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a b s t r a c t 

Imaging genetics analyses use neuroimaging traits as intermediate phenotypes to infer the degree of genetic 

contribution to brain structure and function in health and/or illness. Coefficients of relatedness (CR) summarize 

the degree of genetic similarity among subjects and are used to estimate the heritability – the proportion of 

phenotypic variance explained by genetic factors. The CR can be inferred directly from genome-wide genotype 

data to explain the degree of shared variation in common genetic polymorphisms (SNP-heritability) among related 

or unrelated subjects. We developed a central processing and graphics processing unit (CPU and GPU) accelerated 

Fast and Powerful Heritability Inference (FPHI) approach that linearizes likelihood calculations to overcome the 

∼N 

2–3 computational effort dependency on sample size of classical likelihood approaches. We calculated for 60 

regional and 1.3 × 10 5 voxel-wise traits in N = 1,206 twin and sibling participants from the Human Connectome 

Project (HCP) (550 M/656 F, age = 28.8 ± 3.7 years) and N = 37,432 (17,531 M/19,901 F; age = 63.7 ± 7.5 years) 

participants from the UK Biobank (UKBB). The FPHI estimates were in excellent agreement with heritability 

values calculated using Genome-wide Complex Trait Analysis software ( r = 0.96 and 0.98 in HCP and UKBB 

sample) while significantly reducing computational (10 2–4 times). The regional and voxel-wise traits heritability 

estimates for the HCP and UKBB were likewise in excellent agreement ( r = 0.63–0.76, p < 10 − 1 0 ). In summary, 

the hardware-accelerated FPHI made it practical to calculate heritability values for voxel-wise neuroimaging 

traits, even in very large samples such as the UKBB. The patterns of additive genetic variance in neuroimaging 

traits measured in a large sample of related and unrelated individuals showed excellent agreement regardless of 

the estimation method. The code and instruction to execute these analyses are available at www.solar-eclipse- 

genetics.org . 

1. Introduction 

Big data research initiatives - including the Human Connectome 

Project (HCP) and UK Biobank (UKBB) - collect comprehensive multi- 

Abbreviations: CR, coefficients of relatedness; CPU, central processing unit; GPU, graphics processing unit; FPHI, Fast and Powerful Heritability Inference; GCTA, 

Genome-wide Complex Trait Analysis; UKBB, UK Biobank; HCP, Human Connectome Project; h 2 , heritability; SNP, single nucleotide polymorphism; WAC, weighted 

allelic correlation; MAF, minor allele frequency; MLE, maximum likelihood estimation; MEGA, Multi-Ethnic Global Array; FA, fractional anisotropy; GRM, genetic 

relationship matrix; ELRT, expected likelihood ratio test; ENIGMA, Enhancing Neuro Imaging Genetics through Meta-Analysis; GREML, genomic-relatedness-based 

restricted maximum likelihood. 
∗ Corresponding author. 

E-mail address: pkochunov@som.umaryland.edu (P. Kochunov). 

modal neuroimaging datasets and allow researchers to quantify genetic 

and environmental risk and protective factors that affect human brain 

in health and illness ( Glasser et al., 2013 ; Van Essen et al., 2013 ). Ge- 

netic variance accounts for a significant proportion (20–90%) of func- 
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tional and structural variability in human brain ( Adhikari et al., 2017 ; 

Hulshoff Pol et al., 2006 ; Pennington et al., 2000 ; Pfefferbaum et al., 

2000 ; Thompson et al., 2010 ). Heritability ( h 2 ) is defined as the de- 

gree of phenotypic variance explained by the additive genetic variance 

among participants. Classically, heritability is calculated using variance 

component models that use coefficients of relatedness (CR) to repre- 

sent the shortest self-reported ancestral path for a pair of individuals 

as the degree of genetic variance shared among individuals. CR can 

also be calculated empirically from high-throughput genome-wide sin- 

gle nucleotide polymorphism (SNP) data, in which case the heritability 

measures the proportion of the observed variation explained by com- 

mon SNPs (SNP- h 2 ) ( Kochunov et al., 2019a ; Ramstetter et al., 2017 ; 

Speed et al., 2017 ; Toro et al., 2014 ; Wood et al., 2014 ; Yang et al., 

2010 ). In family samples, the empirical CR tracks closely with self- 

reported values but provides more accurate estimates of heritability 

( Kochunov et al., 2019a ). The SNP- h 2 can also be calculated in sam- 

ples of unrelated individuals based on the phenotypic variance ex- 

plained by small amounts of genetic similarity shared among partic- 

ipants ( Yang et al., 2010 ). Here, we performed two sets of analy- 

ses: We first evaluated a novel Fast and Powerful Heritability Infer- 

ence (FPHI) approach that accelerates classical variance component 

models using algorithmic and hardware approaches and compared the 

measurements to that of a commonly used SNP- h 2 approach imple- 

mented in the Genome-wide Complex Trait Analysis (GCTA) software 

( https://cnsgenomics.com/software/gcta/ ). We compared heritability 

estimates for complex polygenic neuroimaging traits in a twin-and- 

siblings sample collected by HCP and mainly unrelated sample provided 

by UKBB. We finally showed a good agreement in heritability estimates 

measured in UKBB and these reported by large meta-and-mega anal- 

yses performed by Enhancing Neuro Imaging Genetics through Meta- 

Analysis (ENIGMA) studies ( Jahanshad et al., 2013 ; Kochunov et al., 

2014 ). 

We first set out to study an agreement in heritability estimates using 

empirical CR values by our novel FPHI approach implemented within 

the SOLAR-Eclipse software ( www.solar-eclipse-genetics.org ) and SNP- 

heritability measured using the GCTA software which pioneered the 

SNP- h 2 measurements. SNP- h 2 refers to the proportion of phenotypic 

variance explained by the individual variances in the SNP data collected 

from genotyping arrays. SNP- h 2 values can be calculated using classi- 

cal variance component such as these implemented in FPHI or fitting 

the linear model across all SNP as implemented in GCTA. It can also 

be calculated using linkage disequilibrium (LD) score regression (LDSR) 

approaches that use summary statistics for trait from a genome-wide 

association study analysis (GWAS) ( Speed et al., 2012 , 2017 ). All ap- 

proaches have advantages and shortcomings regarding estimation bias, 

robustness, and computational efficiency. In this study, we did not con- 

sider LDSR because these analyses require performing GWAS analysis 

for a trait. LDSR analyses are practical when the summary statistics are 

already available. However, performing GWAS while correcting for the 

relatedness within a sample is a computationally formidable task, espe- 

cially for voxel-wise traits. Both FPHI and GCTA uses algorithmic accel- 

erations to make SNP- h 2 calculation practical in the absence of GWAS 

summary statistics. 

Classical heritability analyses use variance models that partition the 

phenotypic variance into the additive genetic and environmental com- 

ponents (See supplement for details) ( Nayor et al., 2021 ). These models 

rely on the N × N matrix of CR values (where N is the sample size), 

known as the pedigree or kinship matrix to map the sharing of genetic 

variance among subjects. Traditionally, CR values were fixed to the the- 

oretical values of the expected degree of autosomal genomic sharing 

for a given kinship type: 1 for the similarity with oneself, or with a 

monozygotic twin; 1 
2 for parents, full siblings and dizygotic twins; 1 

4 
for grandparents or half-siblings; 1/8 for cousins; and 0 for unrelated 

individuals. However, with the development of genome-wide genotyp- 

ing technologies, CR values can also be measured empirically by quan- 

tifying the similarity across genome or chromosomal SNP sets among 

the study participants. Comparisons of traditional versus empirical CR 

values show that there is variation in shared genetic variance around 

the traditional estimates and that seemingly unrelated individuals can 

have a non-zero degree of shared genetic variance ( Kochunov et al., 

2019a ; Visscher et al., 2006 , 2007 ). Neuroimaging traits have a com- 

plex polygenic architecture, and more precise estimation of the CR val- 

ues can improve statistical power for genetic analyses ( Kochunov et al., 

2019a ). 

The general formulation of the classical variance component model, 

such as implemented in SOLAR-Eclipse/FPHI software, allows for the 

use of empirical CR matrix estimates of the genetic relatedness across a 

wide-range of related individuals ( Kochunov et al., 2019a ; Zaitlen et al., 

2013 ). Here, we evaluated the agreement among SNP- h 2 values calcu- 

lated by FPHI and by the GCTA software that was specifically developed 

for SNP-based heritability ( Visscher et al., 2006 , 2007 ). Our goal was to 

show that heritability values derived by FPHI and GCTA closely agree 

using data from samples such as the HCP and UKBB. However, the GCTA 

approach may not scale readily to large samples such as the UKBB due 

to its computational complexity and non-linear dependance of compu- 

tational time versus pedigree size. The SOLAR-Eclipse FPHI approach 

uses software and hardware optimizations, including parallel CPU/GPU 

computing, to linearize likelihood estimation and achieves ∼10 5–6 per- 

formance improvement versus classical iterative likelihood approaches 

( Nayor et al., 2021 ). Here, we show that FPHI approach makes practi- 

cal calculation of SNP- h 2 values for calculation of high-resolution voxel- 

wise heritability maps. 

