85]. Maladaptive threat responses are proposed to underlie
anxiety symptoms, such as excessive freezing when active coping
would be appropriate [86]. On chromosome 11, NCAM1 is linked to
fear memory [87], dopamine receptor DRD2 to aversive learning
[88], and serotonin receptor subunits (HTR3A, HTR3B) to stress
reactivity [89, 90] (Supplementary Discussion). Dopaminergic and
serotonergic signalling are implicated in both internalising and
broader neuropsychiatric phenotypes [91–93]. Accordingly, this
region was previously identified as a psychiatric pleiotropy
hotspot [94], likely capturing broad negative affectivity underlying
general psychopathology rather than anxiety-specific mechan-
isms. Consistent with shared negative affectivity pathways, all fear-
neuroticism regions overlapped with GAD-neuroticism. The
greater number of GAD-neuroticism regions compared to fear
aligns with GAD’s stronger global correlation with neuroticism and
greater GWAS power. More powerful GWAS would identify
additional fear-GAD regions, enabling fine-mapping to prioritise
causal variants and colocalisation to examine whether variants are
shared or distinct between phenotypes [95].
Fear’s distinct genetic relationships with cognitive-related traits

and heart disease may capture cognitive and autonomic arousal
mechanisms less central to GAD. The stronger negative genetic
correlations between fear and cognitive-related traits may reflect
associative learning, which distinguishes fear-based disorders
from GAD [65]. However, GAD’s lack of global correlations with
cognitive-related traits may be due to heterogeneous rather than
absent shared genetics, given our significant regional genetic
correlations in opposite directions. The unique positive genetic

Fig. 3 Genetic correlations (rg) and genomic factor structure of fear-based disorders, GAD and neuroticism subcomponents. A Genetic
correlations estimated using LDSC between fear, GAD and neuroticism subcomponents, grouped by previously identified genetic clusters
(worry cluster, depressed affect cluster, and unclustered items). Error bars represent standard errors. Filled shapes indicate rg significantly
different from 0 (P ≤ 0.0036). B-C Genomic SEM standardised estimates for two models: B three-factor correlated model of fear, GAD, two
neuroticism clusters and four unclustered items, and C four-factor correlated model of fear, GAD, and 12 individual neuroticism items. Circles
represent the genetic components of phenotypes and the latent genetic factors they load onto. The subscript ‘g’ denotes that variables are
defined by their genetic variance as estimated from GWAS used in these models. Single-headed arrows from factor to individual phenotypes
represent factor loadings. Double-headed arrows connecting factors represent genetic covariances. Residual variances (u) indicate unique
genetic variance not explained by common factors. Standard errors shown in parentheses. P > 0.05 indicates non-significant parameters. GAD
= generalised anxiety disorder; LDSC = linkage-disequilibrium score regression; SEM = structural equation modelling.
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correlation of heart disease with fear aligns with a phenotypic
study showing that fear-based disorders were stronger predictors
of heart disease development than distress disorders [96]. This
could be due to earlier onset and longer-term exposure to heart
disease risk mechanisms in fear-based disorders [96–98]. Over-
lapping genetics with heart disease may underpin shared
physiological pathways related to inflammation and autonomic
dysfunction [99]. Low cardiac vagal tone may mediate anxiety-
heart disease associations through maladaptive stress responses,
and is more consistently linked with panic disorder than GAD
[100, 101]. Symptom overlap (e.g., chest pain) [96] may lead to
over-self-reporting of heart disease (e.g., angina) [102] in fear-
based disorders, and partly explain our findings.
Subtype-specific influences emerged for bipolar disorder (BD),

as GAD showed a stronger genetic correlation than fear with type I
(BD-I) but not with type II (BD-II). While fear and GAD comorbidity
rates are similar between BD-I and BD-II [103], our genetic findings
align with mood disorder genomics research. BD-I, which is
characterised by severe manic episodes, is more genetically similar
to schizophrenia, whereas BD-II involves hypomania and is more
similar both phenotypically and genetically to unipolar depression
[77, 104, 105]. As such, the mood disorder spectrum reflects a
genetic continuum from manic to hypomanic to depressive
symptoms [106]. Our novel finding adds detail to this genetic
continuum. Genetically, fear-based disorders lie at the opposite
end to BD-I, with distress disorders (GAD and depression) sitting
between bipolar disorders and fear.
Despite similar comorbidity rates and proposed shared fear-

conditioning mechanisms [107–109], fear showed an unexpectedly
weaker genetic correlation with anorexia nervosa than GAD.
Previous genetic research on individual anxiety disorders has been
restricted to analyses with GAD and anorexia nervosa [110], or other
eating disorder phenotypes [111, 112]. A twin study suggested that
individual fear disorders vary in their genetic relationships with
broadly defined eating disorders [112]. The study found a moderate
genetic correlation for panic disorder and lower correlations for
phobias and social anxiety disorder [112]. GWAS of individual fear-
based disorders would enable testing of whether genetic correla-
tions with eating disorder phenotypes differ across fear subtypes,
and whether this corroborates the twin-based results.
Our findings should be considered in light of limitations. First, we

