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Abstract

Identifying the genes that contribute to the variability in brain regions involved in language processing may
shed light on the evolution of brain structures essential to the emergence of language in Homo sapiens. The
superior temporal asymmetrical pit (STAP), which is not observed in chimpanzees, represents an ideal
phenotype to investigate the genetic variations that support human communication. The left STAP depth
was significantly associated with a predicted enhancer annotation located in the 14q23.1 locus, between
DACTI and KIAA0586, in the UK Biobank British discovery sample (N=16,515). This association was
replicated in the IMAGEN cohort (N=1,726) and the UK Biobank non-British validation sample (N=2,161).
This genomic region was also associated to a lesser extent with the right STAP depth and the formation of
sulcal interruptions, plis de passage, in the bilateral STAP but not with other structural brain MRI
phenotypes, highlighting its notable association with the superior temporal regions. Diffusion MRI
emphasized an association with the fractional anisotropy of the left auditory fibers of the corpus callosum
and with networks involved in linguistic processing in resting-state functional MRI. Overall, this evidence
demonstrates a specific relationship between this locus and the establishment of the superior temporal
regions that support human communication.
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Introduction

Which genes participate in the biological foundations of human language processing? This question remains
unanswered. Initial approaches sought to identify rare monogenic mutations in families with language and
speech disorders, which revealed the roles of FOXP2 (Fisher et al. 1998) and KI440319 (Francks et al.
2004), for example. The discovery of these genes led to productive research in humans and animals in the
following aspects: First, which brain areas do these genes modulate either structurally or functionally in
humans; and second, how do animal variants and even human variants in animals affect neural networks
and animal abilities? A complementary approach, which is now possible due to genotyping and
neuroimaging in large cohorts, is to investigate the relationship between certain brain structures and allelic
variations in the normal human population (Cai et al. 2014). Although all participants have language ability,
this type of research can pinpoint particular genetic and neural architectures, opening new windows to
understanding language. For example, Dediu and Ladd (Dediu and Ladd 2007) proposed that typological
features of languages may depend on certain allele frequencies in human groups, and they explored the
relationship between tonal languages and the distribution of allelic variants of ASPM and Microcephalin.
Functional and structural asymmetries may be one of the human brain phenotypes whose genetic study may
shed light on this issue. Indeed, human communication is based on the retrieval of two crucial types of
information in speech, who speaks and what is said. In most adults, the message and the messenger are
processed in parallel in the superior temporal region, with the linguistic message (Mazoyer et al. 1993) and
voice identification (Belin et al. 2000) processed in the left and right hemispheres, respectively. This
channeling is present early in human infants (Dehaene-Lambertz et al. 2002; Bristow et al. 2009). At six
months of gestation, activations to syllables are differently lateralized when preterm infants discriminate a
phonetic change (/ba/ vs /ga/) or a voice change (male vs female) (Mahmoudzadeh et al. 2013). Thus, the
left and right peri-sylvian regions are distinctly functionally organized from the onset of thalamocortical
connectivity. Therefore, this organization occurs before sensory input can shape these regions, suggesting
genetically determined protomaps.

These functional asymmetries should be discussed in relation to the notable asymmetries visible at the
macroscopic level and reported near the Sylvian fissure. The Sylvian fissure is more dorsal and oblique in
the right hemisphere, the planum temporale is larger in the left hemisphere (Geschwind and Levitsky 1968)
and the right superior temporal sulcus (STS) is deeper than the left (Leroy et al. 2015). Some asymmetries,
such as the shape and location of the Sylvian fissure and the left-right size difference in the planum, are
observed in apes (Hopkins et al. 2000), but the STS depth asymmetry is the first macroscopic brain
asymmetry that has been observed only in humans. A 45-mm-long segment located under Heschl’s gyrus,
superior temporal asymmetrical pit (STAP), is deeper in the right hemisphere than in the left in 96% of
human infants, children, and adults but not in chimpanzees (Leroy et al. 2015). During gestation, the right
STS appears earlier than the left, similar to many other sulci (Fontes 1944; Dubois et al. 2008; Kasprian et
al. 2011; Habas et al. 2012); however other left sulci catch up, while the left STS remains shallower than
the right STS and is more often interrupted by one or more plis de passage (PPs) (Leroy et al. 2015; Le
Guen, Leroy, et al. 2018). The observation of these structural and functional differences before term age
suggests that genetically driven mechanisms guide the development of peri-sylvian regions to endorse the
complexity of verbal and nonverbal communication in the human species. Because of the sharp distinction
between chimpanzees and humans, Leroy et al. (2015) suggested that the STAP may represent an important
macroscopic marker of the recent cytoarchitectonic changes (Cantalupo and Hopkins 2001) in the primate
lineage supporting the communication function in humans. We have previously examined the heritability
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(i.e., the genetic proportion in phenotypic variance across individuals) of STS characteristics. Because sulcal
pits correspond to the deeper parts of sulci where the initial or primary folds occur, they show less
intersubject variability (Meng et al. 2014; Le Guen, Auzias, et al. 2018). In the left STAP area, the two
sulcal pit regions (STS b and c in Le Guen, Auzias, et al. (2018)) are highly heritable, in contrast to the right
STS, yielding the largest asymmetric estimate of heritability for all brain sulci. In addition, the PPs that
interrupt some sulci are more frequent and heritable in the left STS (h* = 0.53) than in the right (h? = 0.27)
(Le Guen, Leroy, et al. 2018). In most brain regions, this interhemispheric difference in heritability estimates
was not detected, therefore suggesting a distinctive genetic modulation in the superior temporal lobes.

Therefore, to clarify the genetic influence on the development of the human communication system, we
studied the genetic variants that are significantly associated with STAP phenotypes (i.e., the right and left
sulcal depths, their asymmetry and the formation of PPs). We took advantage of the most recent release of
the UK Biobank, which includes approximately 22,000 individuals genotyped and scanned with the same
MRI scanner and imaging protocol (Miller et al. 2016). We used 16,515 genetically confirmed individuals
of British ancestry as our discovery sample and the remaining 2,161 non-British ancestry subjects as a first
replication sample. In addition, we used the IMAGEN cohort of 1,726 adolescents (14-15 years) as the
second replication sample. We found that an intergenic region upstream of DACTI located in 14q23.1
modulates STS phenotypes. To further understand the functional role of this region, we first used databases
of information on gene tissue expression and chromatin states in various brain tissues at different stages of
development. Second, we investigated the effect of this region on brain phenotypes by taking advantage of
the multimodal sequences acquired in the same UK Biobank subjects (T 1w, diffusion tensor imaging (DTI)
and resting state). We observed that this gene has a localized effect on the superior temporal regions,
particularly on the left STS, which suggests a role in the establishment of the linguistic network.

Methods

Subjects. In this study, we used the UK Biobank data released in October 2018, including 22,392 subjects
with T1-weighted MRI who were aged 44 to 81 years at the time of the imaging visit. The genetic data have
already been subject to rigorous quality control (Bycroft et al. 2018). We limited our analysis to individuals
identified by the UK Biobank as belonging to the main subset of white British ancestry. Subjects with high
genotyped missingness, high heterozygosity or sex mismatches were excluded from our analysis (Bycroft
et al. 2018). Briefly, the UK Biobank contains genotypes of 488,377 participants who were genotyped on
the following arrays: UK BiLEVE Axiom Array (807,411 markers; 49,950 participants) and UK Biobank
Axiom Array (825,927 markers; 438,427 participants). The two arrays are very similar, sharing
approximately 95% of the marker content. Genotypes were called from the array intensity data in 106
batches of approximately 4700 samples each using a custom genotype-calling pipeline.

Among individuals with the STAP phenotype, 13,956 individuals of British ancestry were scanned at
Cheadle and 2,559 at Nottingham, while, 1,935 individuals of non-British ancestry were scanned at Cheadle
and 226 at Nottingham.

Ethical approval. UK Biobank has approval from the North West Multi-centre Research Ethics Committee
(MREC), which covers the UK. The present study was approved by the UK Biobank ethics committee under
application number 25251.

Imputation. Phasing and imputation were carried out by the UK Biobank and are described in detail
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elsewhere (Bycroft et al. 2018). Briefly, phasing on the autosomes was performed using SHAPEIT3
(O’Connell et al. 2016) with the 1000 Genomes Phase 3 dataset as a reference panel. For imputation, both
the Haplotype Reference Consortium (HRC) reference panel (McCarthy et al. 2016) and a merged
UK10K/1000 Genomes Phase 3 panel were used. This imputation resulted in a dataset with 92,693,895
autosomal SNPs, short indels and large structural variants. This customized imputation represents the most
reliable high-resolution imputation to date and enables fine-mapping to identify causal genetic variants
(Schaid et al. 2018). Using PLINK v1.9 (Chang et al. 2015), we filtered variants from the UK Biobank
imputed data. We removed variants with more than 5% missing genotype data, variants with Hardy-
Weinberg exact test < 10 and variants with minor allele frequency < 0.01. 8,011,919 imputed variants
remained after filtering. In addition, we excluded all individuals who fulfilled at least one of the following
criteria: discrepancy between genetically inferred sex (Data field 22001) and self-reported sex (Data field
31), outliers in heterozygosity and missing rates (Data field 22027), and individuals not flagged by UK
Biobank as belonging to a white British ancestry subset (Data field 22006) (i.e., identified as British by
principal component analysis and self-reported ‘British’).