SOLAR-Eclipse uses a Weighted Allelic Correlation (WAC) approach 

to calculate the empirical CR. The WAC 

–CR values provided more 

stable empirical heritability measures than those from other meth- 

ods, including self-reported CR, although the differences were minor 

( Kochunov et al., 2019a ). The WAC was developed to study the “miss- 

ing heritability ” of complex phenotypes and produces CR values that are 

weighted by minor allele frequency (MAF) using a parameter, 𝛼, with 

assigned values of 1, − 1, or 0 ( Speed et al., 2012 , 2017 ). A weighting 

of 𝛼 = 1 calculates CR by up-weighting on common variants, whereas 

a weighting of 𝛼 = − 1 up-weights CR on the low MAF variants. The 

weighting of 𝛼 = − 1 was recommended for human studies based on 

empirical findings and simulations that show that it up-weights CR on 

the low MAF variants, reduces the bias and increases the precision of 

heritability estimation, while other 𝛼 were found more appropriate for 

animal or plants genetics studies ( Speed et al., 2012 , 2017 ). However, 

in our prior research, we found very minor differences in the heritability 

estimates obtained with different 𝛼 settings in imaging genetics analyses 

( Kochunov et al., 2015 ). The WAC approach produces a very dense N × N 

(where N is the sample size) pedigree matrix ( Fig. 1 ). This is a computa- 

tional challenge for traditional maximum likelihood estimate (MLE) cal- 

culation approaches. The MLE procedure requires multiple inversions 

of this matrix leading to an N 

2–3 computational complexity problem 

which makes Big Data analyses a formidable challenge ( Blangero et al., 

2013 ). 

In this study we present novel algorithmic developments that ad- 

dress a major roadblock to enable imaging genetics analyses in datasets 

as large as N > 35,000 based on our previous work on linearizing likeli- 

hood calculation ( Blangero et al., 2013 ). We demonstrate that the clas- 

sical quantitative genetics analyses can now be practical in large and 

inclusive datasets of unrelated individuals. We describe algorithmic so- 

lutions to take advantage of Central and Graphics Processing Units (CPU 

and GPU) computing. Our proposed method leads to improvements in 

the computational times while maintaining excellent agreement with re- 

sults from other software ( Blangero et al., 2013 ; Kochunov et al., 2019a , 

2019b ). Here, we demonstrated that empirical heritability measurement 

can be achieved in seconds using modern computational hardware, even 

in samples as large as the UKBB. 
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Fig. 1. A. Heatmaps of the UKBB and HCP pedigrees. 

The heatmaps present CR values between individuals in pedigrees. The color bar reflects negative and positive CR values in the heatmaps. The diagonal is CR between 

the same individual. 

B. The ELRT power curves for the HCP and UKBB samples. 

The blue and red dots indicate expected likelihood ratio test (ELRT) at specific null-heritability values for the UKBB and HCP, respectively. 

2. Materials and methods 

2.1. Participants 

Human Connectome Project. Heritability and genetic correlation anal- 

yses were performed on brain MRI scan data from N = 1206 (550 M/656 

F; age = 28.8 ± 3.7 years) healthy individuals in the Human Con- 

nectome Project (HCP) (humanconnectome.org) for whom imaging 

and genetic data were released after passing the HCP quality con- 

trol and assurance standards ( Marcus et al., 2013 ). Details of this re- 

lease may be found at ( https://www.humanconnectome.org/study/hcp- 

young-adult/document/1200-subjects-data-release ). Participants in the 

HCP study were recruited from the Missouri Family and Twin Registry 

of individuals born in Missouri ( Van Essen et al., 2013 ). The full set of 

inclusion and exclusion criteria are detailed elsewhere ( Van Essen et al., 

2013 ). All participants provided written informed consent on forms ap- 

proved by the Institutional Review Board of Washington University in 

St. Louis. 

UK BioBank. The UK BioBank (UKBB) dataset included N = 37,432 

individuals (17,531 M/19,901 F; age = 63.7 ± 7.5 years) whose imag- 

ing and genetic data were released from 2015 to 2021. The full set of 

inclusion and exclusion criteria are detailed elsewhere ( Manolio et al., 

2012 ). All participants provided written informed consent. 

2.2. Genotyping 

We used genotyping data provided by HCP and UKBB projects 

with minimal post-processing as recommended by GCTA software 

manual. The genotyping data for the HCP is available through the 

dbGAP database ( https://www.ncbi.nlm.nih.gov/projects/gap/cgi- 

bin/study.cgi?study_id = phs001364.v1.p1 ). Briefly, all participants 

were genotyped using the Illumina Multi-Ethnic Global Array (MEGA) 

SNP-array. This array provides extended coverage for European, East 

Asian, and South Asian populations. Overall, 1,580,642 SNPs satisfied 

the following quality control exclusion criteria: MAF < 1%, genotype 

call rate < 95%, and Hardy–Weinberg equilibrium < 1 × 10 ­6 . 

Genotyping data for the UKBB was downloaded as version 3 im- 

puted data from the UKBB showcase website. The protocol for geno- 

typing, imputation and quality control is described in sections of the 

UK Biobank documentation ( https://biobank.ndph.ox.ac.uk/showcase/ 

showcase/docs/genotyping_qc.pdf ) and ( https://biobank.ndph.ox.ac. 

uk/showcase/showcase/docs/impute_ukb_v1.pdf ). In summary, all par- 

3 

https://www.humanconnectome.org/study/hcp-young-adult/document/1200-subjects-data-release
https://www.ncbi.nlm.nih.gov/projects/gap/cgi-bin/study.cgi?study_id=phs001364.v1.p1
https://biobank.ndph.ox.ac.uk/showcase/showcase/docs/genotyping_qc.pdf
https://biobank.ndph.ox.ac.uk/showcase/showcase/docs/impute_ukb_v1.pdf


S. Gao, B. Donohue, K.S. Hatch et al. NeuroImage 245 (2021) 118700 

ticipants were genotyped using the UKBB Axiom array from Affymetrix 

and imputed using Haplotype Reference Consortium (HRC) and UK10K 

haplotype resource. Overall, there were 8,521,984 SNPs remaining after 

the same exclusion criteria as used for HCP data. 

2.3. Neuroimaging traits 

We selected traits from four neuroimaging domains: cortical gray 

matter thickness, subcortical gray matter volumes, fractional anisotropy 

FA values of water diffusion measured for regions of interest ( Table S1 ), 

and voxel-wise FA values for the whole-brain skeleton. 

HCP imaging data collection and preprocessing. The HCP data was 

collected at Washington University, St. Louis, using a customized 

Siemens Magnetom Connectome 3 Tesla scanner with a 100 mT/m 

maximum gradient strength and a 32-channel head coil. Details 

on the scanner, image acquisition, and reconstruction are provided 

elsewhere ( Ugurbil et al., 2013 ) and found online at ( https:// 

www.humanconnectome.org/study/hcp-young-adult/document/1200- 

subjects-data-release ). Diffusion data was collected using a single-shot, 

single refocusing spin-echo, echo-planar imaging sequence with 

1.25 mm isotropic spatial resolution (TE/TR = 89.5/5520 ms, FOV 

= 210 × 180 mm). Three gradient tables of 90 diffusion-weighted 

directions and 6 b = 0 images each, were collected with right-to-left and 

left-to-right phase encoding polarities for each of the three diffusion 

weightings ( b = 1000, 2000, and 3000 s/mm 

2 ). The diffusion data were 

then processed using the Enhancing Neuro Imaging Genetics through 

Meta-Analysis (ENIGMA) pipeline for structural and diffusion tensor 

imaging, including skeletonized voxel-wise FA values ( Jahanshad et al., 

2013 ). 