were underpowered to assess individual fear-based disorders, which
may have varying disorder-specific genetic influences as indicated by
twin studies [12, 13]. Second, combining panic disorder diagnosis with
panic attack measures might have captured broad psychopathology
genetics, given that panic attacks are transdiagnostic [77]. Third,
phenotyping varied across datasets, with no detailed fear measures in
UKB MHQ1 and only broad anxiety control measures in QIMR. Finally,
several factors may have elevated genetic correlations between fear,
GAD and related disorders like depression. Inclusion of a small
proportion of cases from the eating disorder-enriched EDGI UK study
may have increased genetic overlap with anorexia nervosa. By
combining detailed with brief measures we may have limited genetic
specificity [28]. Similarly, we could not account for high lifetime
comorbidity across anxiety disorders and depression. In the GLAD+
dataset, only 5% of cases met criteria for a single anxiety disorder
without comorbid MDD [3]. Ascertaining data for a well-powered
GWAS of a single anxiety disorder without comorbidities will be
challenging, given the considerable clinical overlap between anxiety
disorders. Such samples would also be less representative of the
broader lived experience of people with these disorders. Expanding
datasets with detailed diagnostic and dimensional phenotyping of all
anxiety disorders, via additional recruitment (e.g., GLAD+, AGDS) or
phenotyping existing biobanks, will be key to identifying subtype-
specific genetic factors.
In summary, our results provide further evidence for shared

genetic liability between fear-based disorders, GAD, and depres-
sion, while revealing some genetic specificity. High fear-GAD

genetic correlations support the ‘any anxiety’ GWAS approach to
maximise power, whilst evidence of some genetic specificity with
refined phenotyping warrants further subtype-specific GWAS.
Genes associated with fear and GAD point to the neurobiology of
threat learning and stress response, which may contribute to their
phenotypic similarity. In terms of genetic specificity, genetic
factors associated with muscle tension and negative affect appear
more central to GAD, while those linked to acute physiological
arousal are implicated in fear. Such divergent factors may underlie
the distinct clinical presentations between fear and GAD. Our
findings add more fine-grained detail to the proposed hierarchical
structure of internalising disorders and partially support fear-
based disorders and GAD as separate distress-fear subtypes.
Quantitatively based GWAS [71] and dimensional modelling of
distress-fear symptoms would reveal shared and distinct genomics
at narrower levels of this hierarchical structure [5].

DATA AVAILABILITY
Fear and GAD GWAS summary statistics have been deposited on Zenodo at https://
doi.org/10.5281/zenodo.17228387. Access to the individual-level data used in this
study is subject to approval by the respective data access committees and can be
requested as follows: GLAD, COPING and EDGI UK through the NIHR BioResource at
https://www.bioresource.nihr.ac.uk/using-our-bioresource/apply-for-bioresource-
data-access; UK Biobank at https://www.ukbiobank.ac.uk/enable-your-research/
apply-for-access/; AGDS data access requests should be directed to N.G.M.
(nick.martin@qimrberghofer.edu.au).

CODE AVAILABILITY
The analyses were conducted using the following publicly available software:
REGENIE (v3.1.3) (https://github.com/rgcgithub/regenie), SAIGE (v0.44) (https://
github.com/weizhouUMICH/SAIGE), METAL (2020-05-05 release) (https://
github.com/statgen/METAL), MungeSumstats (v1.10.1) (https://github.com/Al-
Murphy/MungeSumstats), FUMA (v1.5.2) (https://fuma.ctglab.nl/), LDSC (v1.0.1)
(https://github.com/bulik/ldsc), LAVA (v0.1.5) (https://github.com/josefin-werme/
LAVA), GenomicSEM (v0.0.5) (https://github.com/GenomicSEM/GenomicSEM), and
biomaRt (v2.64.0) (https://github.com/Huber-group-EMBL/biomaRt).

REFERENCES
1. Lamers F, van Oppen P, Comijs HC, Smit JH, Spinhoven P, van Balkom AJLM,

et al. Comorbidity patterns of anxiety and depressive disorders in a large cohort
study: the Netherlands Study of Depression and Anxiety (NESDA). J Clin Psy-
chiatry. 2011;72:341–8.

2. Hirschfeld RMA. The comorbidity of major depression and anxiety disorders:
recognition and management in primary care. Prim Care Companion J Clin
Psychiatry. 2001;3:244–54.

3. Davies MR, Glen K, Mundy J, Ter Kuile AR, Adey BN, Armour C, et al. Factors
associated with anxiety disorder comorbidity. J Affect Disord. 2023;323:280–91.

4. Watson D. Rethinking the mood and anxiety disorders: a quantitative hier-
archical model for DSM-V. J Abnorm Psychol. 2005;114:522–36.

5. Watson D, Levin-Aspenson HF, WaszczukMA, Conway CC, Dalgleish T, DretschMN,
et al. Validity and utility of Hierarchical Taxonomy of Psychopathology (HiTOP): III.
Emotional dysfunction superspectrum. World Psychiatry. 2022;21:26–54.

6. Kessler RC, Nelson CB, McGonagle KA, Liu J, Swartz M, Blazer DG. Comorbidity of
DSM–III–R major depressive disorder in the general population: results from the
US National Comorbidity survey. Br J Psychiatry. 1996;168:17–30.

7. Polderman TJC, Benyamin B, de Leeuw CA, Sullivan PF, van Bochoven A, Vis-
scher PM, et al. Meta-analysis of the heritability of human traits based on fifty
years of twin studies. Nat Genet. 2015;47:702–9.

8. Craske MG, Stein MB, Eley TC, Milad MR, Holmes A, Rapee RM, et al. Anxiety
disorders. Nat Rev Dis Primers. 2017;3:17024.

9. Ask H, Cheesman R, Jami ES, Levey DF, Purves KL, Weber H. Genetic contribu-
tions to anxiety disorders: where we are and where we are heading. Psychol
Med. 2021;51:2231–46.

10. Waszczuk MA, Zavos HMS, Gregory AM, Eley TC. The phenotypic and genetic
structure of depression and anxiety disorder symptoms in childhood, adoles-
cence, and young adulthood. JAMA Psychiatry. 2014;71:905–16.