MRI data acquisition. The MRI data acquisition parameters and preprocessing are described in detail in
the UK Biobank Brain Imaging Documentation (v.1.5, August 2018) and in previous UK Biobank
publications describing imaging phenotypes and QC (Miller et al. 2016; Alfaro-Almagro et al. 2018; Elliott
et al. 2018).

Briefly:

e TI images were acquired with 1 mm isotropic resolution (key parameters: 3D MPRAGE, sagittal,
R=2, T1/TR = 880/2000 ms, duration = 4 min:54 s);

e T2 FLAIR images were acquired with a 1.05*%1.0*1.0 mm resolution (key parameters: FLAIR, 3D
SPACE, sagittal, R =2, PF 7/8, fat sat, T1/TR = 1800/5000 ms, elliptical, duration 5 min:52 s);

o diffusion MRI (dMRI) images were acquired with 2.0 mm isotropic resolution (key parameters: MB
=3,R =1, TE/TR = 92/3600 ms, PF 6/8, fat sat, b = 0 s/mm? (5x+ 3*phase-encoding reversed), b
= 1000 s/mm? (50%), b = 2000 s/mm? (50%), duration = 7 min:8s);

e resting-state functional MRI (rfMRI) images were acquired with 2.4 mm isotropic resolution (key
parameters: TE/TR =39/735 ms, MB =8, R = 1, flip angle = 52°, fat sat, duration = 6 min:10 s).

STAP depth extraction. The STAP section was extracted using the automated method described in Le
Guen, Leroy, et al. (2018). Briefly, we first extracted the sulcal pits (primary cortical folds) using a
watershed algorithm (Auzias et al. 2015). Then, we summed all the individual pit densities on a symmetric
template using surface-based interhemispheric registration (Greve et al. 2013). We used a watershed
algorithm on this group pit density, which yielded a group parcellation of the sulcal pits. We projected these
group areas onto the individual meshes and identified areas denoted STS b, c, d (Le Guen, Auzias, et al.
2018). Then, we extracted the geodesic path of the vertices that follow the sulcal fundus on the white mesh
between the deepest pits STS b and the STS c/d border, which approximately correspond to the STAP
Talaraich coordinates defined by Leroy et al. (2015). From this set of vertices, we obtained individual
profiles of the geodesic depth and depth potential function (PF), which considers both sulcal depth and
convexity. We averaged these values along the STAP for each subject to obtain our depth phenotypes. We
also applied the PP detection method described in Le Guen, Leroy, et al. (2018) and benchmarked on
manually labeled data from Leroy et al. (2015) to identify subjects with at least one sulcal interruption in
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their depth profile. This process led to the binary phenotype “presence or absence of PP”. Among our British
discovery sample that completed the pipeline (16,515 subjects), 9,501 subjects had a left PP (57.53%), and
2,587 had a right PP (15.66%). We defined the asymmetry index as 2(L-R)/(L+R).

Phenome-wide analysis. We processed the T1w and T2w images with the Freesurfer v6 pipeline (Fischl
2012), and extracted individual measures from the following output files: ?h.aparc.stats (Desikan
parcellation (Desikan et al. 2006)), ?h.aparc.a2009s.stats (Destrieux parcellation (Destrieux et al. 2010)),
and aseg.stats (subcortical volumes). We processed the T1w images with Brainvisa Morphologist pipeline
(Perrot et al. 2011) and obtained individual sulcus measures per subject. We obtained diffusion MRI and
resting-state MRI phenotypes from the UK Biobank (Miller et al. 2016; Elliott et al. 2018). Briefly, diffusion
MRI measures were extracted using TBSS (Smith et al. 2006) from the ICBM 48 white matter tracts atlas
(Mori et al. 2008). For resting-state fMRI (rfMRI), independent component analysis (ICA) was performed
by the UK Biobank on the first 4,181 participants (Miller et al. 2016). A total of 21 and 55 good components
were identified for 25 and 100 component analyses, respectively (Elliott et al. 2018). These components
were subsequently used for rfMRI acquired in the following subjects. The rfMRI phenotypes include the
amplitude of the ICA weighted rfMRI BOLD signal, referred to as ICA amplitude, the Pearson correlation
and partial correlations between pairs of ICA time series, which are also referred to as functional
connectivity.

Quantitative genetics. In our discovery sample, we used genome complex trait analysis (GCTA), (Yang et
al. 2011) which provides an estimate of heritability in population studies with unrelated genotyped
participants. To compute the kinship matrix of the population, we selected specific SNPs with PLINK v1.9
(Purcell et al. 2007) using the following thresholds: missing genotype = 5% (70,737 variants excluded),
Hardy-Weinberg equilibrium test (hwe) = 10 (18,462), and minor allele frequency (maf) = 1.0% (101,839).
We kept the SNPs in moderate linkage disequilibrium with a variation inflation factor of 10 within a window
of 50 SNPs (91,496 variants excluded). Then, we computed the genetic relationship matrix with GCTA
1.25.3 using the 501,722 SNPs left. The amount of phenotypic variance captured by this matrix is estimated
using a mixed-effects linear model. As covariates, we included gender, genotyping array type, age at the
MRI session and the 10 genetic principal components (PCs) provided by the UK Biobank to account for
population stratification.

Heritability replication in the HCP cohort. The heritability estimates for the Human Connectome Project
followed the steps described in our previous study (Le Guen, Leroy, et al. 2018). Briefly, these estimates
are computed using the Sequential Oligogenic Linkage Analysis Routines (SOLAR) (Almasy and Blangero
1998) on an extended pedigree of 820 Caucasian individuals, which includes twins and siblings. To replicate
heritability estimates of the STAP phenotypes, we included 820 subjects (383/437 M/F) labeled as
Caucasian with 69 individuals from the Hispanic ethnicity. The pedigree is composed of 191 twin pairs (127
monozygotic (MZ) with 123 siblings and 64 dizygotic (DZ) with 64 siblings and 1 half sibling), 190 siblings,
1 half sibling and 59 unpaired individuals, aged between 22 and 36 years old (u+ 6 =29.0 + 3.6 years). The
pedigree was provided by the HCP, and most sibling pairs were genetically confirmed. Note that in (Le
Guen, Leroy, et al. 2018), we only reported in the main text the heritability of the PPs. However, these were
extracted in each individual based on their STAP geodesic depth and depth PF; thus, to obtain the other
STAP features, we averaged these depth profiles and computed their asymmetry index in the same set of
subjects and used the same methodology to estimate the heritability.
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Genome-wide associations in the UK Biobank. The analyses of genotype-phenotype associations were
performed with PLINKv1.9 (Purcell et al. 2007) using the imputed genotype data. The same thresholds as
above were applied (missing genotype: 5%, hwe: 10, and maf: 0.01). We included the same covariates as
those in the quantitative genetics section.

GWA s replication in the IMAGEN cohort. For the replication of GWAS, we included 1,726 subjects with
T1 MR Images (ADNI-MPRAGE whose parameters are available in (Schumann et al. 2010)) and
genotyping data. The SNPs common to the Illumina 610-Quad and 660-Quad arrays were considered and
we used the imputed data available from the IMAGEN project (https://imagen2.cea.fr). Briefly, imputation

was performed using MaCH using the 1000 genome Phase 3 dataset as a reference (v3.20101123).

Functional annotation. The functional annotations of loci were provided by FUMA (Watanabe et al. 2017),
which notably annotates SNP location, expression quantitative trait loci (eQTL) querying the Braineac
(Ramasamy et al. 2014), GTEx (GTEx Consortium 2017), Common Mind (CMC) (Fromer et al. 2016), and
eQTLGen (Vosa et al. 2018) databases, and splicing QTL (sQTL) in GTEx. GTEx, Braineac and eQTLGen
were further manually queried. Additionally, we queried the Brain-eMeta eQTL summary data (Qi et al.
2018), which is a set of eQTL data from a meta-analysis of GTEx brain (GTEx Consortium 2017), CMC
(Fromer et al. 2016), and ROSMAP (Ng et al. 2017). The estimated effective sample size is n = 1,194. Only
SNPs within a 1Mb distance from each probe are available. This dataset is available on the SMR website
(cnsgenomics.com/software/smr). The chromatin state was from the Roadmap Epigenomics Consortium
(Roadmap Epigenomics Consortium et al. 2015) and inferred by ChromHMM (Ernst and Kellis 2012) in
various brain tissues.