UKBB imaging data collection and preprocessing. The UKBB imag- 

ing data were collected using three sites each equipped with a 

Siemens Skyra 3T scanner and 32-channel RF head coil with high 

resolution T1-weighted (resolution = 1 × 1 × 1 mm, FOV = 

208 × 256 × 256, duration = 5 min, 3D MPRAGE, sagittal, in-plane 

acceleration iPAT = 2, prescan-normalize). Diffusion data was acquired 

with the following parameters: a resolution = 2 × 2 × 2 mm and two 

diffusion-weighted shells with all 100 distinct diffusion-encoding di- 

rections, 5 b = 0 images, 50x b = 1000 and 2000 s/mm 

2 , FOV = 

104 × 104 × 72, and a 7-minute duration. The data were extracted using 

the UKBB workflow and processed using the UKBB processing pipeline 

( https://git.fmrib.ox.ac.uk/falmagro/UK_biobank_pipeline_v_1 ). 

We used average regional and skeletonized imaging data provided 

by the UKBB. The skeletonized data were extracted using the UKBB 

workflow. More information on the scanner, image acquisition, and 

processing are all recorded in the UKBB Brain Imaging Documenta- 

tion ( https://biobank.ctsu.ox.ac.uk/crystal/crystal/docs/brain_mri.pdf ) 

( Alfaro-Almagro et al., 2018 ; Miller et al., 2016 ). All data were prepro- 

cessed prior to FPHI and GCTA analyses to reduce potential confounding 

of different approaches these tools may use for regression the effects of 

covariates. We used SOLAR-Eclipse mega-analysis data normalization 

pipeline to regress effects of age, sex and scan site (for UKBB data) and 

saving the residuals ( Kochunov et al., 2014 ). This was followed with 

the inverse normal transformation was used to ensure the multivariate 

normal distribution of the traits ( Kochunov et al., 2014 , 2019a ). 

2.4. Assessment of empirical relatedness 

SOLAR-Eclipse uses CR (r i,j ) (twice the coefficients of kinship) to rep- 

resent the probability that two alleles from individuals i and j are iden- 

tical by descent. The coefficient of relationship is a function of iden- 

tity by descent sharing statistics, r i,j = 𝜋1i,j /2 + 𝜋2i,j , where 𝜋1i,j and 

𝜋2i,j are the probabilities that two individuals share one and two alleles 

through a common ancestry. Empirical r i,j were calculated using meth- 

ods implemented in the SOLAR-Eclipse software ( www.solar-eclipse- 

genetics.org ). The pedifromsnps function uses the allelic data stored in a 

PLINK file as the input and produces a pedigree file. We calculated em- 

pirical r i,j using weighted allelic correlation (WAC) ( Hayes et al., 2009 ). 

This function is implemented for GPU computing in the gpu_pedifromsnps 

function. Relatedness was calculated using Eq. (1) : 

𝜙𝑖𝑗 = 

1 
𝑚 

𝑚 ∑

𝑘 =0 

(
𝑆𝑁 𝑃 𝑖𝑘 − 2 𝜇𝑘 

)(
𝑆𝑁 𝑃 𝑗𝑘 − 2 𝜇𝑘 

)

2 𝜇𝑘 
(
1 − 𝜇𝑘 

) (1) 

where 𝜙ij is the genetic relationship matrix (GRM)/empirical kinship 

matrix value between individual i and individual j . m is the total num- 

ber of SNP loci that are not missing values for both individual i and 

individual j . SNP ik and SNP jk are allelic scores (0, 1 or 2) for the k -th 

SNP in individuals i and j . 𝜇k is the frequency of the k -th major a 

2.5. Comparison of pedigree power: expected likelihood ratio test (ELRT) 

The ELRT method is used by SOLAR-Eclipse software to evaluate the 

statistical power of a pedigree for heritability analysis and to compare 

power between two pedigrees. This function is based on the function- 

ality proposed by ( Blangero et al., 2013 ) and further generalized by 

( Raffa and Thompson, 2016 ). The ELRT is defined as the expectation of 

twice the difference of the log-likelihoods evaluated at the true parame- 

ter and several different null-parameter values, respectively ( Raffa and 

Thompson, 2016 ). It uses Taylor series approximations to summarize 

the relatedness in a pedigree to accurately approximate the expecta- 

tion of the likelihood ratio test and expected confidence interval widths 

( Raffa and Thompson, 2016 ). 

2.6. Analysis of additive genetic variance: heritability 

The algorithms used to estimate variance components employ a vari- 

ance decomposition approach based on an extension of the strategy 

developed by ( Amos, 1994 ) and optimized for parallel computing and 

coded as the fphi function. The multivariate normal covariance matrix 

Ω for a pedigree of individuals is given by Eq. (2) : 

Ω = 2 𝜎2 
𝑔 
Φ + 𝜎2 

𝑒 
𝐼 (2) 

where Φ is the empirical kinship matrix among all participants, 𝜎e 
2 is 

the variance caused by environmental effects and measurement errors, 

and I is an identity matrix under the assumption that all environmental 

effects are uncorrelated among family members. 

Heritability ( h 2 ) is the proportion of the total phenotypic variance 

( 𝜎p 
2 ) that can be explained by the additive effects of genes ( 𝜎g 

2 ): 

ℎ 2 = 

𝜎2 
𝑔 

𝜎2 
𝑃 

(3) 

The fphi function uses algorithmic developments to reduce the com- 

putational burden of heritability measurements (see supplement). This 

approach uses eigenvalue decomposition of the empirical kinship ma- 

trix, Φ ( Blangero et al., 2013 ), and then performs one-step asymp- 

totically unbiased MLE estimation ( Ganjgahi et al., 2015 ). The vari- 

ance parameters are estimated by comparing the observed phenotypic 

covariance matrix with the covariance matrix predicted by kinship 

( Almasy and Blangero, 1998 ). Significance of heritability is assessed 

using a likelihood-ratio test, which compares the maximum likelihood 

with the likelihood estimation in which 𝜎g 
2 is constrained to zero in the 

model. Twice the difference between the log-likelihoods of these models 

yields a test statistic, which is a 1/2:1/2 mixture of an asymptotic 𝜒2 

distribution with 1°-of-freedom and a point mass at zero. 

2.7. GCTA analysis 

We compared the heritability values estimated using FPHI to 

those estimates using the restricted MLE approach used within GCTA 

( Lee et al., 2011 ; Yang et al., 2010 ). The GCTA approach estimates the 

proportion of the variance of the phenotype that is explained by the 

genome-wide genotypic data, or in this case, SNPs. Specifically, the vari- 
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ance is estimated by fitting the following linear mixed model, in Eq. (4) : 

𝑦 = 𝑋𝛽 + Φ𝑢 + 𝜀 (4) 

𝑣𝑎𝑟 ( 𝑦 ) = 𝜎2 
𝑔 
𝐺 + 𝜎2 

𝜀 
𝐼 (5) 

where y is the vector of phenotypes, 𝛽 is the vector of fixed effects of 

covariates to be adjusted, Φ is the matrix of the coefficients of related- 

ness and 𝑢 is the vector of random effects from SNPs with 𝑢 ∼ 𝑛 ( 0 , 𝜎2 
𝑢 
𝐼 ) , 

𝜀 is the vector of residual effects with 𝜀 ∼ 𝑛 ( 0 , 𝜎2 
𝜀 
𝐼 ) , 𝑮 = 𝜙𝜙′∕m , where 

m is the number of SNPs. 

GCTA also estimates the GRM using the WAC approach ( Eq. (1) ). 

The variance explained by the genotypic data used in the analyses, 

𝜎2 
𝑔 
= 𝑚𝜎2 

𝑢 
, is estimated using the genomic-relatedness-based restricted 

maximum likelihood (GREML) approach. The heritability can then be 

estimated as: ℎ 2 = 𝜎2 
𝑔 
∕( 𝜎2 

𝑔 
+ 𝜎2 

𝜀 
) , the proportion of total phenotypic vari- 

ance that is due to additive genetic effects. The iterative REML approach 

performs an inversion of the Φ matrix at every iteration. Φ is a dense 

matrix and the computational complexity of this operation is a function 

of ∼N 

2–3 , where N is the number of subjects. This computational effort of 

iterative likelihood calculations becomes non-trivial for very large-scale 

studies such as the UKBB ( N = 500,000 and growing). 

2.8. Timing analysis: FPHI versus GCTA and FPHI CPU versus FPHI GPU 

Large-scale imaging genetic analyses such as voxel-wise heritability 

calculations in large datasets, such as the UKBB, may benefit from mod- 

ern computational hardware. The highly parallel and non-iterative na- 

ture of the SOLAR-Eclipse FPHI algorithms calls for efficient implemen- 

tation using modern hardware optimized for massively parallel compu- 

tations (see supplement). Here, we tested the timing of trait-wise anal- 

yses for FPHI and GCTA, and the voxel-wise analysis between CPU and 

GPU versions of the FPHI. The voxel-wise analyses were not tested with 

GCTA due to very long (estimated several years) calculation times. We 

used a Lenovo computer with 256 GB of RAM and equipped with a dual 

Intel Xeon Gold 6150 processor with 18 cores running at 2.7 GHz (36 

cores in total) and a Tesla P100 GPU card with 3584 cores and 16 GB 

of GPU RAM. 