11. Roberson-Nay R, Eaves LJ, Hettema JM, Kendler KS, Silberg JL. Childhood
separation anxiety disorder and adult onset panic attacks share a common
genetic diathesis. Depress Anxiety. 2012;29:320–7.

A.R. ter Kuile et al.

11

Molecular Psychiatry

https://doi.org/10.5281/zenodo.17228387
https://doi.org/10.5281/zenodo.17228387
https://www.bioresource.nihr.ac.uk/using-our-bioresource/apply-for-bioresource-data-access
https://www.bioresource.nihr.ac.uk/using-our-bioresource/apply-for-bioresource-data-access
https://www.ukbiobank.ac.uk/enable-your-research/apply-for-access/
https://www.ukbiobank.ac.uk/enable-your-research/apply-for-access/
https://github.com/rgcgithub/regenie
https://github.com/weizhouUMICH/SAIGE
https://github.com/weizhouUMICH/SAIGE
https://github.com/statgen/METAL
https://github.com/statgen/METAL
https://github.com/Al-Murphy/MungeSumstats
https://github.com/Al-Murphy/MungeSumstats
https://fuma.ctglab.nl/
https://github.com/bulik/ldsc
https://github.com/josefin-werme/LAVA
https://github.com/josefin-werme/LAVA
https://github.com/GenomicSEM/GenomicSEM
https://github.com/Huber-group-EMBL/biomaRt


12. Hettema JM, Prescott CA, Myers JM, Neale MC, Kendler KS. The structure of
genetic and environmental risk factors for anxiety disorders in men and women.
Arch Gen Psychiatry. 2005;62:182–9.

13. Tambs K, Czajkowsky N, Røysamb E, Neale MC, Reichborn-Kjennerud T, Aggen
SH, et al. Structure of genetic and environmental risk factors for dimensional
representations of DSM–IV anxiety disorders. Br J Psychiatry. 2009;195:301–7.

14. Kendler KS, Prescott CA, Myers J, Neale MC. The structure of genetic and
environmental risk factors for common psychiatric and substance use disorders
in men and women. Arch Gen Psychiatry. 2003;60:929–37.

15. Smoller JW. Anxiety genetics goes genomic. Am J Psychiatry. 2020;177:190–4.
16. Levey DF, Gelernter J, Polimanti R, Zhou H, Cheng Z, Aslan M, et al. Reproducible

genetic risk loci for anxiety: results from ∼200,000 participants in the million
veteran program. Am J Psychiatry. 2020;177:223–32.

17. Wendt FR, Pathak GA, Deak JD, De Angelis F, Koller D, Cabrera-Mendoza B, et al.
Using phenotype risk scores to enhance gene discovery for generalized anxiety
disorder and posttraumatic stress disorder. Mol Psychiatry. 2022;27:2206–15.
https://doi.org/10.1038/s41380-022-01469-y

18. Li W, Chen R, Feng L, Dang X, Liu J, Chen T, et al. Genome-wide meta-analysis,
functional genomics and integrative analyses implicate new risk genes and
therapeutic targets for anxiety disorders. Nat Hum Behav. 2024;8:361–79.

19. Friligkou E, Løkhammer S, Cabrera-Mendoza B, Shen J, He J, Deiana G, et al.
Gene discovery and biological insights into anxiety disorders from a large-scale
multi-ancestry genome-wide association study. Nat Genet. 2024;56:2036–45.

20. Strom NI, Verhulst B, Bacanu S-A, Cheesman R, Purves KL, Gedik H, et al.
Genome-wide association study of major anxiety disorders in 122,341
European-ancestry cases identifies 58 loci and highlights GABAergic signaling.
Nat Genet. 2026;58:275–88.

21. Forstner AJ, Awasthi S, Wolf C, Maron E, Erhardt A, Czamara D, et al. Genome-
wide association study of panic disorder reveals genetic overlap with neuroti-
cism and depression. Mol Psychiatry. 2021;26:4179–90.

22. Morneau-Vaillancourt G, Coleman JRI, Purves KL, Cheesman R, Rayner C, Breen
G, et al. The genetic and environmental hierarchical structure of anxiety and
depression in the UK Biobank. Depress Anxiety. 2020;37:512–20.

23. Deckert J, Weber H, Villmann C, Lonsdorf TB, Richter J, Andreatta M, et al. GLRB
allelic variation associated with agoraphobic cognitions, increased startle
response and fear network activation: a potential neurogenetic pathway to
panic disorder. Mol Psychiatry. 2017;22:1431–9.

24. Erhardt A, Czibere L, Roeske D, Lucae S, Unschuld PG, Ripke S, et al. TMEM132D,
a new candidate for anxiety phenotypes: evidence from human and mouse
studies. Mol Psychiatry. 2011;16:647–63.

25. Toft T, Fink P, Oernboel E, Christensen K, Frostholm L, Olesen F. Mental disorders
in primary care: prevalence and co-morbidity among disorders. results from the
functional illness in primary care (FIP) study. Psychol Med. 2005;35:1175–84.

26. Aschard H, Vilhjálmsson BJ, Joshi AD, Price AL, Kraft P. Adjusting for heritable
covariates can bias effect estimates in genome-wide association studies. Am J
Hum Genet. 2015;96:329–39.

27. Kendler KS, Chatzinakos C, Bacanu S-A. The impact on estimations of genetic
correlations by the use of super-normal, unscreened, and family-history screened
controls in genome wide case-control studies. Genet Epidemiol. 2020;44:283–9.