Results

Heritability and genome-wide association. The first two columns in Table 1 present the heritability
estimates of STAP phenotypes in the following populations: the extended pedigree of the Human
Connectome Project (HCP) using SOLAR (Almasy and Blangero 1998) and unrelated individuals in the
UK Biobank using GCTA (Yang et al. 2011). Although weaker due to the different cohort design, the higher
heritability estimates in the left hemisphere of the geodesic depth and presence of PP previously obtained
in HCP (Le Guen, Leroy, et al. 2018) were reproduced in UK Biobank individuals (details in Table S1).
Note that heritability estimates are generally higher in a pedigree than in unrelated individuals, when
considering the same phenotype, due to shared environmental effects, non-additive genetic variations and/or
epigenetic factors (Yang et al. 2017). The depth asymmetry index was also heritable. We computed the
genome-wide association (GWA) with these phenotypes in the UK Biobank discovery sample (see Fig. S1-
S3 for the Manhattan and QQ plots of these association tests). A region upstream (26.5 kb) of the DACTI
gene in the cytogenetic band 14g23.1 contains SNPs whose associated p-values passed the Bonferroni-
corrected genomic threshold (p < 5-10°%/8 = 6.25-10°) (Fig. 1A). Fig. S4 presents the associated region
corresponding to 2 MB around the locus. The strongest association in imputed SNPs was with rs160458 (p
=2.0-10"%, N = 16,203, base pair (bp) position = 59074878 (GRCh37)) and in genotyped SNPs with
15160459 (p = 4.2-10™'2, N=16,515, base pair position = 59074136), which are both annotated in Ensembl
(Zerbino et al. 2018) as “human-specific bases” (Fig. S5). Suggestive associations (10° <p < 10°*) were
observed for other left/right STAP phenotypes, while the asymmetry index of the geodesic depth and DPF
were significant at p < 0.05 (uncorrected). In the following section, we focus on the genotyped SNP
rs160459 because its chromatin state in the brain appears more consistent with a regulatory role (Fig. 1B),
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and both SNPs are in strong linkage disequilibrium (r*= 0.936 in British ancestry, distance in build GRCh37
= 742 bp). Table S2 provides estimate of the proportion of variance in phenotype explained for rs160459.
We note that rs160459 dosage only explains 0.3% of the left STAP depth variability and 1.4% of this trait
heritability in the UK Biobank. For association with the lead SNP, we controlled a posteriori for the MRI
scanner center and brain volume (Tables S3-S4). These two covariates do not affect the main result
presented here.

Replication of the association in two other populations (Table 1 for rs160459 and Table S5 for
rs160458). The association with the STAP left geodesic depth was replicated in the two samples above the
nominal significance level (p < 0.05), with p = 8.0-10° in the IMAGEN cohort and p = 0.041 in the non-
British UK Biobank sample. On average, the allelic repartition across the three population samples is 21.6%
‘CC’,49.9% ‘CA’, and 28.5% “AA’. Fig. S6 illustrates the effect size of the rs160459 allelic configuration
on the geodesic depth and depth PF in the three populations revealing shallower STS in the ‘AA’ allelic
configuration. Fig. 2A shows the influence of rs160459 along the STAP geodesic depth profile. Its allelic
configuration exerts a strong control on the posterior part of the left STAP notably at the average location
of the posterior PP when it exists.

Role of the rs160459 region in the regulation of nearby genes. Fig. 1B presents the chromatin state
functional annotation of the genomic region upstream of DACT1 (i.e., the region significantly associated
with the left STAP geodesic depth). The subregion around rs160459 has its chromatin state in brain tissues
annotated as enhancer (Enh) and/or flanking active transcription start site (TssAFInk) (Emst and Kellis
2012; Roadmap Epigenomics Consortium et al. 2015), thus revealing its active chromatin state in all tested
brain areas, with the notable exception of the dorso-lateral prefrontal cortex. In contrast, this region has a
quiescent chromatin state in most other body tissues except stem cells and epithelial cells, suggesting a
tropism for neuro-ectoderm derived cell lines (Fig. S7). Table S6 provides the eQTL query results in Brain-
eMeta for the genome-wide significant (GWS) hits. We did not find any significant eQTLs in brain tissues
among our GWS SNPs in Brain-eMeta, except rs10782438 which eQTL of PSMA3-ASI (Puncorrected = 7107
>, pror = 0.05). Querying eQTLGen, which includes a large number of subjects with gene expression in
blood, 1s160459 is an €QTL of DACTI (Puncomecied = 9-107, N = 30,757) but not of other protein coding
genes, with a decrease in DACTI expression with rs160459-C. Additionally, one of the GWS SNPs,
rs10782438, is an eQTL FDR significant of DACTI (Puncorrected = 5-107, N = 31,086, pror = 0.01) (Table
S7). In British ancestry, according to LDlink, rs160459 and rs10782438 are in strong linkage disequilibrium
with > = 0.9132 and D’ = 0.9772. Additionally, we note in GTEx that rs160459 and several SNPs of the
GWS locus block are splicing QTLs (sQTLs) of KI440586 and PSMA3-AS1 in several non-brain tissues
(Table S8). Finally, we obtained the CADD (Combined Annotation Dependent Depletion) scores (Rentzsch
et al. 2019) of GWS variants and observed that rs160459 has the highest score among these variants (CADD
= 14.66, Table S9). Table S10 shows the predicted motif features of rs160459 site. It includes as predicted
consequences a modification of the region considered as transcription factors binding sites, which would
impact the putative regulation of the following genes: CUXI, ETV2:PAX5, ELKI:PAXI, ELKI:PAXS,
ELKI1:PAXY, ETV2:BHLHAIS, FLII:BHLHAIS5, FOXGI, FOXKI, GCM2:S0X15, HOXB2:SOX15. Fig.
S8 presents the LD structure around the regulatory including rs160459 in the 1000 Genomes British panel.

Nearby gene expression across the lifespan. Fig. S9 presents the expression levels of genes within +/- 1
MB of the GWS locus, across brain developmental stages, from Brainspan (Miller et al. 2014). Among these
genes, ACTRI0, RTN1 and DACT] showed the highest expression level, with RTNI mainly expressed in
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brain tissues (GTEx data not shown). The normalized expression of the genes at least moderately expressed
in the brain is reported in Fig. 1C. We note that DACTI and DAAM1 are mainly expressed during early
brain development in the following distinct periods: high expression from the early to late mid-prenatal
period (8 to 24 weeks post-conception (pcw), no data before 8 pcw), followed by a decrease from the late
prenatal period (26 pcw) until the end of the first year, and minimal expression after early childhood (from
2 years of age). KIAA0586 is mainly expressed during the early prenatal period (8 to 12 pcw), while PSMA 3-
AS1I has a similar trend with an expression level peak during the late-mid prenatal period (16-17 pcw).

Association of multimodality MRI phenotypes association with rs160459. To characterize the potential
role of this enhancer genomic region in shaping the human brain, we performed a phenome-wide association
(PheWA) of rs160459 with various brain phenotypes computed on structural, diffusion and functional MRI
exams available from the UK Biobank. We extracted (i) the brain sulci features with Morphologist (Perrot
et al. 2011); (ii) cortical thickness, surface area and gray matter volumes with Freesurfer on the Desikan
(Desikan et al. 2006) and Destrieux (Destrieux et al. 2010) atlases; and (iii) the subcortical volumes with
Freesurfer. From the UK Biobank, we obtained (iv) tract-based spatial statistics (TBSS) (Smith et al. 2006)
on white matter tracts from the ICBM atlas (Mori et al. 2008) and (v) resting-state functional MRI (rfMRI)
phenotypes (see Methods).

Table 2 summarizes the 20 phenotypes with the strongest associations (smallest p-values) with rs160459
(Table S11 for rs160458, Table S12 with all phenotypes for rs160459). The Bonferroni significance
threshold was p <9.7-10(0.05/5179 phenotypes, strict correction not accounting for correlations between
phenotypes). A majority of phenotypes are directly related to lateral and superior parts of the temporal
cortex, notably the left STS (depth, gray matter volume, surface area and thickness of its banks).

Fig. S10 shows the mapping of the p-values of the association between rs160459 and brain sulci features
(maximum depth, mean depth, sulcal width, surface, gray matter thickness along the sulcus, and sulcus
length). This genetic variant clearly has a localized effect on the superior temporal region curvature, with
an effect on both the left and right STS as well as on the anterior inferior temporal sulcus. Similarly,
regarding cortical features obtained from Freesurfer parcellations (gray volume, surface area, and cortical
thickness), the effect is localized to the temporal regions, notably the left banks of the STS in the Desikan
atlas (Fig. S11) and the left temporal pole and the middle temporal gyrus in the Destrieux atlas (Fig. S12).
Two main associations were uncovered with diffusion MRI analysis. The most significant association was
with the fractional anisotropy (FA) measured in the left tapetum of the corpus callosum, and the second
corresponded to the mode of anisotropy (MO) of the left cerebellar peduncle.

