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Aims Some genetic susceptibility loci for atrial fibrillation (AF) identified by genome-wide association studies (GWAS) in
a European database showed ethnic differences in the Asian population. We explored novel AF susceptibility var-
iants for patients with early-onset AF (<60 years old) among Korean patients who underwent AF catheter ablation.

Methods A genome-wide association study (GWAS) was conducted with 672 cases (<60 years old, Yonsei AF Ablation

and results cohort) and 3700 controls (Korea Genome Epidemiology Study). Association analysis was performed under an
additive model of logistic regression, and replication study was conducted with 200 independent cases of Korean
AF Network and 1812 controls. Five previously proven genetic loci (1q24/PRRX1, 4q25/PITX2, 10q24/NEURL,
12q24/TBXS5, and 16q22/ZFHX3) were validated. Two novel genetic loci associated with early-onset AF were found
on chromosomes 1q32.1/PPFIA4 (rs11579055, P=6.84 x 107'°) and 4q34.1/HAND2 (rs8180252, P=1.49 x 107"
and replicated in an additional independent sample of the Korean AF Network. The identified loci implicate candi-
date genes that encode proteins related to cell-to-cell connection, hypoxic status, or long non-coding RNA.

Conclusion Two novel genetic loci for early-onset AF were identified in Korean patients who underwent catheter ablation.
One of the novel susceptibility loci on chromosome 4 has strong associations with previously proven gene in a
European ancestry database.

Keywords Genome-wide association study e Atrial fibrillation e Single nucleotide polymorphism

|ntr0ducti0n associated with advancing age.” However, subjects without clear pre-

Atrial fibrillation (AF) is the most common sustained arrhythmia in
clinical practice, and it is associated with increased morbidity and
mortality." Atrial fibrillation is predominantly a disease of the elderly.
Well-established risk factors for AF include hypertension, diabetes
mellitus, obesity, and structural heart disease, all of which are

cipitating factors for AF may present with AF at a relatively young age
with familial clustering.® Recent studies have shown genetic suscepti-
bility in the development of AF with significantly increased risk of AF
for family members of patients with lone AF.*> Arnar et al® also
reported a five-fold increased risk of incident AF in first-degree rela-
tives of patients diagnosed with AF before the age of 60.

* Corresponding author. Tel: +822 22288460, Fax: +8222223 7739, Email: hnpak@yuhs.ac

TThe first two authors contributed equally to the study.
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Genome-wide association studies (GWAS) have recently been
used to assess the genetic basis of many diseases. The first GWAS for
AF identified a chromosome 425 locus conferring the risk of AF in
Icelanders.” A recent GWAS, mostly performed in populations of
European ancestry, identified approximately 14 common genetic sus-
ceptibility loci for AF.2'? However, ethnic differences exist between

1314 and the impacts of these loci

Europeans and other populations,
on AF in Asian populations remain to be elucidated. Although several
studies have replicated these identified loci in Asian populations,
some studies showed weak or no association with AF due to differ-
ent allele frequencies and linkage disequilibrium (LD) patterns com-
pared with European ancestry.'®">1¢

The purposes of this study were to: (1) examine previously identi-
fied loci from European ancestry in the Korean population and (2)
identify novel variants of AF susceptibility loci in Korean patients with
early-onset (<60 years of age) AF who underwent AF catheter abla-

tion using two-stage GWAS.

Methods

Study design and subjects

A GWAS was performed in two stages, as displayed in Figure 1. Stage 1
consisted of 672 cases of early-onset AF (< 60 years old) who underwent
radiofrequency catheter ablation (RFCA) and 3700 controls free of AF
from a large urban cohort. Stage 2 consisted of 200 cases of early-onset
AF (<60 years old) and 1812 controls free of AF from a large community
cohort. The Institutional Review Board of Human Research for each insti-
tution approved the study protocol, and written informed consent was
obtained from all subjects. A detailed description is available in the see
Supplementary material online.

Korean genome
Epidemiology Study
(KoGES)-HEXA control

Yonsei AF cohort

Genotyping Affymetrix 6.0

Data Filtering

Stage 1 : AF GWAS
Identification of SNPs passed the stage 1 threshold (GWAS
p<5x 10°%, MAF>5%)

Stage 2 : Replication study from AF Korean network cohort ]
and Korean Genomic Rural cohort

Combined analysis of GWAS and replication study

AF; atrial fibrillation, GWAS, Gename-
wide association study, MAF: minor
allele frequency

Figure | Study flowchart showing the two-staged genome-wide
association study (GWAS). AF, atrial fibrillation; GWAS, genome-
wide association study; MAF, minor allele frequency.