3. Results 

3.1. Empirical pedigrees: HCP and UKBB 

As expected, the HCP pedigree had a higher average CR than that of 

the UKBB ( Fig. 1 A ). However, ELRT analysis indicated that the UKBB 

pedigree had higher statistical power for heritability studies. The power 

of a pedigree is proportional to both the average relatedness among the 

subjects and the N and therefore the large UKBB sample provided more 

power than the HCP sample ( Fig. 1 B ). 

3.2. SOLAR-Eclipse vs GCTA 

The scatter plots of the heritability estimates showed an excellent 

agreement (overall regression r = 0.96 and 0.98, p < 10 − 10 ) between 

the h 2 values estimated from FPHI and GCTA in both the HCP and UKBB 

samples ( Fig. 2 A and B, Table S1; see supplement ). The heritability 

estimates by FPHI and GCTA showed no significant differences in the 

HCP (average h 2 = 0.72 ± 0.15 versus. 0.70 ± 0.18, paired t -test p = 0.1). 

However, the average FPHI h 2 estimates were higher than GCTA-derived 

h 2 values in the UKBB (average h 2 = 0.36 ± 0.08 versus 0.29 ± 0.07, 

paired t -test p < 10 − 10 ). 

3.3. Regional and voxel-wise heritability in the HCP versus UKBB 

The regional heritability analyses showed good agreement between 

HCP and UKBB ( Fig. 2 C and D ) when calculated using FPHI (overall lin- 

ear regression r = 0.76, p < 10 − 10 ) and GCTA (overall linear regression 

r = 0.75, p < 10 − 10 ). However, the heritability estimates in UKBB were 

approximately 50% lower than those for HCP (average h 2 = 0.36 ± 0.08 

versus 0.72 ± 0.15, paired t -test p < 10 − 10 ). 

The plot of voxel-wise heritability values of skeletonized FA values 

for 32,215 voxels that overlapped between UKBB and HCP skeletons is 

shown in Fig. S1 (see supplement). Overall, the regional pattern of her- 

itability showed a good agreement (overall linear regression r = 0.76, 

p < 10 − 10 ). However, the voxel-wise heritability estimates in the UKBB 

sample were lower than those for HCP (average h 2 = 0.16 ± 0.08 versus 

h 2 = 0.25 ± 0.16, paired t -test p < 10 − 10 for UKBB and HCP, respec- 

tively). 

3.4. Regional white matter heritability: UKBB versus. ENIGMA 

ENIGMA has published regional white matter heritability meta- and 

mega- analytical multi-site estimates from a multi-site heritability anal- 

ysis. The FPHI and GCTA heritability estimates for white matter tracts 

in UKBB showed good agreement with the published values (linear re- 

gression r = 0.76–0.82, p < 0.01) ( Fig. 3 A and B ). The heritability es- 

timates in the UKBB were approximately 60% of the h 2 values reported 

in ENIGMA (average h 2 = 0.42 ± 0.05 versus h 2 = 0.67 ± 0.09, paired 

t -test p < 10 − 10 for UKBB and ENIGMA, respectively). 

3.5. Timing of heritability analyses 

FPHI-CPU analyses in the HCP required ∼0.02 ± 0.01 s per trait ver- 

sus 3.0 ± 0.10 s per trait for GCTA. The heritability analyses of regional 

phenotypes in the UKBB took about 1.1 ± 0.10 s per trait using FPHI- 

CPU and 2046 ± 470 s for GCTA. 

The timing of voxel-wise analyses was limited to FPHI due to the 

long execution time of GCTA (estimated ∼7 years for UKBB analyses). 

We performed a timing analysis for the CPU and GPU versions of FPHI 

in SOLAR-Eclipse. The FPHI-CPU voxel-wise heritability analyses took 

approximately 2 min for HCP and 22 h for UKBB. The FPHI-GPU version 

took approximately 36 s for HCP and 58.33 min for UKBB. The scaling 

of computational burden with respect to the number of participants ( N ) 

was approximately linear for both CPU and GPU versions of FPHI versus 

∼N 

2–3 for GCTA. 

4. Discussion 

We compared the estimates of SNP-heritability (SNP-h 2 ) derived us- 

ing a classical variance component model and empirical coefficients of 

relatedness (CR) with the SNP-h 2 estimated from an independent ana- 

lytic approach using samples of related (Human Connectome Project) 

and unrelated (UK Biobank) genetic imaging datasets. We showed that 

heritability estimates obtained using the SOLAR-Eclipse Fast and Pow- 

erful Heritability Inference (FPHI) method that was developed to lin- 

earize the calculations of the classical heritability model were in good 

agreement with the estimated provided by the established SNP-h 2 soft- 

ware - Genome-wide Complex Trait Analysis (GCTA) ( Visscher et al., 

2006 , 2007 ). We demonstrated an excellent agreement between SNP- 

h 2 values calculated using the FPHI and GCTA and between the results 

from the HCP and UKBB cohorts, as well as estimates in the UKBB and 

these reported by the meta-and-mega analysis of heritability studies per- 

formed by Enhancing Neuro Imaging Genetics through Meta-Analysis 

(ENIGMA) consortium. Overall, our findings demonstrated good agree- 

ment among genetic contribution to neuroimaging traits regardless of 

the study/sample design. The small degree of shared genotypic vari- 

ance in sufficiently large samples such as UKBB can enable standard 

heritability analyses. We discussed the finding of lower heritability esti- 

mates in UKBB versus HCP and attributed it to several well-known fac- 

tors. Nonetheless, the patterns of additive genetic contribution across 

the brain were consistent and readily replicable across diverse samples 

and study designs. 
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Fig. 2A. Scatter plot of the HCP FPHI estimates calculated using empirical kinship versus HCP GCTA estimates calculated using GREML for 60 neuroimaging 

phenotypes. 

Linear regression models were fitted to the HCP heritability estimates using the FPHI and GCTA methods, including fit lines, equations, and coefficient of determi- 

nations (R 2 ). The blue solid line is an overall linear regression fit between two heritability methods across all phenotypes in the HCP. The green dashed lines, red 

dashed lines and orange dashed lines represent linear regression fits between two heritability methods in cortical thickness, white matter FA and subcortical volume, 

respectively. The black dashed lines are identity lines. 

B. Scatter plot of the UKBB FPHI estimates calculated using empirical kinship versus UKBB GCTA estimates calculated using GREML for 60 neuroimaging phenotypes. 

Linear regression models were fitted to the UKBB heritability estimates using the FPHI and GCTA methods, including fit lines, equations, and coefficient of determi- 

nations (R 2 ). The blue solid line is an overall linear regression fit between two heritability methods across all phenotypes in the UKBB. The green dashed lines, red 

dashed lines and orange dashed lines represent linear regression fits between two heritability methods in cortical thickness, white matter FA and subcortical volume, 

respectively. The black dashed lines are identity lines. 
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Fig. 2C. Scatter plot of the UKBB FPHI estimates calculated using empirical kinship versus the HCP FPHI estimates calculated using empirical kinship for 60 

neuroimaging phenotypes. 

Linear regression models were fitted to the UKBB and HCP heritability estimates using the FPHI method, including fit lines, equations, and coefficient of determinations 

(R 2 ). The blue solid line is an overall linear regression fit between two groups across all phenotypes. The green dashed lines, red dashed lines and orange dashed lines 

represent linear regression fits between two groups in cortical thickness, white matter FA and subcortical volume, respectively. The black dashed lines are identity 

lines. 

D. Scatter plot of the UKBB GCTA estimates calculated using GREML versus the HCP GCTA estimates calculated using GREML for 60 neuroimaging phenotypes. 

Linear regression models were fitted to the UKBB and HCP heritability estimates using the GCTA method, including fit lines, equations, and coefficient of determina- 

tions (R 2 ). The blue solid line is overall linear regression between two groups across all tracts. The blue line is an overall linear fits regression between two groups 

across all phenotypes. The green dashed lines, red dashed lines and orange dashed lines represent linear regression fits between two groups in cortical thickness, 

white matter FA and subcortical volume, respectively. The black dashed lines are identity lines. 
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Fig. 3. A. Scatter plot of the UKBB FPHI estimates versus ENIGMA for 16 white matter FA. 