Finally, we analyzed resting-state activity. rs160459 modulates several components that comprise linguistic
regions (Fig. S13, p < 0.01, uncorrected), such as the superior temporal regions, the insula, the inferior
frontal region and the basal ganglia (component 18 for ICA25; and components 9 and 38 for ICA100).
Associations with ICA100 amplitudes included the left fusiform and associative visual areas (components
52 and 8, respectively). Correlations between resting-state networks revealed associations with components
29-41 and 8-31 for ICA100 and 5-18 for ICA25 (Fig. S14), which are implicated in language processing
(Fig. S15). In particular, Fig. 3A presents the most associated pair, 29-41, with rs160459. Notably,
component 29 bilaterally comprises the angular and supra-marginal gyri, the STAP and the posterior
cingulate. Component 41 includes a string of areas from Brodmann area 19 and the fusiform gyri to the
posterior STS.

Characterizing the local influence of rs160459 on brain anatomy. The ‘CC’ and ‘AA’ allelic
configurations were observed in a roughly similar number of subjects. We compared brain anatomy (DTI
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FA values, sulcal depth and thickness values) in ‘CC’ vs ‘AA’ subjects. A voxelwise difference in FA values
in the MNI space was detected between the 4,742 British subjects with the ‘A A’ allele and the 3,470 subjects
with the ‘CC” allele (Fig. 3C, left). These regions are projected on the cortex in Fig. 3C (right). The tapetum,
which comprises the auditory callosal fibers, is delineated bilaterally, in addition to a region close to the
hippocampus. We also noted a difference in FA in the left STS region at the average boundary between gray
and white matter, which corresponds to the average location of the posterior PP in the STAP when present.
Similarly, Fig. 3B highlights the vertexwise difference in sulcal depth between ‘AA’ and ‘CC’ individuals
(other configuration differences are shown in Fig. S16). The left STAP clearly appears as the region with
the most substantial difference in depth between these two groups of individuals. Two other areas display
reverse effects relative to the STAP; the first area is in the left intraparietal sulcus, and the second is in the
left inferior temporal gyrus along the STAP. In the posterior part of the left STAP relative to ‘CC’ subjects,
‘AA’ subjects have a shallower sulcus surrounded by more pronounced gyri, whereas the white matter is
more isotropic under the sulcus and anisotropic under the planum temporale and the middle temporal gyrus.
The vertexwise gray matter thickness difference between ‘AA’ and ‘CC’ subjects did not produce
remarkable differences, although a small cluster in the left inferior temporal gyrus along the STAP is notable
(Fig. S17).

Discussion

A genomic effect focused on the language comprehension network. We explored the genetic associations
of a recent evolutionary brain feature, the asymmetry of the depth of the STS, and found that the depth of
the left STS was heritable in two different population samples (HCP, UK Biobank from British ancestors)
and associated with a genomic region upstream of DACTI. This genomic region modulates several other
features of the left STS (the gray matter volume, thickness and surface areas of its banks) and of close brain
parcels within the left auditory/linguistic network (i.e., Jensen sulcus at the border between the supra-
marginal and angular gyri, Heschl’s gyrus volume and thickness of the left middle temporal lobe), as well
as, to a lesser extent, their right homologues (i.e., STS depth and thickness). Notably, although we started
from an asymmetric feature, rs160459 associations with brain phenotypes were often significant in both
hemispheres. However, the most apparent effects were always observed in the left hemisphere. As
summarized in Fig. 3C, this SNP mainly modulated the macro- and microstructure of the temporal and
supra-marginal components of the linguistic network with an effect limited to the left STS for some
phenotypes, such as sulcal depth (Fig. S10-S13). This tropism for the auditory/linguistic regions was
confirmed by resting-state analyses. rs160459 modulated the amplitude of components comprising the
classical language areas (superior temporal and inferior frontal regions and the basal ganglia), as indicated
by the correlation between two resting-state components (ICA100: 29-41, p ~ 10°). The ICA recovers
bilateral components, making it difficult to disentangle the contribution of each hemisphere. Nonetheless,
in the left hemisphere, the correlation between components 29-41 is reminiscent of the ventral and dorsal
pathway of the reading network. This interpretation related to reading would also be consistent with the
significant modulation of the amplitude of the left fusiform gyrus (ICA100: component 52). The relationship
between this genomic region and language is also supported by two patients with a 14q23.1 deletion who
had moderate to severe expressive language delay (Jiang et al. 2008; Martinez-Frias et al. 2014).

An interesting structure was also highlighted in our analyses: the left tapetum, i.e., the auditory fibers of the
corpus callosum. This result may be associated with the observation that patients with corpus callosum
agenesis are also the only group with no significant STS depth asymmetry in Leroy et al. (2015). The authors
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speculated that the dense local connectivity useful for phonetic encoding (DeWitt and Rauschecker 2012)
intertwined with many long-range bundles (Turken and Dronkers 2011) (the callosal auditory fibers but also
the arcuate fasciculus, inferior occipito-frontal fasciculus, and middle and inferior longitudinal fasciculi),
which underlie the left STS and create different tensions and tissue stiffness compared with those in the
right hemisphere, explaining the depth asymmetry of this sulcus. Therefore, the elevation of the bottom of
the left sulcus, particularly in its posterior part, could be related to a localized higher fiber density, which
may eventually result in a PP (Fig. 2, 3B). Among these tracts, the arcuate fasciculus, which is the most
left-lateralized tract (Dubois et al. 2010), was not directly extracted in our analyses, but the voxelwise
differences between allelic variants below the left STAP could correspond to it.

It is important to note that this locus explains only about 1% of the heritability of the STAP phenotypes.
Thus, there are probably many other genetic regions that contribute to this polygenic trait variability. This
observation is not unique to the STAP traits and is general to other GWAS in the literature. Common genetic
variants identified by GWAS usually explain only a small percentage of the heritability and this issue is
known as the missing heritability (Yang et al. 2011). The main current hypothesis assumes that most
complex traits are highly polygenic and regulated additively by many variants of small effect size. We
believe that this hypothesis also applies to the STAP variability.

A role in establishing the auditory/linguistic network. The locus uncovered by our genome-wide
association is nearest to DACT], a gene mainly active, in human brain tissues, during gestation until the age
of two years, a crucial period for language acquisition and social communication. The protein encoded by
DACTI belongs to the dapper family and is involved in regulating intracellular signaling pathways during
development. Among its related pathways is the noncanonical Wnt/planar cell polarity pathway, which is
activated in the neuronal differentiation process (Jiao et al. 2018) and synaptogenesis (Rosso et al. 2013).
DACTI is reportedly involved in excitatory synapse organization, dendrite and synapse formation,
establishment of spines in hippocampal pyramidal neurons (Okerlund et al. 2010), and in migration of
cortical interneurons (Arguello et al. 2013). Thus, DACT1] plays a major role in the morphology of pyramidal
cells and interneurons. Our results suggest that the uncovered locus regulates DACT! expression in blood.
Since, blood cis-eQTLs often support cis-eQTLs in brain tissues, providing a sufficient sample size (Qi et
al. 2018), this locus may be an eQTL early in brain development when DACT! is most highly expressed.
Interestingly, the right STS that appears one or two weeks earlier than the left becomes visible around 23-
26 wGA (Fontes 1944; Chi et al. 1977; Kasprian et al. 2011; Habas et al. 2012) at the time when the DACT]
expression level significantly decreases (Fig. 1C). Several genes, including some with different levels of
expression in humans and chimpanzees, show also differences in expression in the left and right temporal
lobes in early gestation, but their expression becomes symmetrical after 19 wGA (Sun et al. 2006)
suggesting that many anatomical features are determined long before they are observed. As the brain begins
to process external stimuli during the last trimester of gestation, such as sounds and voices, along distinctive
pathways (Mahmoudzadeh et al. 2013), and stimulation becomes richer, dendrite development and axonal
arborization might complexify the gyrification pattern, and accentuate the initial hemispheric biases.

Furthermore, the wuncovered locus regulates PSMA3-ASI and KIAA0586 splicing. PSMA3-AS1 is
a PSMA3 antisense, the antisense roles are not well characterized, but they may be involved in the regulation
of gene expression through RNA hybrids that lead to transcriptional interference (Wight and Werner 2013).
For instance, PSMA3-AS1 can form an RNA duplex with pre-PSMA3, which promotes PSMA3 and
increases its stability (Xu et al. 2019). KI440586, also known as Talpid3, is required for ciliogenesis (Yin
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et al. 2009), sonic Hedgehog signaling (Davey et al. 2006), and the asymmetrical localization of CEP210 to
daughter centrioles (Kobayashi et al. 2014). Additionally, mutations in KI440586 have been linked to
Joubert Syndrome (Bachmann-Gagescu et al. 2015), which is characterized by underdevelopment of the
cerebellar vermis, mental retardation with notably motor and language deficit.

In conclusion, the genomic region in linkage disequilibrium with rs160459 modulates the STS depth and
other related MRI phenotypes in the temporal lobe. Overall, the identified locus contributes to human
variability in the formation of superior temporal networks, notably those involved in language. The link
between this locus and the following three candidate genes should be further investigated: DACTI, whose
gene expression in the brain corresponds with the STS formation timeframes; KI440586, which is required
for sonic Hedgehog signaling and essential for primary ciliogenesis, and whose loss of function causes
ciliopathies; and PSMA3-4S1 whose function remains largely unexplored.