Genotyping and validation study for SNP

selection
Details of genotyping, imputation methods, and validation study for SNP
selection are available in the see Supplementary material online.

Analysis of expression quantitative trait loci
(eQTL) and implicated genes

Expression quantitative trait loci analyses were performed using the
publicly available Genotype-Tissue Expression Portal (GTEx) of the
Broad Institute of Harvard and MIT (GTex, Broad Institute, Boston, MA,
USA; http://www .gtexportal.orgthome/, 23 June 2016). Further descrip-
tion is available in the see Supplementary material online.

Statistical analyses
Details of statistical analyses are available in the data see Supplementary
material online.

Results

Baseline characteristics and early-onset
AF susceptibility loci in the Korean
population

Table 1 summarizes the patient characteristics in this case-control
study and replication study. Among 672 patients who underwent
RFCA (81.0% male and 50.5 + 7.8 years old), 482 patients (71.7%)
were categorized as having paroxysmal AF. The prevalence of hyper-
tension, coronary artery disease, and stroke in the case group was
higher than that of controls (P <0.001, respectively). In the replica-
tion set, the mean age of cases was 50.0 £ 8.2, while in the control
group it was 60.7 £ 6.6. The prevalence of coronary artery disease
(P<0.001) was higher in cases than in controls, while the prevalence
of diabetes (P < 0.001) was lower in cases than in controls.

A total of 14 genetic loci known to be associated with AF in the
European ancestry database were compared using GWAS of early
onset AF in Koreans (Table 2). Among these 14 previously defined
genetic polymorphisms, five genetic loci were reproducibly associated
with Korean early-onset AF with statistical significance: 1q24/PRRX1
153903239, 4q25/PITX2 rs17042171, 10q24/NEURL rs6584554,
12q24/TBX5 1s883079, and 16q22/ZFHX3 rs2106261 (based on
Bonferroni correction; P<0.05/14=0.0036). The most significant
association was shown in 4q25/PITX2 rs17042171 [odds ratio (OR)
0.41; 95% confidence interval (Cl) 0.36-0.46, P = 1.80 x 0'43], followed
by 16q22/ZHFX rs2106261 (OR 209; 95% Cl 1.85-2.85,
P=1.79 x 10, Table 2). Of note, the association of 10q24/NEURL
6584554 is similar to the magnitude and direction of previous findings
in a Japanese population (OR 1.50; 95% Cl 1.28-1.75,P = 503 x 10°7).

Two novel genetic loci associated with

early-onset AF

A total of 642 422 SNPs genotyped on the Affymetrix Genome-Wide
Human SNP Array 6.0 chip in 672 AF patients and 3700 controls was
analysed following a data-cleaning procedure. As shown in the
Manhattan plot of GWAS results (Figure 2), 4 loci were associated
with early onset AF with P<5 x 108 in the discovery stage. While
two loci were previously identified (4q25/PITX2 and 16q22/ZFHX3),
two novel loci in chromosome 1g32.1/PPFIA4 and chromosome


Deleted Text: to
Deleted Text: ,
Deleted Text: ,
Deleted Text: V
Deleted Text: eQTL
http://www.gtexportal.org/home/
Deleted Text: K
Deleted Text: p
Deleted Text: <italic>p</italic>
Deleted Text: p
Deleted Text: 5 
Deleted Text: <italic>p</italic>
Deleted Text: (
Deleted Text: &sim;
Deleted Text: <italic>p</italic>
Deleted Text: x
Deleted Text: )
Deleted Text: &sim;
Deleted Text: <italic>p</italic>
Deleted Text: x
Deleted Text: &sim;
Deleted Text: <italic>p</italic>
Deleted Text: x
Deleted Text: ,
Deleted Text: ,
Deleted Text: <italic>p</italic>
Deleted Text: x

Early onset atrial fibrillation and genome-wide association studies

Table I Characteristics of discovery and replication study subjects
Baseline characteristics Discovery
G
(n =672)
Age, year 505+7.8
Male sex, % 546 (81.0)
PAF, % 482 (71.7)
Body mass index, kg/m? 251+3.0
Hypertension, % 237 (35.3)
Diabetes, % 51(7.6)
Coronary artery disease, % 56 (8.3)
Stroke, % 47 (7.0)
CHADS; Score 0.93+1.1
Echocardiography
LA size (mm) 41.0+£64
LV ejection fraction (%) 62.3+88