Linear regression models were fitted to the heritability estimates from the FPHI and published heritability estimates from ENIGMA for 16 white matter phenotypes 

in the UKBB. The linear regression fits include fit lines, equations, and coefficient of determinations (R 2 ). The black dashed lines are identity lines. 

B. Scatter plot of the UKBB GCTA estimates versus ENIGMA for 16 white matter FA. 

Linear regression models were fitted to the heritability estimates from the GCTA and published heritability estimates from ENIGMA for 16 white matter phenotypes 

in the UKBB. The linear regression fits include fit lines, equations, and coefficient of determinations (R 2 ). The black dashed lines are identity lines. 

Modern, genetic panels provide the opportunity to directly measure 

the genetic sharing between any two individuals in a study and calculate 

the relatedness matrix using empirical, rather than self-reported coeffi- 

cients of relatedness (CR). Prior work demonstrated that heritability val- 

ues derived using the empirical CR had better confidence intervals and 

lower p -values as compared to those from analyses using self-reported 

CR and recommend this approach for genetic analyses in related samples 

( Kochunov et al., 2019a ). GCTA approaches were specifically developed 

to estimate SNP-h 2 using from unrelated individuals ( Visscher et al., 

2006 , 2007 ). However, the SNP-h 2 estimates by GCTA were shown to be 

accurate for related samples ( Zaitlen et al., 2013 ). Here, we confirmed 

that the two methods provided highly consistent (r ∼0.9) heritability es- 

timates in datasets of related and unrelated individuals. 

We demonstrated significant heritability for a series of neuroanatom- 

ical phenotypes that cover structural and diffusion properties of the hu- 

man brain. We observed an excellent ( r = 0.7–0.8) agreement in the 

regional genetic variance across the brain between the HCP and UKBB 

datasets despite the differences in the study design (twin-siblings versus 

unrelated), sample size ( N = ∼1000 versus ∼37,000) and sample charac- 

teristics such as differences in average age (28.8 ± 3.7 versus 63.7 ± 7.5 

years for HCP and UKBB respectively) and imaging protocols. The HCP 

imaging protocol was focused on collecting data at twice (structural) 

to four (diffusion) times higher spatial resolution than the UKBB im- 

ages. Despite the differences in protocols, we observed good agreement 

in the patterns of heritability values among the HCP, UKBB, as well 

as data published by ENIGMA. This demonstrates that the substantial 

genetic variance influencing individual differences in brain structure 

can be readily and consistently measured across diverse samples, study 

designs, imaging protocols, and software approaches. Importantly, the 

agreement in the patterns of heritability between UKBB and HCP data 

provides an opportunity to exploit the greater statistical power of large 

and inclusive samples such as UKBB for the classical genetic analyses 

that were previously limited to twins, siblings, and extended pedigree 

samples. 

Despite the excellent agreement in regional patterns, the heritability 

estimates for the neuroimaging traits in the HCP cohort were approxi- 

mately twice those (average h 2 = 0.72 versus 0.36) observed in the UKBB 

sample, and for white matter approximately 40% smaller than ENIGMA 
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(average h 2 = 0.42 versus 0.67). Likewise, the voxel-wise heritability es- 

timates for the HCP cohort were ∼60% higher than those calculated in 

the UKBB. These absolute differences were independent of the software 

used to estimate heritability. The SNP-h 2 values depend on study design, 

sample characteristics, and the fidelity and ‘closeness’ of the trait to un- 

derlying genetic processes. The higher heritability of the neuroimaging 

traits in the HCP cohort is likely to be the product of three factors: study 

design, sample differences, and quality of the imaging data. Heritabil- 

ity is the proportion of the variance attributed to the additive genetic 

variance after correction for covariates. In the HCP sample, we found 

that sex was the only significant covariate. The HCP sample was de- 

signed to reduce the effects of age on the brain measurements by lim- 

iting recruitment to an age range that corresponds to a plateau in the 

brain-aging-versus-development trend (22–35 years) ( Kochunov et al., 

2011 ; Van Essen et al., 2013 ). The focus of UKBB study is on the aging- 

related disorders, and the age effects were highly significant for all neu- 

roimaging traits in this sample. The lack of aging effects in HCP sub- 

jects is the first likely contributor to the higher heritability estimates. 

The genotype-by-age interaction during aging observed in studies that 

recruit subjects across the lifespan, can significantly reduce heritability 

estimates ( Batouli et al., 2013 ; Brouwer et al., 2012 , 2020 ; Glahn et al., 

2013 ). 

The HCP study used a twin-sibling recruitment design. Heritabil- 

ity estimates obtained using this study design are typically higher than 

heritability estimates obtained other study designs such as extended- 

family-based pedigrees or unrelated samples ( Kochunov et al., 2014 ; 

Manolio et al., 2009 ). For instance, heritability measurements of re- 

gional white matter traits using self-reported CR HCP were ∼20% 

higher than these estimates reported by ENIGMA studies that combined 

heritability estimates for cerebral white matter across several world- 

wide cohorts using meta-analytical and mega-analytical aggregation 

( Jahanshad et al., 2013 ; Kochunov et al., 2015 ). One potential expla- 

nation is that the phenotypic variance in complex polygenic traits such 

as neuroanatomical measurements is also controlled by the heritable 

epigenetic regulation. This variance is accounted for via study design 

in the twin-siblings design but less so in extended family and cannot 

be accounted for in the unrelated sample design ( Manolio et al., 2009 ). 

One other potential cause of missing heritability is shared early life en- 

vironment that may shape neuroanatomical traits ( Workalemahu et al., 

2018 ). In addition, though there is little variance in age between siblings 

and none within twin pairs, there is a large variation in the differences 

in age between pairs of individuals in samples such as the UKBB. Al- 

though age is included as a covariate in the model, this correction does 

not correct for the difference in age between individuals and the im- 

pact of this on phenotypic covariance. There is also a possibility that 

the difference in dataset demographics influences the heritability mea- 

sures. While there is some variance in ancestry within the UKBB dataset 

it is a much lower proportion than in the HCP data. The difference in 

minor allele frequencies between datasets due to these ancestral differ- 

ences could contribute to the higher heritability within the HCP results, 

however, this is likely a small contribution as the heritability estimates 

using self-reported and empirical values showed only minor differences 

( Kochunov et al., 2015 ). Lastly, the higher quality of the HCP imag- 

ing data likely reduces the measurement error and thus contributes to 

higher heritability estimates. We note the remarkable agreement in the 

overall patterns of the regional heritability estimates between the UKBB, 

HCP, and ENIGMA samples, which argues for the suitability of the UKBB 

for next-generation genetic analyses focused on understanding imaging 

genetic networks in complex illnesses. 

The SOLAR-Eclipse FPHI is an extension of the standard variance 

component model that has served the biomedical genetics community 

for over seven decades. Empirical relatedness is a logical extension of 

this method, allowing the estimation of additive genetic variation cap- 

tured by SNP arrays and informative of the genetic architecture of com- 

plex traits ( Yang et al., 2010 ). The highly parallel nature of the FPHI 

algorithm allows for implementation using modern hardware optimized 

for massively parallel computations of voxel-wise datasets in samples as 

large as the UKBB. The FPHI code was implemented using linear algebra 

software libraries that optimize the code for parallel scientific comput- 

ing in CPU and GPU environments (see supplement section for algo- 

rithmic details). This provided a 10 2–4 -fold acceleration in heritability 

analyses versus GCTA, which makes the approach especially valuable 

for studies using data from the UKBB ( N = 500,000 and growing). The 

progress of methodological developments in imaging genetics enables 

the transition from an interrogation of only a few traits to massive voxel- 

wise analyses in order to study regional variations in genetic influences 

across the brain. 

5. Limitations 

Empirical CR methods also have a few limitations. The threshold for 

empirical CR was set at 0 because WAC can produce negative CR val- 

ues for some unrelated individuals. The negative CR reflect violations of 

Hardy-Weinberg equilibrium, i.e. ancestral differences in linkage dise- 

quilibrium structures, overlapping generations, and deviations from the 

assumption that genotype frequencies in a population will remain con- 

stant from generation to generation ( Visscher et al., 2007 ). GCTA, con- 

versely, retains negative values in the analysis to prevent biases in the 

iterative likelihood calculations ( Visscher et al., 2007 ). However, we be- 

lieve that this is a minor limitation, as both methods provided very sim- 

ilar heritability estimates. Empirical CR estimation is sensitive to both 

the content and quality of genotyping, and this may alter the heritabil- 

ity results. For instance, allowing for more rare variants in the GCTA 

software led to failure of algorithmic convergence for many traits. An- 

other limitation of this study was the large difference in the number of 

SNPs between the dataset, as the HCP data were not imputed in accor- 

dance with the GCTA guidelines while the only available data from the 

UKBB had already been imputed. However, we feel that this had little 

impact on our results and further exemplifies how well the SOLAR FPHI 

methods agree with the established GTCA methods. 