CONFLICT OF INTEREST. The authors declare no conflict of interest.

ACKNOWLEDGMENTS. The present analyses were conducted under UK Biobank data application
number 25251. The acknowledgments of IMAGEN contributing consortium authors can be found in the
Supplementary Notes.

References:

Alfaro-Almagro F, Jenkinson M, Bangerter NK, Andersson JLR, Griffanti L., Douaud G, Sotiropoulos SN,
Jbabdi S, Hernandez-Fernandez M, Vallee E, Vidaurre D, Webster M, McCarthy P, Rorden C, Daducci
A, Alexander DC, Zhang H, Dragonu I, Matthews PM, Miller KL., Smith SM. 2018. Image processing
and Quality Control for the first 10,000 brain imaging datasets from UK Biobank. Neuroimage.
166:400—424.

Almasy L, Blangero J. 1998. Multipoint Quantitative-Trait Linkage Analysis in General Pedigrees. Am J
Hum Genet. 62:1198-1211.

Arguello A, Yang X, Vogt D, Stanco A, Rubenstein JLR, Cheyette BNR. 2013. Dapper Antagonist of
Catenin-1 Cooperates with Dishevelled-1 during Postsynaptic Development in Mouse Forebrain
GABAergic Interneurons. PLoS One. 8:¢67679.

Auzias G, Brun L, Deruelle C, Coulon O. 2015. Deep sulcal landmarks: Algorithmic and conceptual
improvements in the definition and extraction of sulcal pits. Neuroimage. 111:12-25.

Bachmann-Gagescu R, Phelps IG, Dempsey JC, Sharma VA, Ishak GE, Boyle EA, Wilson M,
Marques lourengo C, Arslan M, Shendure J, Doherty D. 2015. KIAA(0586 is Mutated in Joubert
Syndrome. Hum Mutat. 36:831-835.

Belin P, Zatorre RJ, Lafaille P, Ahad P, Pike B. 2000. Voice-selective areas in human auditory cortex.
Nature. 403:309-312.

Bristow D, Dehaene-Lambertz G, Mattout J, Soares C, Gliga T, Baillet S, Mangin JF. 2009. Hearing faces:
How the infant brain matches the face it sees with the speech it hears. J] Cogn Neurosci. 21:905-921.

Bycroft C, Freeman C, Petkova D, Band G, Elliott LT, Sharp K, Motyer A, Vukcevic D, Delaneau O,
O’Connell J, Cortes A, Welsh S, Young A, Effingham M, McVean G, Leslie S, Allen N, Donnelly P,
Marchini J. 2018. The UK Biobank resource with deep phenotyping and genomic data. Nature.
562:203-209.

Cai DC, Fonteijn H, Guadalupe T, Zwiers M, Wittfeld K, Teumer A, Hoogman M, Arias-Vasquez A, Yang
Y, Buitelaar J, Fernandez G, Brunner HG, van Bokhoven H, Franke B, Hegenscheid K, Homuth G,
Fisher SE, Grabe HJ, Francks C, Hagoort P. 2014. A genome-wide search for quantitative trait loci
affecting the cortical surface area and thickness of Heschl’s gyrus. Genes, Brain Behav. 13:675—685.

Cantalupo C, Hopkins WD. 2001. Asymmetric Broca’s area in great apes. Nature. 414:505-505.

Chang CC, Chow CC, Tellier LC, Vattikuti S, Purcell SM, Lee JJ. 2015. Second-generation PLINK: rising

11


https://doi.org/10.1101/539189
http://creativecommons.org/licenses/by-nc-nd/4.0/

bioRxiv preprint doi: https://doi.org/10.1101/539189; this version posted April 12, 2020. The copyright holder for this preprint (which was not
certified by peer review) Is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made available under
aCC-BY-NC-ND 4.0 International license.

to the challenge of larger and richer datasets. Gigascience. 4:7.

Chi JG, Dooling EC, Gilles FH. 1977. Gyral development of the human brain. Ann Neurol. 1:86-93.

Davey MG, Paton IR, Yin Y, Schmidt M, Bangs FK, Morrice DR, Smith TG, Buxton P, Stamataki D,
Tanaka M, Miinsterberg AE, Briscoe J, Tickle C, Burt DW. 2006. The chicken talpid3 gene encodes
for Hedgehog signaling Megan. Genes Dev. 20:1365-13:1365-1377.

Dediu D, Ladd DR. 2007. Linguistic tone is related to the population frequency of the adaptive haplogroups
of two brain size genes, ASPM and Microcephalin. Proc Natl Acad Sci U S A. 104:10944—-10949.

Dehaene-Lambertz G, Dehaene S, Hertz-Pannier L. 2002. Functional neuroimaging of speech perception in
infants. Science. 298:2013-2015.

Desikan RS, Ségonne F, Fischl B, Quinn BT, Dickerson BC, Blacker D, Buckner RL, Dale AM, Maguire
RP, Hyman BT, Albert MS, Killiany RJ. 2006. An automated labeling system for subdividing the
human cerebral cortex on MRI scans into gyral based regions of interest. Neuroimage. 31:968-980.

Destrieux C, Fischl B, Dale A, Halgren E. 2010. Automatic parcellation of human cortical gyri and sulci
using standard anatomical nomenclature. Neuroimage. 53:1-15.

DeWitt I, Rauschecker JP. 2012. Phoneme and word recognition in the auditory ventral stream. Proc Natl
Acad Sci. 109:E505-E514.

Dubois J, Benders M, Cachia a., Lazeyras F, Ha-Vinh Leuchter R, Sizonenko S V., Borradori-Tolsa C,
Mangin JF, Hiippi PS. 2008. Mapping the early cortical folding process in the preterm newborn brain.
Cereb Cortex. 18:1444-1454.

Dubois J, Benders M, Lazeyras F, Borradori-Tolsa C, Leuchter RHV, Mangin JF, Hiippi PS. 2010.
Structural asymmetries of perisylvian regions in the preterm newborn. Neuroimage. 52:32-42.

Elliott LT, Sharp K, Alfaro-Almagro F, Shi S, Miller KL, Douaud G, Marchini J, Smith SM. 2018. Genome-
wide association studies of brain imaging phenotypes in UK Biobank. Nature. 562:210-216.

Emst J, Kellis M. 2012. ChromHMM: automating chromatin-state discovery and characterization. Nat
Methods. 9:215-216.

Fischl B. 2012. FreeSurfer. Neuroimage. 62:774-781.

Fisher SE, Vargha-Khadem F, Watkins KE, Monaco AP, Pembrey ME. 1998. Localisation of a gene
implicated in a severe speech and language disorder. Nat Genet. 18:168—170.

Fontes V. 1944. Morfologia do cortex cerebral. Estudos de anatomia macroscopica do sistema nervoso
central nas criangas portuguesas., Estudos de anatomia macroscopica do sistema nervosos central nas
criangas portuguesas. Inst. Anténio Aurélio da Costa Ferreira.

Francks C, Paracchini S, Smith SD, Richardson AJ, Scerri TS, Cardon LR, Marlow AJ, MacPhie IL, Walter
J, Pennington BF, Fisher SE, Olson RK, DeFries JC, Stein JF, Monaco AP. 2004. A 77-Kilobase
Region of Chromosome 6p22.2 Is Associated with Dyslexia in Families From the United Kingdom
and From the United States. Am J Hum Genet. 75:1046-1058.

Fromer M, Roussos P, Sieberts SK, Johnson JS, Kavanagh DH, Perumal TM, Ruderfer DM, Oh EC, Topol
A, Shah HR, Klei LL, Kramer R, Pinto D, Glimiis ZH, Cicek AE, Dang KK, Browne A, Lu C, Xie L,
Readhead B, Stahl EA, Xiao J, Parvizi M, Hamamsy T, Fullard JF, Wang Y-C, Mahajan MC, Derry
JMJ, Dudley JT, Hemby SE, Logsdon BA, Talbot K, Raj T, Bennett DA, De Jager PL, Zhu J, Zhang
B, Sullivan PF, Chess A, Purcell SM, Shinobu LA, Mangravite LM, Toyoshiba H, Gur RE, Hahn C-
G, Lewis DA, Haroutunian V, Peters MA, Lipska BK, Buxbaum JD, Schadt EE, Hirai K, Roeder K,
Brennand KJ, Katsanis N, Domenici E, Devlin B, Sklar P. 2016. Gene expression elucidates functional
impact of polygenic risk for schizophrenia. Nat Neurosci. 19:1442—-1453.

Geschwind N, Levitsky W. 1968. Human brain: left-right asymmetries in temporal speech region. Science.
161:186-187.

Greve DN, Van der Haegen L, Cai Q, Stufflebeam S, Sabuncu MR, Fischl B, Brysbaert M. 2013. A surface-
based analysis of language lateralization and cortical asymmetry. J Cogn Neurosci. 25:1477-1492.