Replication
" Control Case  Control
(n =3700) (n =200) (n=1812)
53.1+8.3* 50.0+82 60.7 + 6.6*
1649 (44.6)* 156 (78.0) 859 (47.3)*
- 99 (49.5) -
24.0+2.9% 249+29 247+33
691 (18.7)* 66 (33.0) 597 (32.9)
249 (6.7) 15 (7.5) 656 (36.1)*
106 (2.9)* 21 (10.5) 43 (2.4)*
56 (1.5)* 7 (3.5) 60 (3.3)
- 0.61+0.7 0.77 £0.9%
- 419174 -
59.7+10.6

Data are shown as mean +SD or n (%).
LA, left atrium; LV, left ventricle; PAF, paroxysmal atrial fibrillation.
*P-values <0.05.

4q34.1/HAND2 were significantly associated with Korean early onset
AF. A total of 12 SNPs clustered in those two genetic loci had statisti-
cally strong associations (based on P-value<5 x 107 Table 3).
Figure 3 shows signal plots for the two strong loci 1932.1/PPFIA4
rs11579055 (P=6.84x10'%) and 4q34.1/rs8180252 (P=1.49 x
10""") using imputation analyses, and we found that additional SNPs
could be highly correlated with top significant SNPs.

Using an independent replication set consisting of 200 cases and
1812 controls, the 12 SNPs showing strong association with Korean
early onset AF in the discovery study were tested. Two genetic loci,
rs11579055 in  chromosome 1q32.1/PPFIA4 (P=0.044) and
rs8180252 in 4q34.1/HANDS2 (P=0.011), were significantly associ-
ated with AF disease risk in the replication stage (Table 3). In the com-
bined data set, the loci at chromosome 1q32.1 (rs3737883,
rs6694477, and rs6670637) and 4q34.1 (rs8180252 and rs2067518)
showed significant associations (P<5.0 x 10, Table 3). For haplo-
type analyses, all significant SNPs genotyped at 1q32.1 (50kb region
containing rs11579055 and rs3737883) and 4q34.1 (50kb region
containing rs4615152 and rs8180252) were included in high LD block
(see Supplementary material online, Figure ST).

Because there were age and gender mismatches in both discovery
and replication group, propensity score matching was conducted.
The four genetic variants in novel genetic loci (rs11579055,
rs3737883, rs4615152, and rs8180252) were consistently associated
with Korean early onset AF (see Supplementary material online,
Table S7). Controls in the replication cohort had a higher prevalence
of diabetes and a lower prevalence of coronary artery disease. To
adjust for these factors using a multivariate logistic regression model,
we included age, sex, diabetic mellitus, coronary artery disease, and
hypertension as covariates, while maintaining a consistent effect size.
We observed that the top SNP (rs11579055) was no longer signifi-
cant in this analysis, whereas the significance for variants located in
chromosome 4 had even stronger significance than the unadjusted
state (see Supplementary material online, Table $2).

The allele frequencies of the recessive genetic model were com-
pared between case and control groups in see Supplementary mate-
rial online, Table S3, and we observed that genetic variants at two
novel loci (4q34.1/HAND2 and 1q32.1/PPFIA4) were consistently
associated with AF risk in the recessive genetic model (see
Supplementary material online, Table $4).

Expression quantitative trait loci

mapping of novel genetic loci

The influence of novel susceptibility signals on expression of candi-
date genes was assessed by investigating eQTLs. By accessing the
publicly available GTEX, several significant associations between novel
susceptibility genetic variants and gene expression were found. The
AF risk allele of the top SNP at 1g32.1, rs11579055, was significantly
associated with a higher expression of PPFIA4 in whole blood
(P=1.4 % 10™"°). Four other AF risk alleles of SNIPs at the same locus
also had a significant eQTL association with PPFIA4 in whole blood
(rs3737883, P=21x10"'% rs6694477, P=1.4x 107; rs6670637,
P=12x% 10'7; and rs10920559, P=14 x 10'7). PPFIA4 encodes a
protein named liprin-04. Liprin-04 is involved in cell-to-cell junctions
and can be up-regulated by hypoxia-inducible factor-1a in hypoxic
states. Among SNPs associated with AF at 4q34, rs8180252 was
located close to HANDZ and had a significant eQTL association with
non-coding RNA (IncRNA) RP11-161D15.1 in the left ventricle of
the heart (P=1.7 x 10°). HAND2 is a cardiac transcription factor
related to heart repair and development, but the function of RP11-
161D15.1 is not yet clearly defined.

