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Abstract

Atrial fibrillation is a highly prevalent arrhythmia and a major risk factor for stroke, heart failure
and death!. We conducted a genome-wide association study (GWAS) in individuals of European
ancestry, including 6,707 with and 52,426 without atrial fibrillation. Six new atrial fibrillation
susceptibility loci were identified and replicated in an additional sample of individuals of
European ancestry, including 5,381 subjects with and 1 0,030 subjects without atrial fibrillation (P
<5 x 1078). Four of the loci identified in Europeans were further replicated /n sificoin a GWAS
of Japanese individuals, including 843 individuals with and 3,350 individuals without atrial
fibrillation. The identified loci implicate candidate genes that encode transcription factors related
to cardiopulmonary development, cardiac-expressed ion channels and cell signaling molecules.

Genome-wide association studies in individuals of European descent have identified three
genomic regions associated with atrial fibrillation on chromosomes 425 (P/TX2)2-5, 1622
(ZFHX3)35 and 121 (KCNN3)2. Studies of electrocardiographic traits have also identified
a number of loci associated with atrial fibrillation®:’. However, despite these findings, much
of the heritability of atrial fibrillation remains unexplained, justifying the search for
additional genetic variants underlying atrial fibrillation risk. Large-scale meta-analysis of
GWAS results is a powerful method to identify additional genetic variation underlying traits
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and conditions. We therefore conducted a meta-analysis of multiple well-phenotyped
GWAS samples of European ancestry to identify additional atrial fibrillation susceptibility
loci.

Six prospective cohort and 10 prevalent study samples contributed to the discovery analysis,
which was adjusted for age and sex (Table 1, Online Methods and Supplementary Note).
Atrial fibrillation status was systematically ascertained in each sample (Online Methods and
Supplementary Note). After application of quality control SNP exclusion criteria in each
study (Supplementary Table 1), meta-analysis was performed, applying genomic control to
each study. The genomic control inflation factor for the meta-analysis was 1.042 for the full
set of SNPs and 1.040 after omitting all SNPs within 500 kb of the association signals that
reached genome-wide significance. The quantile-quantile plot of the expected versus
observed P-value distributions for association of the 2,609,549 SNPs analyzed is shown
(Supplementary Fig. 1). We identified ten loci that exceeded our preset threshold for
genome-wide significance (P< 5 x 1078) (Fig. 1). The three loci most significantly
associated with atrial fibrillation were at previously identified atrial fibrillation susceptibility
loci on chromosomes 4q25 in PITX2 (rs6817105; P=1.8 x 10744, 16022 in ZFHX3
(rs2106261; P= 3.2 x 10716)35 and 1921 in KCNN3 (rs6666258; P = 2.0 x 107142 (Table
2).

Seven new genomic loci were associated with atrial fibrillation with <5 x 1078 in the
discovery stage (Table 2). The most significantly associated SNP in each of the seven new
loci was genotyped and tested for association with atrial fibrillation in an additional 3,132 to
5,289 independent individuals with atrial fibrillation and 8,159 to 11,148 referent
individuals derived from six studies of individuals of European ancestry (Supplementary
Table 2). Six of the loci associated with atrial fibrillation in the discovery stage met our
criteria for independent replication. Study-specific replication results are detailed
(Supplementary Table 3). The results from meta-analysis of the discovery and replication
results are shown (Table 2), as are regional plots (Fig. 2). Recognizing that the genes in
closest physical proximity to the associated SNPs are not always the causative genes, we
report below the genetic associations in order of statistical significance along with the
nearest gene.

The most significant new association in the discovery stage was on chromosome 1924
(rs3903239; overall A= 8.4 x 10714 in PRRXZ, which encodes a homeodomain
transcription factor highly expressed in the developing heart, particularly in connective
tissue. Biological interaction between PRRX1 and a related homeobox transcription factor
gene, PRRXZ, results in abnormalities of great vessel development in a mouse knockout
model®. In a separate PRRX1 knockout, fetal pulmonary vasculature development was
impaired?0.

A second locus was identified on chromosome 7¢31 (rs3807989; overall A= 3.6 x 10712) in
CAV/1, which encodes caveolin-1, a cellular membrane protein involved in signal
transduction. CA V1 is selectively expressed in the atriall, and its knockout has been
associated with dilated cardiomyopathy?2. The CAV1 protein colocalizes with and
negatively regulates the activity of KCNH2 (ref. 13), a potassium channel involved in
cardiac repolarization; the corresponding KCNHZ gene was found to be associated with
atrial fibrillation in a candidate gene association study, although not in our present
analysis!4. The top SNP at the CAV/Z locus identified in the current study, rs3807989, was
previously identified in a GWAS of the PR and QRS intervals and related to atrial
fibrillation®’. The relationship between other previously reported PR-associated loci and
atrial fibrillation are reported (Supplementary Table 4). Of note, significant associations
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with atrial fibrillation were observed for SNPs related to the PR interval in SOX5, TBX5,
SCN5A and SCN10AB".