28. Cai N, Choi KW, Fried EI. Reviewing the genetics of heterogeneity in depression:
operationalizations, manifestations and etiologies. Hum Mol Genet.
2020;29:R10–R18.

29. Flint J. The genetic basis of major depressive disorder. Mol Psychiatry.
2023;28:2254–65. https://doi.org/10.1038/s41380-023-01957-9

30. Davies MR, Buckman JEJ, Adey BN, Armour C, Bradley JR, Curzons SCB, et al.
Comparison of symptom-based versus self-reported diagnostic measures of
anxiety and depression disorders in the GLAD and COPING cohorts. J Anxiety
Disord. 2022;85:102491.

31. Mitchell BL, Campos AI, Whiteman DC, Olsen CM, Gordon SD, Walker AJ, et al.
The australian genetics of depression study: new risk loci and dissecting het-
erogeneity between subtypes. Biol Psychiatry. 2021;92:227–35. https://doi.org/
10.1016/j.biopsych.2021.10.021

32. Major Depressive Disorder Working Group of the Psychiatric Genomics Con-
sortium. Trans-ancestry genome-wide study of depression identifies 697 asso-
ciations implicating cell types and pharmacotherapies. Cell. 2025;188:640–652.e9.

33. Davies MR, Kalsi G, Armour C, Jones IR, McIntosh AM, Smith DJ, et al. The Genetic
Links to Anxiety and Depression (GLAD) study: online recruitment into the
largest recontactable study of depression and anxiety. Behav Res Ther.
2019;123:103503.

34. Monssen D, Davies HL, Kakar S, Bristow S, Curzons SCB, Davies MR, et al. The
United Kingdom eating disorders genetics initiative. Int J Eat Disord.
2023;57:1145–59. https://doi.org/10.1002/eat.24037

35. Young KS, Purves KL, Hübel C, Davies MR, Thompson KN, Bristow S, et al.
Depression, anxiety and PTSD symptoms before and during the COVID-19
pandemic in the UK. Psychol Med. 2023;53:5428–41.

36. Davies HL, Hübel C, Herle M, Kakar S, Mundy J, Peel AJ, et al. Risk and protective
factors for new-onset binge eating, low weight, and self-harm symptoms in
>35,000 individuals in the UK during the COVID-19 pandemic. Int J Eat Disord.
2023;56:91–107.

37. Byrne EM, Kirk KM, Medland SE, McGrath JJ, Colodro-Conde L, Parker R, et al.
Cohort profile: the Australian genetics of depression study. BMJ Open.
2020;10:e032580.

38. Olsen CM, Green AC, Neale RE, Webb PM, Cicero RA, Jackman LM, et al. Cohort
profile: the QSkin Sun and Health Study. Int J Epidemiol. 2012;41:929–929i.

39. Sudlow C, Gallacher J, Allen N, Beral V, Burton P, Danesh J, et al. UK biobank: an
open access resource for identifying the causes of a wide range of complex
diseases of middle and old age. PLoS Med. 2015;12:e1001779.

40. Davis KAS, Coleman JRI, Adams M, Allen N, Breen G, Cullen B, et al. Mental
health in UK Biobank - development, implementation and results from an online
questionnaire completed by 157 366 participants: a reanalysis. BJPsych Open.
2020;6:e18.

41. Gigantesco A, Morosini P. Development, reliability and factor analysis of a self-
administered questionnaire which originates from the World Health Organiza-
tion’s Composite International Diagnostic Interview – Short Form (CIDI-SF) for
assessing mental disorders. Clinical Practice and Epidemiology in Mental Health.
2008;4:8.

42. Mbatchou J, Barnard L, Backman J, Marcketta A, Kosmicki JA, Ziyatdinov A, et al.
Computationally efficient whole-genome regression for quantitative and binary
traits. Nat Genet. 2021;53:1097–103.

43. Zhou W, Nielsen JB, Fritsche LG, Dey R, Gabrielsen ME, Wolford BN, et al. Effi-
ciently controlling for case-control imbalance and sample relatedness in large-
scale genetic association studies. Nat Genet. 2018;50:1335–41.

44. Murphy AE, Schilder BM, Skene NG. MungeSumstats: a bioconductor package
for the standardization and quality control of many GWAS summary statistics.
Bioinformatics. 2021;37:4593–6.

45. Willer CJ, Li Y, Abecasis GR. METAL: fast and efficient meta-analysis of geno-
mewide association scans. Bioinformatics. 2010;26:2190–1.

46. Watanabe K, Taskesen E, van Bochoven A, Posthuma D. Functional mapping and
annotation of genetic associations with FUMA. Nat Commun. 2017;8:1826.

47. de Leeuw CA, Mooij JM, Heskes T, Posthuma D. MAGMA: generalized gene-set
analysis of GWAS data. PLoS Comput Biol. 2015;11:e1004219.

48. Bulik-Sullivan BK, Loh P-R, Finucane HK, Ripke S, Yang J, Schizophrenia Working
Group of the Psychiatric Genomics Consortium. et al. LD Score regression dis-
tinguishes confounding from polygenicity in genome-wide association studies.
Nat Genetics. 2015;47:291–5.

49. Grotzinger AD, de la Fuente J, Privé F, Nivard MG, Tucker-Drob EM. Pervasive
downward bias in estimates of liability-scale heritability in genome-wide asso-
ciation study meta-analysis: a simple solution. Biol Psychiatry. 2023;93:29–36.

50. Bandelow B, Michaelis S. Epidemiology of anxiety disorders in the 21st century.
Dialogues Clin Neurosci. 2015;17:327–35.