Discussion

Main findings
In this study, a two-stage GWAS was performed using 672 patients
with early-onset AF (<60 years of age) who underwent AF ablation
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Figure 2 Manhattan plot of GWAS results. Among four loci that showed associations with early onset AF with P<5 x 108 in the discovery stage,
two novel loci in chromosome 1q32.1/PPFIA4 and chromosome 4q34.1/HAND2 show significant associations with Korean early-onset AF.

and 3700 controls in stage 1, and 200 subjects with early-onset AF
and 1812 controls from a large community cohort in stage 2. Five out
of 14 known AF susceptibility loci identified in patients with
European ancestry were reproducibly associated with AF risk in the
Korean population. Two novel loci located at 132 [PPFIA4] and
4q34 [HANDS2] were identified as new AF susceptibility loci associ-
ated with early onset AF in the Korean population.

Replication of atrial fibrillation

associated genetic loci and early onset
atrial fibrillation in the Korean
population

Five of the 14 known AF susceptibility loci previously discovered in
subjects with European ancestry®™'%"? had significant associations
with early onset AF in patients of the Korean AF Network. Significant
and replicated associations were found in rs6817105 at 4925 [PITX2]
and rs2106261 at 16q22 [ZFHX3], consistent with other GWAS in
Non-European populations.7'1o‘13 This suggests a shared genetic basis
for the pathophysiology of AF between European and Korean popu-
lations. The KCNN3 gene at 1921, one of the strongest AF risk
genetic loci associated with shortened action potential duration
(APD),"” showed no significant association, with a rare minor allele
frequency of 1.8% in this Korean population. This is consistent with
previous studies in Asian populations.”‘16 Also, the frequency of
HCN4 variants in the Korean population is relatively low (5.1%),
compared with that in Europeans. The rs6584554 at 10q24/NEURL,
which was also identified in a Japanese population, and rs3807989 at
7q31/CAV1, which was replicated in a Chinese population, were rele-
vant in the Korean population. These results indicate that there are
ethnic differences in the genetic basis of AF, with considerable
genomic variants conferring AF risk.

Potential mechanisms of early-onset
atrial fibrillation related genes
Atrial fibrillation is an age-dependent progressive disease and non-
white populations have lower AF prevalence than patients of European
descent in individuals older than 65 years of age.'® Early-onset AF
present in populations with a lack of predisposing conditions for AF
may indicate a significant underlying genetic etiology. Recently, Ma et al.
reported that TBX5 gene gain-of-function mutations contribute to
early-onset AF."” The TBX5 gene has a critical role in cardiac develop-
ment. It reduces fibrosis and improves cardiac function by reprogram-
ming non-myocytes?® while increasing conduction heterogeneity by
up-regulating connexin-40 expression.'” Similarly, HAND2, the closest
gene to the novel AF variant (rs8180252) in the Korean early onset AF
population, is also reported as a cardiac transcription factor related to
heart repair. HAND2 reprograms non-myocytes, and its overexpres-
sion can facilitate regenerative cardiomyocyte proliferation with
reprogramming of cardiac fibroblasts into functional cardiac-like
myocytes.”’
A second novel genetic locus associated with early onset AF was
identified on chromosome 1q32 (rs11579055) in PPFIA4, which enc-
odes a member of the liprin (LAR: leucocyte antigen related, protein-
tyrosine phosphatase-interacting protein) protein family.”' The evo-
lutionarily conserved proteins of the liprin family play key roles in syn-
apse maturation and regulation. Liprin proteins regulate the
disassembly of focal cell adhesion to aid cell-matrix interactions.*>
Although liprin is also present in the heart, association between
PPFIA4 and cardiac disease has not yet been reported.