6. Conclusion 

We show that heritability measurements for complex neuroimaging 

traits based on empirically measured genetic variance among the largely 

unrelated participants in the UKBB sample were in agreement with those 

measured in the twin- and family-based HCP sample. This agreement 

was observed for both region-based and voxel-wise traits. We likewise 

observed an excellent agreement between empirical heritability values 

derived by SOLAR-Eclipse and SNP- h 2 values calculated by the GCTA 

software, suggesting stability of these estimates independent of the an- 

alytic methods. Overall, this suggests that large and inclusive samples 

of unrelated individuals such as data collected by the UKBB can be used 

to estimate the proportion of phenotypic variance explained by additive 

genetic factors. 

Data and code availability statements 

The UK Biobank and Human Connectome Project datasets can be 

obtained at www.ukbiobank.ac.uk and www.humanconnectome.org/ 

under a Material Transfer Agreement after presenting a request to 

the authors describing the intended use of the data. The SOLAR- 

Eclipse software and tutorial used for the analysis are avail- 

able for download at www.solar-eclipse-genetics.org . The Genome- 

wide Complex Trait Analysis software is available for download at 

cnsgenomics.com/software/gcta/ . 

Declaration of Competing Interest 

The authors declare no competing financial interests. 

9 

http://www.ukbiobank.ac.uk
http://www.humanconnectome.org/
http://www.solar-eclipse-genetics.org
http://cnsgenomics.com/software/gcta/


S. Gao, B. Donohue, K.S. Hatch et al. NeuroImage 245 (2021) 118700 

Credit authorship contribution statement 

Si Gao: Data curation, Writing – review & editing, Formal analy- 

sis, Writing – original draft. Brian Donohue: Software, Methodology. 

Kathryn S. Hatch: Investigation, Writing – original draft, Writing – re- 

view & editing. Yizhou Ma: Investigation, Writing – review & editing. 

Peter Kochunov: Conceptualization, Methodology, Writing – review & 

editing, Writing – original draft, Visualization. 

Acknowledgments 

This study was supported by R01 MH123163, AA012207, NS114628, 

EB015611, U54 EB020403. Additional support for algorithm devel- 

opment was provided by NIH R01 grants EB008432, EB008281, and 

EB007813 (to PT). SEM is supported by NHMRC grants APP1158127 

and APP1172917. 

Data were provided by the Human Connectome Project, WU-Minn 

Consortium (Principal Investigators: David van Essen and Kamil Ugur- 

bil; U54 MH091657) funded by the 16 NIH Institutes and Centers that 

support the NIH Blueprint for Neuroscience Research; and by the Mc- 

Donnell Center for Systems Neuroscience at Washington University. 

Supplementary materials 

Supplementary material associated with this article can be found, in 

the online version, at doi:10.1016/j.neuroimage.2021.118700 . 

References 

Adhikari, B.M., Jahanshad, N., Shukla, D., Glahn, D.C., Blangero, J., Reynolds, R.C., 

Cox, R.W., Fieremans, E., Veraart, J., Novikov, D.S., Nichols, T.E., Hong, L.E., 

Thompson, P.M., Kochunov, P., 2017. Heritability estimates on resting state 

fMRI data using ENIGMA analysis pipeline. Pac. Symp. Biocomput. 23, 307–318. 

http://www.ncbi.nlm.nih.gov/pmc/articles/PMC5728672/ . 

Alfaro-Almagro, F., Jenkinson, M., Bangerter, N.K., Andersson, J.L.R., Griffanti, L., 

Douaud, G., Sotiropoulos, S.N., Jbabdi, S., Hernandez-Fernandez, M., Vallee, E., Vi- 

daurre, D., Webster, M., McCarthy, P., Rorden, C., Daducci, A., Alexander, D.C., 

Zhang, H., Dragonu, I., Matthews, P.M., … Smith, S.M., 2018. Image processing and 

quality control for the first 10,000 brain imaging datasets from UK biobank. Neuroim- 

age 166, 400–424. doi: 10.1016/j.neuroimage.2017.10.034 . 

Almasy, L., Blangero, J., 1998. Multipoint quantitative-trait linkage analysis in general 

pedigrees. Am. J. Hum. Genet. 62 (5), 1198–1211. doi: 10.1086/301844 . 

Amos, C.I., 1994. Robust variance-components approach for assessing ge- 

netic linkage in pedigrees. Am. J. Hum. Genet. 54 (3), 535–543. 

https://pubmed.ncbi.nlm.nih.gov/8116623/ . 

Batouli, S.A., Sachdev, P.S., Wen, W., Wright, M.J., Ames, D., Trollor, J.N., 2013. Heri- 

tability of brain volumes in older adults: the Older Australian Twins Study. Neurobiol. 

Aging 35 (4), 937. doi: 10.1016/j.neurobiolaging.2013.10.079 , e935-918 . 

Blangero, J., Diego, V.P., Dyer, T.D., Almeida, M., Peralta, J., Kent, J.W., Williams, J.T., 

Almasy, L., Goring, H.H, 2013. A kernel of truth: statistical advances in polygenic 

variance component models for complex human pedigrees. Adv. Genet. 81, 1–31. 

doi: 10.1016/B978-0-12-407677-8.00001-4 . 

Brouwer, R.M., Mandl, R.C., Schnack, H.G., van Soelen, I.L., van Baal, G.C., Peper, J.S., 

Kahn, R.S., Boomsma, D.I., Hulshoff Pol, H.E., 2012. White matter development in 

early puberty: a longitudinal volumetric and diffusion tensor imaging twin study. 

PLoS ONE 7 (4), e32316. doi: 10.1371/journal.pone.0032316 . 

Brouwer, R.M., Klein, M., Grasby, K.L., Schnack, H.G., Jahanshad, N., Teeuw, J., Tho- 

mopoulos, S.I., Sprooten, E., Franz, C.E., Gogtay, N., Kremen, W.S., Panizzon, M.S., 

Loohuis, L.M.O., Whelan, C.D., Aghajani, M., Alloza, C., Alnæs, D., Artiges, E., Ayesa- 

Arriola, R.,Pol, H.E.H. (2020). Dynamics of brain structure and its genetic architecture 

over the lifespan. bioRxiv, 2020.04.24.031138. doi: 10.1101/2020.04.24.031138 . 

Ganjgahi, H., Wincker, A., DC, G., Blangero, J., P, K., Nichols, T, 2015. Fast and powerful 

heritability inference for family-based neuroimaging studies. Neuroimage 115, 256–

268. doi: 10.1016/j.neuroimage.2015.03.005 . 

Glahn, D.C., Kent, J.W., Sprooten, E., Diego, V.P., Winkler, A.M., Curran, J.E., 

McKay, D.R., Knowles, E.E., Carless, M.A., Goring, H.H., Dyer, T.D., Olvera, R.L., 

Fox, P.T., Almasy, L., Charlesworth, J., Kochunov, P., Duggirala, R., Blangero, J, 

2013. Genetic basis of neurocognitive decline and reduced white-matter integrity 

in normal human brain aging. Proc. Natl. Acad. Sci. USA 110 (47), 19006–19011. 

doi: 10.1073/pnas.1313735110 . 

Glasser, M.F., Sotiropoulos, S.N., Wilson, J.A., Coalson, T.S., Fischl, B., Andersson, J.L., 

Xu, J., Jbabdi, S., Webster, M., Polimeni, J.R., Van Essen, D.C., Jenkinson, M., 2013. 

The minimal preprocessing pipelines for the human connectome project. Neuroimage 

80, 105–124. doi: 10.1016/j.neuroimage.2013.04.127 . 

Hayes, B.J., Visscher, P.M., Goddard, M.E., 2009. Increased accuracy of artificial se- 

lection by using the realized relationship matrix. Genet. Res. 91 (1), 47–60. 

doi: 10.1017/s0016672308009981 , (Camb) . 

Hulshoff Pol, H.E., Schnack, H.G., Posthuma, D., Mandl, R.C., Baare, W.F., van Oel, C., 

van Haren, N.E., Collins, D.L., Evans, A.C., Amunts, K., Burgel, U., Zilles, K., de 

Geus, E., Boomsma, D.I., Kahn, R.S., 2006. Genetic contributions to human brain 

morphology and intelligence. J. Neurosci. 26 (40), 10235–10242. doi: 10.1523/JNEU- 

ROSCI.1312-06.2006 . 