GTEx Consortium. 2017. Genetic effects on gene expression across human tissues. Nature. 550:204-213.

Habas PA, Scott JA, Roosta A, Rajagopalan V, Kim K, Rousseau F, Barkovich AJ, Glenn OA, Studholme
C. 2012. Early folding patterns and asymmetries of the normal human brain detected from in utero
MRI. Cereb Cortex. 22:13-25.

12


https://doi.org/10.1101/539189
http://creativecommons.org/licenses/by-nc-nd/4.0/

bioRxiv preprint doi: https://doi.org/10.1101/539189; this version posted April 12, 2020. The copyright holder for this preprint (which was not
certified by peer review) Is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made available under
aCC-BY-NC-ND 4.0 International license.

Hopkins WD, Pilcher DL, MacGregor L. 2000. Sylvian fissure asymmetries in nonhuman primates
revisited: A comparative MRI study. Brain Behav Evol. 56:293-299.

Jiang Y-H, Martinez JE, Ou Z, Cooper ML, Kang S-HL, Pursley A, Cheung SW. 2008. De novo and
complex imbalanced chromosomal rearrangements revealed by array CGH in a patient with an
abnormal phenotype and apparently “balanced” paracentric inversion of 14(q21923). Am J Med Genet
Part A. 146A:1986-1993.

Jiao S, Liu 'Y, Yao Y, Teng J. 2018. miR-124 promotes proliferation and neural differentiation of neural
stem cells through targeting DACT1 and activating Wnt/p-catenin pathways. Mol Cell Biochem. 0:0.

Kasprian G, Langs G, Brugger PC, Bittner M, Weber M, Arantes M, Prayer D. 2011. The Prenatal Origin
of Hemispheric Asymmetry : An In Utero Neuroimaging Study. 1.

Kobayashi T, Kim S, Lin YC, Inoue T, Dynlacht BD. 2014. The CP110-interacting proteins talpid3 and
cep290 play overlapping and distinct roles in cilia assembly. J Cell Biol. 204:215-229.

Le Guen Y, Auzias G, Leroy F, Noulhiane M, Dehaene-Lambertz G, Duchesnay E, Mangin J-F, Coulon O,
Frouin V. 2018. Genetic Influence on the Sulcal Pits: On the Origin of the First Cortical Folds. Cereb
Cortex. 28:1922—-1933.

Le Guen Y, Leroy F, Auzias G, Riviere D, Grigis A, Mangin J-F, Coulon O, Dehaene-Lambertz G, Frouin
V. 2018. The chaotic morphology of the left superior temporal sulcus is genetically constrained.
Neuroimage. 174:297-307.

Leroy F, Cai Q, Bogart SL, Dubois J, Coulon O, Monzalvo K, Fischer C, Glasel H, Van der Haegen L,
Bénézit A, Lin C-P, Kennedy DN, Thara AS, Hertz-Pannier L, Moutard M-L, Poupon C, Brysbaert M,
Roberts N, Hopkins WD, Mangin J-F, Dehaene-Lambertz G. 2015. New human-specific brain
landmark: The depth asymmetry of superior temporal sulcus. Proc Natl Acad Sci. 112:1208-1213.

Mahmoudzadeh M, Dehaene-Lambertz G, Fournier M, Kongolo G, Goudjil S, Dubois J, Grebe R, Wallois
F. 2013. Syllabic discrimination in premature human infants prior to complete formation of cortical
layers. Proc Natl Acad Sci. 110:4846-4851.

Martinez-Frias ML, Ocejo-Vinyals JG, Arteaga R, Martinez-Fernandez ML, Macdonald A, Pérez-Belmonte
E, Bermejo-Sanchez E, Martinez S. 2014. Interstitial deletion 14q22.3-q23.2: Genotype-phenotype
correlation. Am J Med Genet Part A. 164:639-647.

Mazoyer BM, Tzourio N, Frak V, Syrota A, Murayama N, Levrier O, Salamon G, Dehaene S, Cohen L,
Mehler J. 1993. The cortical representation of speech. J Cogn Neurosci. 5:467—479.

McCarthy S, Das S, Kretzschmar W, Delanecau O, Wood AR, Teumer A, Kang HM, Fuchsberger C,
Danecek P, Sharp K, Luo Y, Sidore C, Kwong A, Timpson N, Koskinen S, Vrieze S, Scott LJ, Zhang
H, Mahajan A, Veldink J, Peters U, Pato C, Van Duijn CM, Gillies CE, Gandin I, Mezzavilla M, Gilly
A, Cocca M, Traglia M, Angius A, Barrett JC, Boomsma D, Branham K, Breen G, Brummett CM,
Busonero F, Campbell H, Chan A, Chen S, Chew E, Collins FS, Corbin LJ, Smith GD, Dedoussis G,
Dorr M, Farmaki AE, Ferrucci L, Forer L, Fraser RM, Gabriel S, Levy S, Groop L, Harrison T,
Hattersley A, Holmen OL, Hveem K, Kretzler M, Lee JC, McGue M, Meitinger T, Melzer D, Min JL,
Mohlke KL, Vincent JB, Nauck M, Nickerson D, Palotie A, Pato M, Pirastu N, McInnis M, Richards
JB, Sala C, Salomaa V, Schlessinger D, Schoenherr S, Slagboom PE, Small K, Spector T, Stambolian
D, Tuke M, Tuomilehto J, Van Den Berg LH, Van Rheenen W, Volker U, Wijmenga C, Toniolo D,
Zeggini E, Gasparini P, Sampson MG, Wilson JF, Frayling T, De Bakker PIW, Swertz MA, McCarroll
S, Kooperberg C, Dekker A, Altshuler D, Willer C, lacono W, Ripatti S, Soranzo N, Walter K,
Swaroop A, Cucca F, Anderson CA, Myers RM, Boehnke M, McCarthy MI, Durbin R, Abecasis G,
Marchini J. 2016. A reference panel of 64,976 haplotypes for genotype imputation. Nat Genet.
48:1279-1283.

Meng Y, Li G, Lin W, Gilmore JH, Shen D. 2014. Spatial distribution and longitudinal development of deep
cortical sulcal landmarks in infants. Neuroimage. 100:206-218.

Miller JA, Ding SL, Sunkin SM, Smith KA, Ng L, Szafer A, Ebbert A, Riley ZL, Royall JJ, Aiona K, Arnold
IJM, Bennet C, Bertagnolli D, Brouner K, Butler S, Caldejon S, Carey A, Cuhaciyan C, Dalley RA,
Dee N, Dolbeare TA, Facer BAC, Feng D, Fliss TP, Gee G, Goldy J, Gourley L, Gregor BW, Gu G,
Howard RE, Jochim JM, Kuan CL, Lau C, Lee CK, Lee F, Lemon TA, Lesnar P, McMurray B, Mastan

13


https://doi.org/10.1101/539189
http://creativecommons.org/licenses/by-nc-nd/4.0/

bioRxiv preprint doi: https://doi.org/10.1101/539189; this version posted April 12, 2020. The copyright holder for this preprint (which was not
certified by peer review) Is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made available under
aCC-BY-NC-ND 4.0 International license.

N, Mosqueda N, Naluai-Cecchini T, Ngo NK, Nyhus J, Oldre A, Olson E, Parente J, Parker PD, Parry
SE, Stevens A, Pletikos M, Reding M, Roll K, Sandman D, Sarreal M, Shapouri S, ShapovalovaN V.,
Shen EH, Sjoquist N, Slaughterbeck CR, Smith M, Sodt AJ, Williams D, Zéllei L, Fischl B, Gerstein
MB, Geschwind DH, Glass 1A, Hawrylycz MJ, Hevner RF, Huang H, Jones AR, Knowles JA, Levitt
P, Phillips JW, Sestan N, Wohnoutka P, Dang C, Bernard A, Hohmann JG, Lein ES. 2014.
Transcriptional landscape of the prenatal human brain. Nature. 508:199-206.

Miller KL, Alfaro-Almagro F, Bangerter NK, Thomas DL, Yacoub E, Xu J, Bartsch AJ, Jbabdi S,
Sotiropoulos SN, Andersson JLR, Griffanti L, Douaud G, Okell TW, Weale P, Dragonu I, Garratt S,
Hudson S, Collins R, Jenkinson M, Matthews PM, Smith SM. 2016. Multimodal population brain
imaging in the UK Biobank prospective epidemiological study. Nat Neurosci. 19:1523-1536.

Mori S, Oishi K, Jiang H, Jiang L, Li X, Akhter K, Hua K, Faria A V., Mahmood A, Woods R, Toga AW,
Pike GB, Neto PR, Evans A, Zhang J, Huang H, Miller M1, van Zijl P, Mazziotta J. 2008. Stereotaxic
white matter atlas based on diffusion tensor imaging in an ICBM template. Neuroimage. 40:570-582.

Ng B, White CC, Klein HU, Sieberts SK, McCabe C, Patrick E, Xu J, Yu L, Gaiteri C, Bennett DA,
Mostafavi S, De Jager PL. 2017. An xQTL map integrates the genetic architecture of the human brain’s
transcriptome and epigenome. Nat Neurosci. 20:1418-1426.