Clinical implication of genetic studies

Although estimates of AF heritability have been reported as up to
60%, no genetic test is indicated for AF. This is because only a small
portion of its mechanism has been defined and none of the known
genes have been reported to account for >5% of AF pathogenesis.
Some recent studies have demonstrated the positive effect of AF risk
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Figure 3 Regional plots of new variants that reached genome-wide significance. (A-B) Regional plots of log P-values for the two replicated loci.
Results (—log P) are shown for the association of directly genotyped and imputed SNPs for a 400-kb region centred on replicated lead SNP, reported
AF genome-wide association studies (GWAS) in Korean (purple squared). Genotyped SNPs are represented as square, while imputed SNPs are
marked by circles. Marks (rs number) indicate replicated and top significant SNPs among two loci. The recombination rates estimated from 1000
Genomes project’s Han Chinese and Japanese samples are plotted in blue.
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loci in predicting cardioversion, catheter ablation, and anti-
arrhythmic medication responses.”>> Although pre-defined genetic
variants did not predict AF ablation success in the Korean AF
Network,'® rs2106261 at 6q22 ZFHX3 predicted a good response to
AF ablation among a sub-group with longstanding persistent AF.*
Future studies directed at determining the role of AF risk alleles in
predicting the progression of AF substrate, defining types of AF, and
finding a potential target for pharmacological treatment of AF are
warranted. Despite recent advances in genetics, it is still challenging
to investigate the mechanism through which these genetic variants
influence AF risk. Genome-wide association studies identified chro-
mosome loci of common variants increasing AF risk, their closest
gene, and their potential mechanisms are summarized in Figure 4.

Limitations

There are several potential limitations of our study. First, although
we tried to find functions of novel SNPs by investigating eQTLs with
accessing the publicly available GTEx, the specific functions of the
two novel genetic loci in the pathophysiology of early onset AF are
not fully elucidated. The identification of two novel SNPs is still insuf-
ficient to assume causality, but may represent just proxy associations
suggesting existing unexplained molecular pathways. Therefore,
potential genetic interactions using biological analysis are required to
interpret these findings. Deep sequencing and fine mapping to identify
causal variants are necessary to confirm these findings. Second, this
study included a highly selected group of patients (60 years old and
younger) who were referred for AF catheter ablation. This select
patient population represents symptomatic anti-arrhythmic drug
resistant early onset AF; as such, it is more susceptible to an active
catheter ablation with a corresponding higher success rate. Third, the
study findings may not be generalized to other cohorts with different
ethnicities and races. In addition, comparison of the Caucasian
(CEU), African (AFR), Han Chinese (CHB), and Japanese (JPT) data
from the 1000 Genomes Project Phase 3 revealed notable ethnic dif-
ferences in allele frequencies in the risk allele (see Supplementary
material online, Table S5). Especially, at chromosome 4, the major
risk allele frequencies of six SNPs (rs4615152, rs10024812,
rs13132889, rs12507756, rs2067518, and rs7680060) were much
higher in a population of European ancestry than in an Asian popula-
tion (MAFs ranging from 0.79 to 0.99 in CEU). These substantial dif-
ferences in inter-ethnic MAF results indicated different associations
in individuals of different descent, resulting in insufficient power to
identify the observed variants in other ancestries. Although there
were significant associations between novel SNP rs11579055 in
1g32.1 and European database proven loci in 121 (rs13376333,
KCNN3; OR 4.77, 95% Cl 2.40~9.50, P=9.0 x 10°®), and between
novel rs8180252 in 4q34 and previously proven loci in 4925
(rs4611994 proxy to PITX2 rs2200733; OR 12.9, 95% CI 7.33-22.68,
P=7.3x 10""%) using gene-gene interaction analysis in discovery set
(see Supplementary material online, Table Sé), there was no associa-
tion between our novel variant on chromosome 1 (rs11579055) and
previously identified variant (rs13376333) in replication cohorts,
probably due to an underpowered sample size and differences in
MAF between populations.

Conclusions

Two novel genetic loci for early-onset AF were identified in Korean
patients who underwent catheter ablation. One of the novel suscept-
ibility loci on chromosome 4 has strong associations with previously
proven gene in a European ancestry database.

Supplementary material

Supplementary material is available at European Heart Journal online.

Acknowledgements

The authors would like to thank Dong-Su Jang, MFA, (Medical
[llustrator, Medical Research Support Section, Yonsei University
College of Medicine, Seoul, Korea) for his help with the illustrations.
We appreciate National Biobank of Korea (KOBB-2012-00) for
kindly providing control DNA

Funding

This work was supported by a grant (A085136 to P, H-N) from the
Korea Health 21 R&D Project, Ministry of Health and Welfare, and a
grant (NRF- 2015R1D1A1A01059725 to L, J-Y) from the National
Research Foundation of Korea (NRF) funded by the Ministry of
Education.

Conflict of interests: none declared.