51. Leray E, Camara A, Drapier D, Riou F, Bougeant N, Pelissolo A, et al. Prevalence, char-
acteristics and comorbidities of anxiety disorders in France: results from the ‘Mental
Health in General Population’ Survey (MHGP). Eur Psychiatry. 2011;26:339–45.

52. Bulik-Sullivan B, Finucane HK, Anttila V, Gusev A, Day FR, Loh P-R, et al. An atlas
of genetic correlations across human diseases and traits. Nat Genet.
2015;47:1236–41.

53. Zheng J, Erzurumluoglu AM, Elsworth BL, Kemp JP, Howe L, Haycock PC, et al.
LD Hub: a centralized database and web interface to perform LD score
regression that maximizes the potential of summary level GWAS data for SNP
heritability and genetic correlation analysis. Bioinformatics. 2017;33:272–9.

54. Hübel C, Gaspar HA, Coleman JRI, Finucane H, Purves KL, Hanscombe KB, et al.
Genomics of body fat percentage may contribute to sex bias in anorexia ner-
vosa. Am J Med Genet B Neuropsychiatr Genet. 2019;180:428–38.

55. Werme J, van der Sluis S, Posthuma D, de Leeuw CA. An integrated framework
for local genetic correlation analysis. Nat Genet. 2022;54:274–82.

56. Zhang C, Zhang Y, Zhang Y, Zhao H. Benchmarking of local genetic correlation
estimation methods using summary statistics from genome-wide association
studies. Brief Bioinform. 2023;24:bbad407.

57. Nagel M, Jansen PR, Stringer S, Watanabe K, de Leeuw CA, Bryois J, et al. Meta-
analysis of genome-wide association studies for neuroticism in 449,484 indivi-
duals identifies novel genetic loci and pathways. Nat Genet. 2018;50:920–7.

58. Nagel M, Watanabe K, Stringer S, Posthuma D, van der Sluis S. Item-level ana-
lyses reveal genetic heterogeneity in neuroticism. Nat Commun. 2018;9:905.

59. Grotzinger AD, Rhemtulla M, de Vlaming R, Ritchie SJ, Mallard TT, Hill WD, et al.
Genomic structural equation modelling provides insights into the multivariate
genetic architecture of complex traits. Nat Hum Behav. 2019;3:513–25.

60. Loh P-R, Kichaev G, Gazal S, Schoech AP, Price AL. Mixed-model association for
biobank-scale datasets. Nat Genet. 2018;50:906–8.

61. Okbay A, Wu Y, Wang N, Jayashankar H, Bennett M, Nehzati SM, et al. Polygenic
prediction of educational attainment within and between families from

A.R. ter Kuile et al.

12

Molecular Psychiatry

https://doi.org/10.1038/s41380-022-01469-y
https://doi.org/10.1038/s41380-023-01957-9
https://doi.org/10.1016/j.biopsych.2021.10.021
https://doi.org/10.1016/j.biopsych.2021.10.021
https://doi.org/10.1002/eat.24037


genome-wide association analyses in 3 million individuals. Nat Genet.
2022;54:437–49.

62. Watanabe K, Jansen PR, Savage JE, Nandakumar P, Wang X, 23andMe Research
Team. et al. Genome-wide meta-analysis of insomnia prioritizes genes asso-
ciated with metabolic and psychiatric pathways. Nat Genet. 2022;54:1125–32.

63. Howard DM, Adams MJ, Clarke T-K, Hafferty JD, Gibson J, Shirali M, et al.
Genome-wide meta-analysis of depression identifies 102 independent variants
and highlights the importance of the prefrontal brain regions. Nat Neurosci.
2019;22:343–52.

64. Vieira N, Rito T, Correia-Neves M, Sousa N. Sorting out sorting nexins functions in
the nervous system in health and disease. Mol Neurobiol. 2021;58:4070–106.

65. Craske MG, Waters AM. Panic disorder, phobias, and generalized anxiety dis-
order. Annual Review of Clinical Psychology. 2005;1:197–225.

66. Umeda T, Takashima N, Nakagawa R, Maekawa M, Ikegami S, Yoshikawa T, et al.
Evaluation of Pax6 mutant rat as a model for autism. PLoS One. 2010;5:e15500.

67. Wray NR, Ripke S, Mattheisen M, Trzaskowski M, Byrne EM, Abdellaoui A, et al.
Genome-wide association analyses identify 44 risk variants and refine the
genetic architecture of major depression. Nat Genet. 2018;50:668–81.

68. Purves KL, Coleman JRI, Meier SM, Rayner C, Davis KAS, Cheesman R, et al. A
major role for common genetic variation in anxiety disorders. Mol Psychiatry.
2020;25:3292–303.

69. Thorp JG, Campos AI, Grotzinger AD, Gerring ZF, An J, Ong J-S, et al. Symptom-
level modelling unravels the shared genetic architecture of anxiety and
depression. Nat Hum Behav. 2021;5:1432–42.

70. Kamran M, Laighneach A, Bibi F, Donohoe G, Ahmed N, Rehman AU, et al.
Independent associated SNPs at SORCS3 and its protein interactors for multiple
brain-related disorders and traits. Genes (Basel). 2023;14:482.

71. Skelton M, Mitchell BL, Assary E, Li D, Morneau-Vaillancourt G, Murphy AE, et al.
Genome-wide meta-analysis of quantitatively measured generalized anxiety
symptoms in individuals of European ancestry. Nat Hum Behav. 2026. https://
doi.org/10.1038/s41562-026-02476-7.