Jahanshad, N., Kochunov, P., Sprooten, E., Mandl, R.C., Nichols, T.E., Almassy, L., 

Blangero, J., Brouwer, R.M., Curran, J.E., de Zubicaray, G.I., Duggirala, R., 

Fox, P.T., Hong, L.E., Landman, B.A., Martin, N.G., McMahon, K.L., Medland, S.E., 

Mitchell, B.D., Olvera, R.L., Glahn, D.C., 2013. Multi-site genetic analysis of diffusion 

images and voxelwise heritability analysis: a pilot project of the ENIGMA-DTI working 

group. Neuroimage 81, 455–469. doi: 10.1016/j.neuroimage.2013.04.061 . 

Kochunov, P., Donohue, B., Mitchell, B.D., Ganjgahi, H., Adhikari, B., Ryan, M., Med- 

land, S.E., Jahanshad, N., Thompson, P.M., Blangero, J., Fieremans, E., Novikov, D.S., 

Marcus, D., Van Essen, D.C., Glahn, D.C., Elliot Hong, L., Nichols, T.E, 2019a. Genomic 

kinship construction to enhance genetic analyses in the human connectome project 

data. Hum. Brain Mapp. 40 (5), 1677–1688. doi: 10.1002/hbm.24479 . 

Kochunov, P., Glahn, D.C., Lancaster, J., Thompson, P.M., Kochunov, V., Rogers, B., 

Fox, P., Blangero, J., Williamson, D.E., 2011. Fractional anisotropy of cerebral white 

matter and thickness of cortical gray matter across the lifespan. Neuroimage 58 (1), 

41–49. doi: 10.1016/j.neuroimage.2011.05.050 . 

Kochunov, P., Jahanshad, N., Marcus, D., Winkler, A., Sprooten, E., Nichols, T.E., 

Wright, S.N., Hong, L.E., Patel, B., Behrens, T., Jbabdi, S., Andersson, J., Lenglet, C., 

Yacoub, E., Moeller, S., Auerbach, E., Ugurbil, K., Sotiropoulos, S.N., Brouwer, R.M., 

Van Essen, D.C., 2015. Heritability of fractional anisotropy in human white matter: a 

comparison of human connectome project and ENIGMA-DTI data. Neuroimage 111, 

300–311. doi: 10.1016/j.neuroimage.2015.02.050 . 

Kochunov, P., Jahanshad, N., Sprooten, E., Nichols, T.E., Mandl, R.C., Almasy, L., 

Booth, T., Brouwer, R.M., Curran, J.E., de Zubicaray, G.I., Dimitrova, R., Dug- 

girala, R., Fox, P.T., Elliot Hong, L., Landman, B.A., Lemaitre, H., Lopez, L.M., 

Martin, N.G., McMahon, K.L., … Glahn, D.C., 2014. Multi-site study of addi- 

tive genetic effects on fractional anisotropy of cerebral white matter: comparing 

meta and megaanalytical approaches for data pooling. Neuroimage 95C, 136–150. 

doi: 10.1016/j.neuroimage.2014.03.033 . 

Kochunov, P., Patel, B., Ganjgahi, H., Donohue, B., Ryan, M., Hong, E.L., Chen, X., 

Adhikari, B., Jahanshad, N., Thompson, P.M., Van’t Ent, D., den Braber, A., de 

Geus, E.J.C., Brouwer, R.M., Boomsma, D.I., Hulshoff Pol, H.E., de Zubicaray, G.I., 

McMahon, K.L., Martin, N.G., Nichols, T.E., 2019b. Homogenizing estimates of heri- 

tability among SOLAR-Eclipse, OpenMx, APACE, and FPHI software packages in neu- 

roimaging data. [Original Research]. Front. Neuroinform. 13 (16). doi: 10.3389/fn- 

inf.2019.00016 . 

Lee, S.H., Wray, N.R., Goddard, M.E., Visscher, P.M., 2011. Estimating missing heritability 

for disease from genome-wide association studies. Am. J. Hum. Genet. 88 (3), 294–

305. doi: 10.1016/j.ajhg.2011.02.002 . 

Manolio, T.A., Collins, F.S., Cox, N.J., Goldstein, D.B., Hindorff, L.A., Hunter, D.J., Mc- 

Carthy, M.I., Ramos, E.M., Cardon, L.R., Chakravarti, A., Cho, J.H., Guttmacher, A.E., 

Kong, A., Kruglyak, L., Mardis, E., Rotimi, C.N., Slatkin, M., Valle, D., Whitte- 

more, A.S., Visscher, P.M., 2009. Finding the missing heritability of complex diseases. 

Nature 461 (7265), 747–753. doi: 10.1038/nature08494 . 

Manolio, T.A., Weis, B.K., Cowie, C.C., Hoover, R.N., Hudson, K., Kramer, B.S., Berg, C., 

Collins, R., Ewart, W., Gaziano, J.M., Hirschfeld, S., Marcus, P.M., Masys, D., Mc- 

Carty, C.A., McLaughlin, J., Patel, A.V., Peakman, T., Pedersen, N.L., Schaefer, C., 

Collins, F.S., 2012. New models for large prospective studies: is there a better way? 

Am. J. Epidemiol. 175 (9), 859–866. doi: 10.1093/aje/kwr453 . 

Marcus, D.S., Harms, M.P., Snyder, A.Z., Jenkinson, M., Wilson, J.A., Glasser, M.F., 

Barch, D.M., Archie, K.A., Burgess, G.C., Ramaratnam, M., Hodge, M., Hor- 

ton, W., Herrick, R., Olsen, T., McKay, M., House, M., Hileman, M., Reid, E., 

Harwell, J., Van Essen, D.C., 2013. Human connectome project informatics: qual- 

ity control, database services, and data visualization. Neuroimage 80, 202–219. 

doi: 10.1016/j.neuroimage.2013.05.077 . 

Miller, K.L., Alfaro-Almagro, F., Bangerter, N.K., Thomas, D.L., Yacoub, E., Xu, J., 

Bartsch, A.J., Jbabdi, S., Sotiropoulos, S.N., Andersson, J.L., Griffanti, L., Douaud, G., 

Okell, T.W., Weale, P., Dragonu, I., Garratt, S., Hudson, S., Collins, R., Jenkinson, M., 

Smith, S.M., 2016. Multimodal population brain imaging in the UK Biobank prospec- 

tive epidemiological study. Nat. Neurosci. 19 (11), 1523–1536. doi: 10.1038/nn.4393 . 

Nayor, M., Shen, L., Hunninghake, G.M., Kochunov, P., Barr, R.G., Bluemke, D.A., 

Broeckel, U., Caravan, P., Cheng, S., de Vries, P.S., Hoffmann, U., Kolossváry, M., 

Li, H., Luo, J., McNally, E.M., Thanassoulis, G., Arnett, D.K., Vasan, R.S., 2021. 

Progress and research priorities in imaging genomics for heart and lung disease: 

summary of an NHLBI workshop. Circ. Cardiovasc. Imaging 14 (8), e012943. 

doi: 10.1161/circimaging.121.012943 . 

Pennington, B.F., Filipek, P.A., Lefly, D., Chhabildas, N., Kennedy, D.N., Simon, J.H., Fil- 

ley, C.M., Galaburda, A., DeFries, J.C., 2000. A twin MRI study of size variations in 

human brain. J. Cogn. Neurosci. 12 (1), 223–232. doi: 10.1162/089892900561850 . 

Pfefferbaum, A., Sullivan, E.V., Swan, G.E., Carmelli, D., 2000. Brain structure in men 

remains highly heritable in the seventh and eighth decades of life. Neurobiol. Aging 

21 (1), 63–74. doi: 10.1016/s0197-4580(00)00086-5 . 

Raffa, J.D., Thompson, E.A., 2016. Power and Effective Study Size in Heritability Studies. 

Stat. Biosci. 8 (2), 264–283. doi: 10.1007/s12561-016-9143-2 . 

Ramstetter, M.D., Dyer, T.D., Lehman, D.M., Curran, J.E., Duggirala, R., Blangero, J., 

Mezey, J.G., Williams, A.L., 2017. Benchmarking relatedness inference methods 

with genome-wide data from thousands of relatives. Genetics 207 (1), 75–82. 

doi: 10.1534/genetics.117.1122 . 

Speed, D., Cai, N., Consortium, U., Johnson, M.R., Nejentsev, S., Balding, D.J., 2017. 

Reevaluation of SNP heritability in complex human traits. Nat. Genet. 49 (7), 986–

992. doi: 10.1038/ng.3865 . 