References

1. Kirchhof P, Benussi S, Kotecha D, Ahlsson A, Atar D, Casadei B, Castella M,
Diener HC, Heidbuchel H, Hendriks |, Hindricks G, Manolis AS, Oldgren |,
Popescu BA, Schotten U, Van Putte B, Vardas P, Agewall S, Camm J, Baron
Esquivias G, Budts W, Carerj S, Casselman F, Coca A, De Caterina R, Deftereos
S, Dobrev D, Ferro JM, Filippatos G, Fitzsimons D, Gorenek B, Guenoun M,
Hohnloser SH, Kolh P, Lip GY, Manolis A, McMurray J, Ponikowski P, Rosenhek
R, Ruschitzka F, Savelieva I, Sharma S, Suwalski P, Tamargo JL, Taylor CJ, Van
Gelder IC, Voors AA, Windecker S, Zamorano JL, Zeppenfeld K. 2016 ESC
Guidelines for the management of atrial fibrillation developed in collaboration
with EACTS. Eur Heart | 2016;37:2893-2962.

2. Schnabel RB, Sullivan LM, Levy D, Pencina M), Massaro JM, D’agostino RB Sr,
Newton-Cheh C, Yamamoto JF, Magnani JW, Tadros TM, Kannel WB, Wang TJ,
Ellinor PT, Wolf PA, Vasan RS, Benjamin EJ. Development of a risk score for
atrial fibrillation (Framingham Heart Study): a community-based cohort study.
Lancet 2009;373:739-745.

3. Darbar D, Herron K], Ballew ]D, Jahangir A, Gersh BJ, Shen WK, Hammill SC,
Packer DL, Olson TM. Familial atrial fibrillation is a genetically heterogeneous
disorder. | Am Coll Cardiol 2003;41:2185-2192.

4. Ellinor PT, Yoerger DM, Ruskin JN, MacRae CA. Familial aggregation in lone atrial
fibrillation. Hum Genet 2005;118:179-184.

5. Lubitz SA, Yin X, Fontes JD, Magnani JW, Rienstra M, Pai M, Villalon ML, Vasan
RS, Pencina MJ, Levy D, Larson MG, Ellinor PT, Benjamin EJ. Association between
familial atrial fibrillation and risk of new-onset atrial fibrillation. JAMA
2010;304:2263-2269.

6. Arnar DO, Thorvaldsson S, Manolio TA, Thorgeirsson G, Kristjansson K,
Hakonarson H, Stefansson K. Familial aggregation of atrial fibrillation in Iceland.
Eur Heart | 2006;27:708-712.

7. Gudbjartsson DF, Arnar DO, Helgadottir A, Gretarsdottir S, Holm H,
Sigurdsson A, Jonasdottir A, Baker A, Thorleifsson G, Kristjansson K, Palsson A,
Blondal T, Sulem P, Backman VM, Hardarson GA, Palsdottir E, Helgason A,
Sigurjonsdottir R, Sverrisson JT, Kostulas K, Ng MC, Baum L, So WY, Wong KS,
Chan JC, Furie KL, Greenberg SM, Sale M, Kelly P, MacRae CA, Smith EE,
Rosand J, Hillert J, Ma RC, Ellinor PT, Thorgeirsson G, Guilcher JR, Kong A,
Thorsteinsdottir U, Stefansson K. Variants conferring risk of atrial fibrillation on
chromosome 4q25. Nature 2007;448:353-357.

8. Benjamin EJ, Rice KM, Arking DE, Pfeufer A, van Noord C, Smith AV, Schnabel RB,
Bis JC, Boerwinkle E, Sinner MF, Dehghan A, Lubitz SA, D’agostino RB Sr, Lumley
T, Ehret GB, Heeringa ], Aspelund T, Newton-Cheh C, Larson MG, Marciante KD,


Deleted Text: GWAS
Deleted Text: 
Deleted Text: p
Deleted Text: x
Deleted Text: &sim;
Deleted Text: p
Deleted Text: x

Early onset atrial fibrillation and genome-wide association studies

Soliman EZ, Rivadeneira F, Wang TJ, Eiriksdottir G, Levy D, Psaty BM, Li M,
Chamberlain AM, Hofman A, Vasan RS, Harris TB, Rotter JI, Kao WH, Agarwal SK,
Stricker BH, Wang K, Launer L, Smith NL, Chakravarti A, Uitterlinden AG, Wolf
PA, Sotoodehnia N, Kottgen A, van Duijn CM, Meitinger T, Mueller M, Perz S,
Steinbeck G, Wichmann HE, Lunetta KL, Heckbert SR, Gudnason V, Alonso A,
Kaab S, Ellinor PT, Witteman JC. Variants in ZFHX3 are associated with atrial fibril-
lation in individuals of European ancestry. Nat Genet 2009;41:879-881.