72. Breiderhoff T, Christiansen GB, Pallesen LT, Vaegter C, Nykjaer A, Holm MM, et al.
Sortilin-related receptor SORCS3 is a postsynaptic modulator of synaptic
depression and fear extinction. PLoS One. 2013;8:e75006.

73. Mosing MA, Gordon SD, Medland SE, Statham DJ, Nelson EC, Heath AC, et al.
Genetic and environmental influences on the co-morbidity between depression,
panic disorder, agoraphobia, and social phobia: a twin study. Depress Anxiety.
2009;26:1004–11.

74. Hettema JM, Neale MC, Myers JM, Prescott CA, Kendler KS. A population-based
twin study of the relationship between neuroticism and internalizing disorders.
Am J Psychiatry. 2006;163:857–64.

75. Kendler KS, Myers J. The boundaries of the internalizing and externalizing
genetic spectra in men and women. Psychol Med. 2014;44:647–55.

76. Pluess M, Conrad A, Wilhelm FH. Muscle tension in generalized anxiety disorder:
a critical review of the literature. J Anxiety Disord. 2009;23:1–11.

77. American Psychiatric Association. Diagnostic and statistical manual of mental
disorders (DSM-5®). Arlington, VA: American Psychiatric Pub; 2013.

78. Geis C, Grünewald B, Weishaupt A, Wultsch T, Toyka KV, Reif A, et al. Human IgG
directed against amphiphysin induces anxiety behavior in a rat model after
intrathecal passive transfer. J Neural Transm (Vienna). 2012;119:981–5.

79. Geis C, Weishaupt A, Hallermann S, Grünewald B, Wessig C, Wultsch T, et al. Stiff
person syndrome-associated autoantibodies to amphiphysin mediate reduced
GABAergic inhibition. Brain. 2010;133:3166–80.

80. Takagi T, Nishizaki Y, Matsui F, Wakamatsu N, Higashi Y. De novo inbred het-
erozygous Zeb2/Sip1 mutant mice uniquely generated by germ-line conditional
knockout exhibit craniofacial, callosal and behavioral defects associated with
Mowat-Wilson syndrome. Hum Mol Genet. 2015;24:6390–402.

81. Epifanova E, Babaev A, Newman AG, Tarabykin V. Role of Zeb2/Sip1 in neuronal
development. Brain Res. 2019;1705:24–31.

82. Yang Q, Abdulla A, Farooq M, Ishikawa Y, Liu SJ. Emotional stress increases
GluA2 expression and potentiates fear memory via adenylyl cyclase 5. Cell Rep.
2025;44:115180.

83. Rasiah NP, Loewen SP, Bains JS. Windows into stress: a glimpse at emerging
roles for CRHPVN neurons. Physiol Rev. 2023;103:1667–91.

84. Daviu N, Füzesi T, Rosenegger DG, Rasiah NP, Sterley T-L, Peringod G, et al.
Paraventricular nucleus CRH neurons encode stress controllability and regulate
defensive behavior selection. Nat Neurosci. 2020;23:398–410.

85. Qin C, Li J, Tang K. The paraventricular nucleus of the hypothalamus: devel-
opment, function, and human diseases. Endocrinology. 2018;159:3458–72.

86. Abend R. Understanding anxiety symptoms as aberrant defensive responding
along the threat imminence continuum. Neurosci Biobehav Rev.
2023;152:105305.

87. Bisaz R, Sandi C. The role of NCAM in auditory fear conditioning and its mod-
ulation by stress: a focus on the amygdala. Genes Brain Behav. 2010;9:353–64.

88. De Bundel D, Zussy C, Espallergues J, Gerfen CR, Girault J-A, Valjent E. Dopamine
D2 receptors gate generalization of conditioned threat responses through
mTORC1 signaling in the extended amygdala. Mol Psychiatry. 2016;21:1545–53.

89. Bhatnagar S, Sun LM, Raber J, Maren S, Julius D, Dallman MF. Changes in
anxiety-related behaviors and hypothalamic-pituitary-adrenal activity in mice
lacking the 5-HT-3A receptor. Physiol Behav. 2004;81:545–55.

90. Kelley SP, Bratt AM, Hodge CW. Targeted gene deletion of the 5-HT3A receptor
subunit produces an anxiolytic phenotype in mice. Eur J Pharmacol.
2003;461:19–25.

91. Baik J-H. Stress and the dopaminergic reward system. Exp Mol Med.
2020;52:1879–90.

92. Antón-Galindo E, Cabana-Domínguez J, Torrico B, Corominas R, Cormand B,
Fernàndez-Castillo N. The pleiotropic contribution of genes in dopaminergic
and serotonergic pathways to addiction and related behavioral traits. Front
Psychiatry. 2023;14:1293663.

93. Fakhfouri G, Rahimian R, Dyhrfjeld-Johnsen J, Zirak MR, Beaulieu J-M. 5-HT3
receptor antagonists in neurologic and neuropsychiatric disorders: The iceberg
still lies beneath the surface. Pharmacol Rev. 2019;71:383–412.

94. Grotzinger AD, Werme J, Peyrot WJ, Frei O, de Leeuw C, Bicks LK, et al. Mapping
the genetic landscape across 14 psychiatric disorders. Nature. 2026;649:406–15.

95. Spargo TP, Gilchrist L, Hunt GP, Dobson RJB, Proitsi P, Al-Chalabi A, et al. Sta-
tistical examination of shared loci in neuropsychiatric diseases using genome-
wide association study summary statistics. Elife. 2024;12:RP88768.