10 

http://dx.doi.org/10.13039/501100000925
https://doi.org/10.1016/j.neuroimage.2021.118700
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC5728672/
https://doi.org/10.1016/j.neuroimage.2017.10.034
https://doi.org/10.1086/301844
https://pubmed.ncbi.nlm.nih.gov/8116623/
https://doi.org/10.1016/j.neurobiolaging.2013.10.079
https://doi.org/10.1016/B978-0-12-407677-8.00001-4
https://doi.org/10.1371/journal.pone.0032316
https://doi.org/10.1101/2020.04.24.031138
https://doi.org/10.1016/j.neuroimage.2015.03.005
https://doi.org/10.1073/pnas.1313735110
https://doi.org/10.1016/j.neuroimage.2013.04.127
https://doi.org/10.1017/s0016672308009981
https://doi.org/10.1523/JNEUROSCI.1312-06.2006
https://doi.org/10.1016/j.neuroimage.2013.04.061
https://doi.org/10.1002/hbm.24479
https://doi.org/10.1016/j.neuroimage.2011.05.050
https://doi.org/10.1016/j.neuroimage.2015.02.050
https://doi.org/10.1016/j.neuroimage.2014.03.033
https://doi.org/10.3389/fninf.2019.00016
https://doi.org/10.1016/j.ajhg.2011.02.002
https://doi.org/10.1038/nature08494
https://doi.org/10.1093/aje/kwr453
https://doi.org/10.1016/j.neuroimage.2013.05.077
https://doi.org/10.1038/nn.4393
https://doi.org/10.1161/circimaging.121.012943
https://doi.org/10.1162/089892900561850
https://doi.org/10.1016/s0197-4580(00)00086-5
https://doi.org/10.1007/s12561-016-9143-2
https://doi.org/10.1534/genetics.117.1122
https://doi.org/10.1038/ng.3865


S. Gao, B. Donohue, K.S. Hatch et al. NeuroImage 245 (2021) 118700 

Speed, D., Hemani, G., Johnson, M.R., Balding, D.J., 2012. Improved heritability 

estimation from genome-wide SNPs. Am. J. Hum. Genet. 91 (6), 1011–1021. 

doi: 10.1016/j.ajhg.2012.10.010 . 

Thompson, P.M., Martin, N.G., Wright, M.J., 2010. Imaging genomics. Curr. Opin. Neurol. 

23 (4), 368–373. doi: 10.1097/WCO.0b013e32833b764c . 

Toro, R., Poline, J.B., Huguet, G., Loth, E., Frouin, V., Banaschewski, T., Barker, G.J., 

Bokde, A., Buchel, C., Carvalho, F.M., Conrod, P., Fauth-Buhler, M., Flor, H., Gal- 

linat, J., Garavan, H., Gowland, P., Heinz, A., Ittermann, B., Lawrence, C., Bourg- 

eron, T., 2014. Genomic architecture of human neuroanatomical diversity. Mol. Psy- 

chiatry doi: 10.1038/mp.2014.99 . 

Ugurbil, K., Xu, J., Auerbach, E.J., Moeller, S., Vu, A.T., Duarte-Carvajalino, J.M., 

Lenglet, C., Wu, X., Schmitter, S., Van de Moortele, P.F., Strupp, J., Sapiro, G., De Mar- 

tino, F., Wang, D., Harel, N., Garwood, M., Chen, L., Feinberg, D.A., Smith, S.M.WU- 

Minn HCP Consortium, 2013. Pushing spatial and temporal resolution for func- 

tional and diffusion MRI in the human connectome project. Neuroimage 80, 80–104. 

doi: 10.1016/j.neuroimage.2013.05.012 . 

Van Essen, D.C., Ugurbil, K., Auerbach, E., Barch, D., Behrens, T.E., Bucholz, R., Chang, A., 

Chen, L., Corbetta, M., Curtiss, S.W., Della Penna, S., Feinberg, D., Glasser, M.F., 

Harel, N., Heath, A.C., Larson-Prior, L., Marcus, D., Michalareas, G., Moeller, S., Ya- 

coub, E., 2013. The human connectome project: a data acquisition perspective. Neu- 

roimage 62 (4), 2222–2231. doi: 10.1016/j.neuroimage.2012.02.018 . 

Visscher, P.M., Macgregor, S., Benyamin, B., Zhu, G., Gordon, S., Medland, S., 

Hill, W.G., Hottenga, J.J., Willemsen, G., Boomsma, D.I., Liu, Y.Z., Deng, H.W., 

Montgomery, G.W., Martin, N.G., 2007. Genome partitioning of genetic variation 

for height from 11,214 sibling Pairs. Am. J. Hum. Genet. 81 (5), 1104–1110. 

doi: 10.1086/522934 . http://www.ncbi.nlm.nih.gov/pmc/articles/PMC2265649/ . 

Visscher, P.M., Medland, S.E., Ferreira, M.A.R., Morley, K.I., Zhu, G., Cornes, B.K., Mont- 

gomery, G.W., Martin, N.G., 2006. Assumption-Free Estimation of Heritability from 

Genome-Wide Identity-by-Descent Sharing between Full Siblings. PLoS Genet. 2 (3), 

e41. doi: 10.1371/journal.pgen.0020041 . 

Wood, A.R., Esko, T., Yang, J., Vedantam, S., Pers, T.H., Gustafsson, S., Chu, A.Y., 

Estrada, K., Luan, J., Kutalik, Z., Amin, N., Buchkovich, M.L., Croteau-Chonka, D.C., 

Day, F.R., Duan, Y., Fall, T., Fehrmann, R., Ferreira, T., Jackson, A.U., Frayling, T.M., 

2014. Defining the role of common variation in the genomic and biological architec- 

ture of adult human height. Nat. Genet. 46 (11), 1173–1186. doi: 10.1038/ng.3097 . 

Workalemahu, T., Grantz, K.L., Grewal, J., Zhang, C., Louis, G.M.B., Tekola-Ayele, F., 

2018. Genetic and environmental influences on fetal growth vary during sensitive 

periods in pregnancy. Sci. Rep. 8 (1), 7274. doi: 10.1038/s41598-018-25706-z . 

Yang, J., Benyamin, B., McEvoy, B.P., Gordon, S., Henders, A.K., Nyholt, D.R., Mad- 

den, P.A., Heath, A.C., Martin, N.G., Montgomery, G.W., Goddard, M.E., Viss- 

cher, P.M., 2010. Common SNPs explain a large proportion of the heritability for 

human height. Nat. Genet. 42 (7), 565–569. doi: 10.1038/ng.608 . 

Zaitlen, N., Kraft, P., Patterson, N., Pasaniuc, B., Bhatia, G., Pollack, S., Price, A.L., 

2013. Using extended genealogy to estimate components of heritability for 23 quan- 

titative and dichotomous traits. PLoS Genet. 9 (5), e1003520. doi: 10.1371/jour- 

nal.pgen.1003520 . 

11 

https://doi.org/10.1016/j.ajhg.2012.10.010
https://doi.org/10.1097/WCO.0b013e32833b764c
https://doi.org/10.1038/mp.2014.99
https://doi.org/10.1016/j.neuroimage.2013.05.012
https://doi.org/10.1016/j.neuroimage.2012.02.018
https://doi.org/10.1086/522934
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC2265649/
https://doi.org/10.1371/journal.pgen.0020041
https://doi.org/10.1038/ng.3097
https://doi.org/10.1038/s41598-018-25706-z
https://doi.org/10.1038/ng.608
https://doi.org/10.1371/journal.pgen.1003520

	Comparing empirical kinship derived heritability for imaging genetics traits in the UK biobank and human connectome project
	Recommended Citation
	Authors

	Comparing empirical kinship derived heritability for imaging genetics traits in the UK biobank and human connectome project
	1 Introduction
	2 Materials and methods
	2.1 Participants
	2.2 Genotyping
	2.3 Neuroimaging traits
	2.4 Assessment of empirical relatedness
	2.5 Comparison of pedigree power: expected likelihood ratio test (ELRT)
	2.6 Analysis of additive genetic variance: heritability
	2.7 GCTA analysis
	2.8 Timing analysis: FPHI versus GCTA and FPHI CPU versus FPHI GPU

	3 Results
	3.1 Empirical pedigrees: HCP and UKBB
	3.2 SOLAR-Eclipse vs GCTA
	3.3 Regional and voxel-wise heritability in the HCP versus UKBB
	3.4 Regional white matter heritability: UKBB versus. ENIGMA
	3.5 Timing of heritability analyses

	4 Discussion
	5 Limitations
	6 Conclusion
	Data and code availability statements
	Declaration of Competing Interest
	Credit authorship contribution statement
	Acknowledgments
	Supplementary materials
	References