. Christophersen [E, Ellinor PT. Genetics of atrial fibrillation: from families to

genomes. | Hum Genet 2016;61:61-70.

. Ellinor PT, Lunetta KL, Albert CM, Glazer NL, Ritchie MD, Smith AV, Arking DE,

Muller-Nurasyid M, Krijthe BP, Lubitz SA, Bis JC, Chung MK, Dorr M, Ozaki K,
Roberts |D, Smith ]G, Pfeufer A, Sinner MF, Lohman K, Ding ], Smith NL, Smith
JD, Rienstra M, Rice KM, Van Wagoner DR, Magnani JW, Wakili R, Clauss S,
Rotter JI, Steinbeck G, Launer LJ, Davies RW, Borkovich M, Harris TB, Lin H,
Volker U, Volzke H, Milan D}, Hofman A, Boerwinkle E, Chen LY, Soliman EZ,
Voight BF, Li G, Chakravarti A, Kubo M, Tedrow UB, Rose LM, Ridker PM,
Conen D, Tsunoda T, Furukawa T, Sotoodehnia N, Xu S, Kamatani N, Levy D,
Nakamura Y, Parvez B, Mahida S, Furie KL, Rosand J, Muhammad R, Psaty BM,
Meitinger T, Perz S, Wichmann HE, Witteman ]JC, Kao WH, Kathiresan S, Roden
DM, Uitterlinden AG, Rivadeneira F, McKnight B, Sjogren M, Newman AB, Liu Y,
Gollob MH, Melander O, Tanaka T, Stricker BH, Felix SB, Alonso A, Darbar D,
Barnard J, Chasman DI, Heckbert SR, Benjamin EJ, Gudnason V, Kaab S. Meta-
analysis identifies six new susceptibility loci for atrial fibrillation. Nat Genet
2012;44:670-675.

. Gudbjartsson DF, Holm H, Gretarsdottir S, Thorleifsson G, Walters GB,

Thorgeirsson G, Gulcher J, Mathiesen EB, Njolstad |, Nyrnes A, Wilsgaard T,
Hald EM, Hveem K, Stoltenberg C, Kucera G, Stubblefield T, Carter S, Roden D,
Ng MC, Baum L, So WY, Wong KS, Chan ]JC, Gieger C, Wichmann HE,
Gschwendtner A, Dichgans M, Kuhlenbaumer G, Berger K, Ringelstein EB, Bevan
S, Markus HS, Kostulas K, Hillert ], Sveinbjornsdottir S, Valdimarsson EM, Lochen
ML, Ma RC, Darbar D, Kong A, Arnar DO, Thorsteinsdottir U, Stefansson K. A
sequence variant in ZFHX3 on 16q22 associates with atrial fibrillation and ische-
mic stroke. Nat Genet 2009;41:876-878.

. Sinner MF, Tucker NR, Lunetta KL, Ozaki K, Smith JG, Trompet S, Bis |JC, Lin H,

Chung MK, Nielsen |B, Lubitz SA, Krijthe BP, Magnani JW, Ye |, Gollob MH,
Tsunoda T, Muller-Nurasyid M, Lichtner P, Peters A, Dolmatova E, Kubo M,
Smith JD, Psaty BM, Smith NL, Jukema JW, Chasman DI, Albert CM, Ebana Y,
Furukawa T, Macfarlane PW, Harris TB, Darbar D, Dorr M, Holst AG, Svendsen
JH, Hofman A, Uitterlinden AG, Gudnason V, Isobe M, Malik R, Dichgans M,
Rosand ], Van Wagoner DR, Consortium M, Consortium AF, Benjamin EJ, Milan
DJ, Melander O, Heckbert SR, Ford |, Liu Y, Barnard J, Olesen MS, Stricker BH,
Tanaka T, Kaab S, Ellinor PT. Integrating genetic, transcriptional, and functional
analyses to identify 5 genes for atrial fibrillation. Circulation
2014;130:1225-1235.

novel

. Li C, Wang F, Yang Y, Fu F, Xu C, Shi L, Li S, Xia Y, Wu G, Cheng X, Liu H,

Wang C, Wang P, Hao J, Ke Y, Zhao Y, Liu M, Zhang R, Gao L, Yu B, Zeng Q,
Liao Y, Yang B, Tu X, Wang QK. Significant association of SNP rs2106261 in the

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

ZFHX3 gene with atrial fibrillation in a Chinese Han GenelD population. Hum
Genet 2011;129:239-246.