96. Roest AM, de Jonge P, Lim CWW, Stein DJ, Al-Hamzawi A, Alonso J, et al. Fear
and distress disorders as predictors of heart disease: a temporal perspective. J
Psychosom Res. 2017;96:67–75.

97. Kessler RC, Berglund P, Demler O, Jin R, Merikangas KR, Walters EE. Lifetime
prevalence and age-of-onset distributions of DSM-IV disorders in the National
Comorbidity Survey Replication. Arch Gen Psychiatry. 2005;62:593–602.

98. de Lijster JM, Dierckx B, Utens EMWJ, Verhulst FC, Zieldorff C, Dieleman GC, et al.
The age of onset of anxiety disorders. Can J Psychiatry. 2017;62:237–46.

99. Celano CM, Daunis DJ, Lokko HN, Campbell KA, Huffman JC. Anxiety disorders
and cardiovascular disease. Curr Psychiatry Rep. 2016;18:101.

100. Friedman BH. An autonomic flexibility–neurovisceral integration model of
anxiety and cardiac vagal tone. Biol Psychol. 2007;74:185–99.

101. Larkin KT, Tiani AG, Brown LA. Cardiac vagal tone and stress. Oxford research
encyclopedia of neuroscience. New York: Oxford University Press; 2021.

102. Nelson CP, Goel A, Butterworth AS, Kanoni S, Webb TR, Marouli E, et al. Asso-
ciation analyses based on false discovery rate implicate new loci for coronary
artery disease. Nat Genet. 2017;49:1385–91.

103. Pavlova B, Perlis RH, Alda M, Uher R. Lifetime prevalence of anxiety disorders in
people with bipolar disorder: a systematic review and meta-analysis. Lancet
Psychiatry. 2015;2:710–7.

104. Mallard TT, Linnér RK, Grotzinger AD, Sanchez-Roige S, Seidlitz J, Okbay A,
et al. Multivariate GWAS of psychiatric disorders and their cardinal symptoms
reveal two dimensions of cross-cutting genetic liabilities. Cell Genom.
2022;2:100140.

105. Mullins N, Forstner AJ, O’Connell KS, Coombes B, Coleman JRI, Qiao Z, et al.
Genome-wide association study of more than 40,000 bipolar disorder cases
provides new insights into the underlying biology. Nat Genet.
2021;53:817–29.

106. Coleman JRI, Gaspar HA, Bryois J, Bipolar Disorder Working Group of the Psy-
chiatric Genomics Consortium, Major Depressive Disorder Working Group of the
Psychiatric Genomics Consortium, Breen G. The genetics of the mood disorder
spectrum: genome-wide association analyses of more than 185,000 cases and
439,000 controls. Biol Psychiatry. 2019;88:169–84. https://doi.org/10.1016/
j.biopsych.2019.10.015

107. Kaye WH, Bulik CM, Thornton L, Barbarich N, Masters K. Comorbidity of anxiety
disorders with anorexia and bulimia nervosa. Am J Psychiatry. 2004;161:2215–21.

108. Godart NT, Flament MF, Perdereau F, Jeammet P. Comorbidity between eating
disorders and anxiety disorders: a review. Int J Eat Disord. 2002;32:253–70.

109. Murray SB, Strober M, Craske MG, Griffiths S, Levinson CA, Strigo IA. Fear as a
translational mechanism in the psychopathology of anorexia nervosa. Neurosci
Biobehav Rev. 2018;95:383–95.

110. Dellava JE, Kendler KS, Neale MC. Generalized anxiety disorder and anorexia
nervosa: evidence of shared genetic variation. Depress Anxiety. 2011;28:728–33.

111. Kendler KS, Walters EE, Neale MC, Kessler RC, Heath AC, Eaves LJ. The structure
of the genetic and environmental risk factors for six major psychiatric disorders
in women. Phobia, generalized anxiety disorder, panic disorder, bulimia, major
depression, and alcoholism. Arch Gen Psychiatry. 1995;52:374–83.

112. Kendler KS, Aggen SH, Knudsen GP, Røysamb E, Neale MC, Reichborn-Kjennerud
T. The structure of genetic and environmental risk factors for syndromal and
subsyndromal common DSM-IV axis I and all axis II disorders. Am J Psychiatry.
2011;168:29–39.

A.R. ter Kuile et al.

13

Molecular Psychiatry

https://doi.org/10.1038/s41562-026-02476-7
https://doi.org/10.1038/s41562-026-02476-7
https://doi.org/10.1016/j.biopsych.2019.10.015
https://doi.org/10.1016/j.biopsych.2019.10.015


ACKNOWLEDGEMENTS
We thank National Institute for Health and Care Research (NIHR) BioResource
volunteers for their participation, and gratefully acknowledge NIHR BioResource
centres, NHS Trusts and staff for their contribution. We thank the National Institute for
Health and Care Research, NHS Blood and Transplant, and Health Data Research UK
as part of the Digital Innovation Hub Programme. The views expressed are those of
the author(s) and not necessarily those of the NHS, the NIHR or the Department of
Health and Social Care. We gratefully acknowledge the participation of the NIHR
BioResource Centre Maudsley, Biomedical Research Centre at South London and
Maudsley NHS Foundation Trust and King’s College London volunteers and thank the
staff for their help with volunteer recruitment. We thank the NIHR Biomedical
Research Centre at South London and the Maudsley NHS Foundation Trust and King’s
College London for funding. This study represents independent research supported
by the NIHR Biomedical Research Centre BioResource at South London and Maudsley
NHS Foundation Trust and King’s College London. We gratefully acknowledge capital
equipment funding from the Maudsley Charity (Grant Ref. 980) and Guy’s and St
Thomas’s Charity (Grant Ref. STR130505).