O’Connell J, Sharp K, Shrine N, Wain L, Hall I, Tobin M, Zagury JF, Delaneau O, Marchini J. 2016.
Haplotype estimation for biobank-scale data sets. Nat Genet. 48:817—-820.

Okerlund ND, Kivimae S, Tong CK, Peng I-F, Ullian EM, Cheyette BNR. 2010. Dactl Is a Postsynaptic
Protein Required for Dendrite, Spine, and Excitatory Synapse Development in the Mouse Forebrain.
J Neurosci. 30:4362-4368.

Perrot M, Riviere D, Mangin J-F. 2011. Cortical sulci recognition and spatial normalization. Med Image
Anal. 15:529-550.

Purcell S, Neale B, Todd-Brown K, Thomas L, Ferreira MAR, Bender D, Maller J, Sklar P, de Bakker PIW,
Daly MJ, Sham PC. 2007. PLINK: A Tool Set for Whole-Genome Association and Population-Based
Linkage Analyses. Am J Hum Genet. 81:559-575.

Qi T, Wu Y, Zeng J, Zhang F, Xue A, Jiang L, Zhu Z, Kemper K, Yengo L, Zheng Z, Marioni RE,
Montgomery GW, Deary 1J, Wray NR, Visscher PM, McRae AF, Yang J. 2018. Identifying gene
targets for brain-related traits using transcriptomic and methylomic data from blood. Nat Commun.
9:2282.

Ramasamy A, Trabzuni D, Guelfi S, Varghese V, Smith C, Walker R, De T, Coin L, De Silva R, Cookson
MR, Singleton AB, Hardy J, Ryten M, Weale ME. 2014. Genetic variability in the regulation of gene
expression in ten regions of the human brain. Nat Neurosci. 17:1418-1428.

Rentzsch P, Witten D, Cooper GM, Shendure J, Kircher M. 2019. CADD: Predicting the deleteriousness of
variants throughout the human genome. Nucleic Acids Res. 47:D886—D894.

Roadmap Epigenomics Consortium, Kundaje A, Meuleman W, Ernst J, Bilenky M, Yen A, Heravi-
Moussavi A, Kheradpour P, Zhang Z, Wang J, Ziller MJ, Amin V, Whitaker JW, Schultz MD, Ward
LD, Sarkar A, Quon G, Sandstrom RS, Eaton ML, Wu YC, Pfenning AR, Wang X, Claussnitzer M,
Liu Y, Coarfa C, Harris RA, Shoresh N, Epstein CB, Gjoneska E, Leung D, Xie W, Hawkins RD,
Lister R, Hong C, Gascard P, Mungall AJ, Moore R, Chuah E, Tam A, Canfield TK, Hansen RS, Kaul
R, Sabo PJ, Bansal MS, Carles A, Dixon JR, Farh KH, Feizi S, Karlic R, Kim AR, Kulkarni A, Li D,
Lowdon R, Elliott G, Mercer TR, Neph SJ, Onuchic V, Polak P, Rajagopal N, Ray P, Sallari RC,
Siebenthall KT, Sinnott-Armstrong NA, Stevens M, Thurman RE, Wu J, Zhang B, Zhou X, Beaudet
AE, Boyer LA, De Jager PL, Farnham PJ, Fisher SJ, Haussler D, Jones SJM, Li W, Marra MA,
McManus MT, Sunyaev S, Thomson JA, Tlsty TD, Tsai LH, Wang W, Waterland RA, Zhang MQ,
Chadwick LH, Bernstein BE, Costello JF, Ecker JR, Hirst M, Meissner A, Milosavljevic A, Ren B,
Stamatoyannopoulos JA, Wang T, Kellis M. 2015. Integrative analysis of 111 reference human
epigenomes. Nature. 518:317-329.

Rosso SB, Inestrosa NC, Rosso SB. 2013. WNT signaling in neuronal maturation and synaptogenesis. Front
Cell Neurosci. 7:103.

Schaid DJ, Chen W, Larson NB. 2018. From genome-wide associations to candidate causal variants by

14


https://doi.org/10.1101/539189
http://creativecommons.org/licenses/by-nc-nd/4.0/

bioRxiv preprint doi: https://doi.org/10.1101/539189; this version posted April 12, 2020. The copyright holder for this preprint (which was not
certified by peer review) Is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made available under
aCC-BY-NC-ND 4.0 International license.

statistical fine-mapping. Nat Rev Genet. 19:491-504.

Schumann G, Loth E, Banaschewski T, Barbot A, Barker G, Biichel C, Conrod PJ, Dalley JW, Flor H,
Gallinat J, Garavan H, Heinz A, Itterman B, Lathrop M, Mallik C, Mann K, Martinot JL, Paus T,
Poline JB, Robbins TW, Rietschel M, Reed L, Smolka M, Spanagel R, Speiser C, Stephens DN,
Strohle A, Struve M. 2010. The IMAGEN study: Reinforcement-related behaviour in normal brain
function and psychopathology. Mol Psychiatry. 15:1128—1139.

Smith SM, Jenkinson M, Johansen-Berg H, Rueckert D, Nichols TE, Mackay CE, Watkins KE, Ciccarelli
O, Cader MZ, Matthews PM, Behrens TEJ. 2006. Tract-based spatial statistics: Voxelwise analysis of
multi-subject diffusion data. Neuroimage. 31:1487—1505.

Sun T, Collura R V., Ruvolo M, Walsh CA. 2006. Genomic and Evolutionary Analyses of Asymmetrically
Expressed Genes in Human Fetal Left and Right Cerebral Cortex. Cereb Cortex. 16:118-i25.

Turken AU, Dronkers NF. 2011. The Neural Architecture of the Language Comprehension Network:
Converging Evidence from Lesion and Connectivity Analyses. Front Syst Neurosci. 5:1-20.

Vosa U, Claringbould A, Westra H-J, Bonder MJ, Deelen P, Zeng B, Kirsten H, Saha A, Kreuzhuber R,
Kasela S, Pervjakova N, Alvaes I, Fave M-J, Agbessi M, Christiansen M, Jansen R, Seppild I, Tong
L, Teumer A, Schramm K, Hemani G, Verlouw J, Yaghootkar H, Sonmez R, Brown A, Kukushkina
V, Kalnapenkis A, Riieger S, Porcu E, Kronberg-Guzman J, Kettunen J, Powell J, Lee B, Zhang F,
Arindrarto W, Beutner F, Consortium B, Brugge H, Consortium i2QTL, Dmitreva J, Elansary M,
Fairfax BP, Georges M, Heijmans BT, Kdhonen M, Kim Y, Knight JC, Kovacs P, Krohn K, Li S,
Loeffler M, Marigorta UM, Mei H, Momozawa Y, Miiller-Nurasyid M, Nauck M, Nivard M, Penninx
B, Pritchard J, Raitakari O, Rotzchke O, Slagboom EP, Stehouwer CDA, Stumvoll M, Sullivan P,
Hoen PAC ‘t, Thiery J, Tonjes A, Dongen J van, Iterson M van, Veldink J, Volker U, Wijmenga C,
Swertz M, Andiappan A, Montgomery GW, Ripatti S, Perola M, Kutalik Z, Dermitzakis E, Bergmann
S, Frayling T, Meurs J van, Prokisch H, Ahsan H, Pierce B, Lehtiméki T, Boomsma D, Psaty BM,
Gharib SA, Awadalla P, Milani L, Ouwehand W, Downes K, Stegle O, Battle A, Yang J, Visscher
PM, Scholz M, Gibson G, Esko T, Franke L. 2018. Unraveling the polygenic architecture of complex
traits using blood eQTL metaanalysis. bioRxiv. 447367.

Watanabe K, Taskesen E, Van Bochoven A, Posthuma D. 2017. Functional mapping and annotation of
genetic associations with FUMA. Nat Commun. 8:1-10.

Wight M, Werner A. 2013. The functions of natural antisense transcripts. Essays Biochem. 54:91-101.

Xu H, Han H, Song S, Yi N, Qian C, Qiu Y, Zhou W, Hong Y, Zhuang W, Li Z, Li B, Zhuang W. 2019.
Exosome-transmitted PSMA3 and PSMA3-AS1 promote proteasome inhibitor resistance in multiple
myeloma. Clin Cancer Res. 25:1923-1935.

Yang J, Lee SH, Goddard ME, Visscher PM. 2011. GCTA: A Tool for Genome-wide Complex Trait
Analysis. Am J Hum Genet. 88:76-82.

Yang J, Zeng J, Goddard ME, Wray NR, Visscher PM. 2017. Concepts, estimation and interpretation of
SNP-based heritability. Nat Genet. 49:1304-1310.

Yin Y, Bangs F, Paton IR, Prescott A, James J, Davey MG, Whitley P, Genikhovich G, Technau U, Burt
DW, Tickle C. 2009. The Talpid3 gene (KIAA0586) encodes a centrosomal protein that is essential
for primary cilia formation. Development. 136:655-664.