Chang SH, Chang SN, Hwang J), Chiang FT, Tseng CD, Lee JK, Lai LP, Lin JL, Wu
CK, Tsai CT. Significant association of rs13376333 in KCNN3 on chromosome
1921 with atrial fibrillation in a Taiwanese population. Circ | 2012;76:184-188.
Chen S, Wang C, Wang X, Xu C, Wu M, Wang P, Tu X, Wang QK. Significant
Association Between CAV1 Variant rs3807989 on 7p31 and Atrial Fibrillation in
a Chinese Han Population. | Am Heart Assoc 2015;4:e001980.

Choi EK, Park JH, Lee JY, Nam CM, Hwang MK, Uhm ]S, Joung B, Ko YG, Lee
MH, Lubitz SA, Ellinor PT, Pak HN. Korean Atrial Fibrillation (AF) Network:
genetic variants for AF do not predict ablation success. | Am Heart Assoc
2015;4:e002046.

Olesen MS, Nielsen MW, Haunso S, Svendsen JH. Atrial fibrillation: the role of
common and rare genetic variants. Eur | Hum Genet 2014;22:297-306.

Rodriguez CJ, Soliman EZ, Alonso A, Swett K, Okin PM, Goff DC Jr, Heckbert
SR. Atrial fibrillation incidence and risk factors in relation to race-ethnicity and
the population attributable fraction of atrial fibrillation risk factors: the Muilti-
Ethnic Study of Atherosclerosis. Ann Epidemiol 2015;25:71-76, 76.e71.

Ma JF, Yang F, Mahida SN, Zhao L, Chen X, Zhang ML, Sun Z, Yao Y, Zhang YX,
Zheng GY, Dong J, Feng M), Zhang R, Sun J, Li S, Wang QS, Cao H, Benjamin EJ,
Ellinor PT, Li YG, Tian XL. TBX5 mutations contribute to early-onset atrial fibril-
lation in Chinese and Caucasians. Cardiovasc Res 2016;109:442—450.

Song K, Nam Y}, Luo X, Qi X, Tan W, Huang GN, Acharya A, Smith CL,
Tallquist MD, Neilson EG, Hill JA, Bassel-Duby R, Olson EN. Heart repair by
reprogramming non-myocytes with cardiac transcription Nature
2012;485:599-604.

Zurner M, Schoch S. The mouse and human Liprin-alpha family of scaffolding
proteins: genomic organization, expression profiling and regulation by alternative
splicing. Genomics 2009;93:243-253.

Asperti C, Astro V, Totaro A, Paris S, de Curtis |. Liprin-alphal promotes cell
spreading on the extracellular matrix by affecting the distribution of activated
integrins. | Cell Sci 2009;122:3225-3232.

Parvez B, Shoemaker MB, Muhammad R, Richardson R, Jiang L, Blair MA, Roden
DM, Darbar D. Common genetic polymorphism at 4q25 locus predicts atrial fibril-
lation recurrence after successful cardioversion. Heart Rhythm 2013;10:849-855.
Shoemaker MB, Bollmann A, Lubitz SA, Ueberham L, Saini H, Montgomery J,
Edwards T, Yoneda Z, Sinner MF, Arya A, Sommer P, Delaney ], Goyal SK,
Saavedra P, Kanagasundram A, Whalen SP, Roden DM, Hindricks G, Ellis CR,
Ellinor PT, Darbar D, Husser D. Common genetic variants and response to atrial
fibrillation ablation. Circ Arrhythm Electrophysiol 2015;8:296-302.

Parvez B, Vaglio J, Rowan S, Muhammad R, Kucera G, Stubblefield T, Carter S,
Roden D, Darbar D. Symptomatic response to antiarrhythmic drug therapy is
modulated by a common single nucleotide polymorphism in atrial fibrillation.
J Am Coll Cardiol 2012;60:539—545.

Park JK, Lee JY, Yang PS, Kim TH, Shin E, Park J, Uhm ]S, Joung B, Lee MH, Pak
HN. Good responders to catheter ablation for long-standing persistent atrial
fibrillation: Clinical and genetic characteristics. | Cardiol 2017;69:584-590.

factors.



	ehx213-TF1
	ehx213-TF2
	ehx213-TF3
	ehx213-TF4
	ehx213-TF5
	ehx213-TF6
	ehx213-TF7
	ehx213-TF8
	ehx213-TF9