AUTHOR CONTRIBUTIONS
ARTK, TCE and GB were responsible for the conception and design of the study. TCE,
GB, GK, MRD, MH, JRIC and NRW, SEM, EMB, NGM established and provided access to
the GLAD+ and QIMR datasets, respectively. ARTK, CH, AJP, HLD, JM, YL, JZ, AP were
responsible for GLAD+ phenotypic data preparation and cleaning. ARTK, SHL, JRIC
and BA conducted preparation and quality control of genetic data. BM carried out
data analysis in the QIMR dataset. ARTK conducted all other data analyses with
support from GMV, SHL, HLD, JM, MS, JRIC and AEF ARTK and TCE were responsible
for the drafting of the original manuscript. All co-authors reviewed the manuscript.

FUNDING
This work was supported by the NIHR BioResource [RG94028, RG85445], NIHR
Biomedical Research Centre [IS-BRC-1215-20018], HSC R&D Division, Public Health
Agency [COM/5516/18], MRC Mental Health Data Pathfinder Award (MC_PC_17,217),
and the National Centre for Mental Health funding through Health and Care Research
Wales. A.R.T.K acknowledges funding from the NIHR Biomedical Research Centre and
Guy’s and St Thomas’ NHS Foundation Trust. G.M.V. is supported through
postdoctoral fellowships from the Social Sciences and Humanities Research Council
of Canada (SSHRC) (756-20210516; Banting 202309BPF-510174-293475) and Fonds
de recherche du Québec Société et Culture (FRQSC) (2022-B3Z-297753). B.L.M and
S.E.M are supported by Investigator Grant from the National Health and Medical
Research Council of Australia (NHMRC; APP2017176 and 2025674). AGDS was funded
by the NHMRC APP1086683 with additional funding from APP1172917 and 2025674,
and the QSkin study was funded by the NHMRC APP1073898, 1058522 and 1123248.
This project has received funding from the European Research Council under the
European Union’s Horizon 2020 research and innovation programme (I-IRISK grant
agreement No. 863981).

COMPETING INTERESTS
GB has received honoraria, research or conference grants and consulting fees from
Illumina, Otsuka, and COMPASS Pathfinder Ltd. AMM has received research support
from Eli Lilly, Janssen and The Sackler Trust. AMM has also received speaker fees from
Illumina and Janssen. All other authors have nothing to disclose.

ETHICAL APPROVAL
The London Fulham Research Ethics Committee approved the GLAD Study (21st
August 2018; REC reference: 18/LO/1218) and EDGI UK (29th July, 2019; REC
reference: 19/LO/1254). Ethical approval for the COPING Study was granted following
a full review by the South West Central Bristol Research Ethics Committee (REC
reference: 20/SW/0078) on 27th April 2020. The AGDS and QSkin cohorts were
reviewed and approved by the QIMR Berghofer Medical Research Institute’s Human
Research Ethics Committee. Analyses in the UK Biobank were performed under UK
Biobank Project Application 82087. The UK Biobank has ethical approval from the
North West Multi-centre Research Ethics Committee (MREC) as a Research Tissue
Bank (RTB) approval. All participants provided informed consent, and all methods
were performed in accordance with the relevant guidelines and regulations.

ADDITIONAL INFORMATION
Supplementary information The online version contains supplementary material
available at https://doi.org/10.1038/s41380-026-03677-2.

Correspondence and requests for materials should be addressed to Thalia C. Eley.

Reprints and permission information is available at http://www.nature.com/
reprints

Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims
in published maps and institutional affiliations.

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,

adaptation, distribution and reproduction in anymedium or format, as long as you give
appropriate credit to the original author(s) and the source, provide a link to the Creative
Commons licence, and indicate if changes were made. The images or other third party
material in this article are included in the article’s Creative Commons licence, unless
indicated otherwise in a credit line to the material. If material is not included in the
article’s Creative Commons licence and your intended use is not permitted by statutory
regulation or exceeds the permitted use, you will need to obtain permission directly
from the copyright holder. To view a copy of this licence, visit http://
creativecommons.org/licenses/by/4.0/.

© The Author(s) 2026

NIHR BIORESOURCE

John R. Bradley20, Nathalie Kingston 20, Hannah Stark20, Carola Kanz20, Alexei Moulton20, Nigel Ovington20, Jacinta Lee20,
Debbie Clapham-Riley20 and Katie Mills20

A.R. ter Kuile et al.

14

Molecular Psychiatry

https://doi.org/10.1038/s41380-026-03677-2
http://www.nature.com/reprints
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://orcid.org/0000-0002-9190-2231
http://orcid.org/0000-0002-9190-2231
http://orcid.org/0000-0002-9190-2231
http://orcid.org/0000-0002-9190-2231

	Genome-wide genetic overlap between fear-based disorders and generalised anxiety disorder
	Introduction
	Methods
	Datasets and measures
	Overview
	GLAD+
	QIMR Berghofer
	UK Biobank
	Case-control definitions

	Genome-wide association analyses
	Meta-analyses and annotation
	SNP-based heritability
	Global genetic correlations
	Local genetic correlations

	Results
	Genome-wide association meta-analyses
	Gene-level and gene-set association analyses
	SNP-based heritability
	Global genetic correlation between fear-based disorders and GAD
	Global genetic correlations with external phenotypes
	Local genetic correlations
	Neuroticism subcomponents

	Discussion
	References
	References
	Acknowledgements
	Author contributions
	Funding
	Competing interests
	Ethical approval
	ADDITIONAL INFORMATION