Zerbino DR, Achuthan P, Akanni W, Amode MR, Barrell D, Bhai J, Billis K, Cummins C, Gall A, Girén
CG, Gil L, Gordon L, Haggerty L, Haskell E, Hourlier T, Izuogu OG, Janacek SH, Juettemann T, To
JK, Laird MR, Lavidas I, Liu Z, Loveland JE, Maurel T, McLaren W, Moore B, Mudge J, Murphy
DN, Newman V, Nuhn M, Ogeh D, Ong CK, Parker A, Patricio M, Riat HS, Schuilenburg H, Sheppard
D, Sparrow H, Taylor K, Thormann A, Vullo A, Walts B, Zadissa A, Frankish A, Hunt SE, Kostadima
M, Langridge N, Martin FJ, Muffato M, Perry E, Ruffier M, Staines DM, Trevanion SJ, Aken BL,
Cunningham F, Yates A, Flicek P. 2018. Ensembl 2018. Nucleic Acids Res. 46:D754-D761.

15


https://doi.org/10.1101/539189
http://creativecommons.org/licenses/by-nc-nd/4.0/

bioRxiv preprint doi: https://doi.org/10.1101/539189; this version posted April 12, 2020. The copyright holder for this preprint (which was not
certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made available under
aCC-BY-NC-ND 4.0 International license.

12 ° ,Sr5160458 (lead imputed SNP) r? with lead imputed SNP
11 - ®Ts160459 (lead genotyped SNP) . 1
0.9
i3
9 .
g 8 0.6
2 i 0.5
T 7 0.4
o 0.3
o 6+ o2
> 5 PRY ) o1 o o
g 2l ¢ e o ® o o ° e o ® °
3 . °
[ J [ ]
21 e °* de o *° o & ., ‘e
1- ®® @ o o © [ ] e ®0 %g O
0 o ) R o o o * ° Q"h“ o® o a°8 °%2 s ®
E054 - ! ' ™
E053 m TssA
© E071 L !TssAFInk
i} | TxFInk
© E074 || =
% E068 Tx/Wk
£ 0% Enn°
T E067 J ZNF/Rpts
5 072 BeRl
& £33 “m - il
O Eo081 I ReprPCWk
E125 Quies
59,060,000 59,070,000 59,080,000 59,090,000 59,100,000 _ 59,110,000 59,120,000
C Chromosome 14 DACT1-
ACTR10 [ | 3
ARID4A .
nt c |
DACT1 L [ [ [ [ [ [ | | 1 [ [ | L L [ [ [ [ |
JKAMP 0
i
RTN1 [ |
pone T3 =
B B P T EEELLLL LG L 3
CEELELELELLLLLO OO
%qu@igz@,%\%?p%&%@,%\%%& R 2R RCA IR R FC B BB AR

Fig. 1 (A) Manhattan plot of the geodesic depth in the left STAP zoomed in on the significant
associations upstream of the DACTI gene (14q23.1). (B) Chromatin state of the genomic region near
lead SNPs rs160458 (imputed) and rs160459 (genotyped). The DACT! position and exons are highlighted
in red on the axis showing the base pair position (GRCh37) on chromosome 14. Yellow corresponds to the
enhancer (Enh) state, red-orange to the flanking active transcription start site (TssAFInk), green to weak
transcription (Tx/Wk) and white to quiescent (Quies) (see ref. (Emst and Kellis 2012; Roadmap
Epigenomics Consortium et al. 2015) for the complete legend). (C) Average normalized gene expression
(zero mean across samples) of genes +/- 1 MB of rs160459 (Fig. S4, Fig. S7) at 29 developmental ages
from Brainspan (Miller et al. 2014). Brain tissue name abbreviations in (B): E054: Ganglion Eminence-
derived primary cultured neurospheres, E053: Cortex-derived primary cultured neurospheres, E071: Brain
Hippocampus Middle, EO74: Brain Substantia Nigra, E068: Brain Anterior Caudate, E069: Brain Cingulate
Gyrus, E072: Brain Inferior Temporal Lobe, E067: Brain Angular Gyrus, E073: Brain Dorsolateral
Prefrontal Cortex, E070: Brain Germinal Matrix, EO82: Fetal Brain Female, EO81: Fetal Brain Male, E125:
Astrocyte Primary Cells.
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Fig. 2 (A) Mapping of the p-values along the STAP profile averaged over 16,515 British subjects of
the association between rs160459 and geodesic depth. Left values are represented by disks and right
values by diamonds (for more details, see Fig. S16). (B) Example of asymmetries in an individual subject
with anterior and posterior PPs in the left STAP but no PP in the right STAP. Note that most subjects
have only one PP either anterior or posterior in the left STAP and no sulcal interruption in the right STAP
(Le Guen, Leroy, et al. 2018).
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Fig. 3 (A) ICA100 pair (29-41) for which their full correlation has the most significant association
with rs160459. (B) Vertexwise sulcal depth difference in rs160459 between ‘CC’ and ‘AA’ subjects.
Red values show higher depth values for CC subjects and blue for AA subjects. (C) Voxelwise fractional
anisotropy difference in rs160459 in the MNI space between ‘CC’ and ‘AA’ subjects. These figures are
thresholded at 0.005 [unitless fractional measure] to underline the main differences. In the right column,
these differences in white matter are projected onto the cortex.
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Table 1. P-values of the association of rs160459 with the STAP phenotypes in three populations.

* indicates significant heritability estimates (p < 6.3-107, details in Table S1.). Al: asymmetry index =
2(L-R)/(L+R), PF: potential function, PP: pli de passage. B are provided for quantitative phenotypes and
OR for PPs.

Heritability Association - B (p-val) and OR (p-val) for PPs
. IMAGEN UKB replication
Ph hort
enotype/Cohor HCP UKB | (KB PSSy replication N=2,161 Non-
’ N=1,726 British

Left STAP geodesic depth 48%* 21%* 0.2683 (4.2-10"%)  0.4614 (8.0-10°)  0.242 (0.0133)
Right STAP geodesic depth 46%* 15%* 0.179 (1.3-107) 0.3204 (2.2:10%)  0.04269 (0.1563)
Al of the STAP geodesic depth 30%* 9%* 0.008638 (0.0017)  0.01226 (0.0406)  0.01355 (0.1675)

Left STAP depth PF 25%* 18%* 0.009865 (3.8:10°®) 0.01265 (0.01) 0.009936 (0.1004)
Right STAP depth PF 38%* 4%  0.004759 (4.1-10°)  0.005239 (0.0971) 0.004668 (0.0249)
Al of the STAP depth PF 22%* 11%* 0.004949 (0.0053)  0.007321 (0.0909) 0.005525 (0.5414)
PP in the left STAP 53%* 16%* 0.8901 (2.7-107) 0.8025 (0.0022) 0.9084 (0.2447)
PP in the right STAP 27% 0%  0.8533(2.6:107) 0.7506 (0.0034) 0.8724 (0.2067)

Table 2. Top 20 MRI phenotypes associated with rs160459 (significant after Bonferroni correction p
<9:10%, 0.05/5179). (GM: gray matter, DKT: Desikan-Killiany atlas, DST: Destrieux atlas, rfMRI: resting-
state functional MRI). Color code: orange: Brainvisa phenotypes, green: Freesurfer phenotypes, blue:
diffusion MRI phenotypes, red: rfMRI phenotypes.

Phenotypes Pvals N subjects (British)
Mean depth of the left STS 1.4-1013 18101
Surface area of the left temporal pole - DST 5.8-10" 17127
GM volume of the left banks STS - DKT 7.6:10% 17127
Surface area of the right cuneus gyrus - DST 2.3-107 17127
Surface area of the left banks STS - DKT 2.8-107 17127
Fractional anisotropy of the left tapetum of corpus callosum 5.7-107 16541
Surface area of the right cuneus - DKT 6.6:107 17127
GM thickness of the right middle temporal gyrus - DKT 6.9-107 17127
GM thickness of the left banks STS - DKT 8.8:107 17127
GM thickness of the left middle temporal - DKT 1.1-10° 17127
Maximum depth of the left anterior inferior temporal sulcus 1.5-10° 18101
GM thickness of the left middle temporal gyrus - DST 1.9-10° 17127
rfMRI correlation between ICA100: 29 and 41 (edge 1146) 2.1-10% 15859
Mean depth of the right STS 2.3-10° 18100
Surface area of the right temporal pole - DST 2.4-10% 17126
GM thickness of the right banks STS - DKT 6.0-10° 17127
rfMRI correlation between ICA25: S and 18 (edge 87) 7.6:10° 15864
GM volume of the left Jensen sulcus - DST 7.6:10°¢ 17108
GM volume of the left transverse temporal - DKT 7.9-10° 17126
Surface area of the left anterior inferior temporal sulcus 8.6-10° 18101

19


https://doi.org/10.1101/539189
http://creativecommons.org/licenses/by-nc-nd/4.0/