The third locus on chromosome 14g23 (rs1152591; overall 2= 5.8 x 10713) was located in
an intron of SYNEZ, which encodes numerous nesprin-2 isoforms, some of which are highly
expressed in the heart and skeletal muscle. Nesprin-2 localizes throughout the sarcomere and
is involved in maintaining nuclear structural integrity by anchoring the nucleus to the
cytoskeleton. In a candidate gene approach, mutations in SYNVEZwere found to segregate in
some families with Emery-Dreifuss muscular dystrophy1®, which is characterized by
skeletal muscle atrophy, cardiomyopathy and cardiac conduction defects.

The fourth locus on chromosome 922 (rs10821415; overall A= 4.2 x 1011) was located in
an ORF on chromosome 9. Genes at this locus include FBPI and FBPZ, which are important
for gluconeogenesis. Autosomal recessive FBP1 deficiency has been described, but
cardiovascular features did not seem to be prominent1®. Variants at 9922 have been
implicated in the regulation of height, pulmonary function, angiogenesis and attention deficit
hyperactivity disorder, although rs10821415 is not in substantial linkage disequilibrium
(LD) with any of these SNPs (/2 < 0.30).

A fifth signal was located at 15024 (rs7164883; overall A= 2.8 x 10717) in the first intron of
HCN4. The HCNA4 protein is the predominant cardiac hyperpolarization-activated cyclic
nucleotide—gated channel and is highly expressed in the sinoatrial node. HCN4 activity
underlies the funny current (/%) that governs cardiac pacemaking, and mutations in HCN4
have been associated with various forms of sinus nodal dysfunctionl?:18,

A sixth locus on chromosome 10g22 (rs10824026; overall P= 4.0 x 10~%) was located 5 kb
upstream of SYNMPOZL and 20 kb upstream of MYOZ1. The proteins encoded by
SYNPOZL and MYOZ1 are both expressed in skeletal and cardiac muscle, localize to the Z-
disc and interact with numerous other proteins. However, the precise role of either gene in
cardiovascular physiology is unknown1220, A mouse knockout of MY0.Z1 showed
increased calcineurin activity and cardiac hypertrophy in response to pressure overload.
However, candidate gene approaches have not supported a prominent role for MYOZ1
mutations in causing familial dilated cardiomyopathy?L. Of note, the SYNPOZL locus is
located within a previously reported atrial fibrillation susceptibility locus identified in a
family with autosomal dominant atrial fibrillation?2.

One other locus was identified in the meta-analysis of atrial fibrillation in the WNT8A gene
(rs2040862; P= 3.2 x 1078); however, this association failed to replicate in additional
independent cohorts with atrial fibrillation (replication 2= 0.36; combined P= 2.5 x 1077).

There was evidence of significant heterogeneity in the discovery meta-analysis at the
previously published atrial fibrillation susceptibility signals at 4925 in £/7X2and at 16g22
in ZFHX3 (Table 2). Effect heterogeneity at the P/7X2locus has already been
observed#23.24,

We then sought to determine whether the top SNPs or their proxies at each locus were
associated with alterations in gene expression in an expression quantitative trait locus
(eQTL) database, the Genotype-Tissue Expression eQTL browser. The top SNP at the
SYNPOZL locus, rs10824026, is in strong LD with a SNP, rs12570126 (/2 = 0.932), that
was found to correlate with the expression of MY0OZ1and SYNPOZL (P= 1.5 x 1075; data
derived from lymphoblastoid cell lines in 270 individuals from the HapMap Consortium)2>.
Furthermore, the top SNP at the SYNPOZL locus is in LD with a nonsynonymous SNP in
SYNPOZL, rs3812629 (R2 = 0.8; encoding the SYNPO2L P707L variant with respect to
transcript Q9H987-1), that is predicted to be damaging by both the PolyPhen-2 and the SIFT
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algorithms. None of the other identified atrial fibrillation risk SNPs were associated with
variations in gene expression in the Genotype-Tissue Expression eQTL browser.

We next examined the generalizability of our findings by examining our results in a separate
GWAS of individuals of Japanese ancestry, including 843 subjects with and 3,350 subjects
without atrial fibrillation in the Japan BioBank study (Supplementary Fig. 2a,b). Within the
Japanese GWAS, only the chromosome 4q25 (P/7X2) locus exceeded the preset threshold
for genome-wide significance (rs2634073; odds ratio (OR) = 1.84, 95% confidence interval
(Cl) = 1.59-2.13; 3.7 x 10717; Supplementary Figs. 2a and 3 and Supplementary Table 5).
At the previously published locus at 16022 (ZFHX3)3°, rs12932445 was associated with
atrial fibrillation in participants of Japanese ancestry (P = 6.8 x 1074). The relationship
between atrial fibrillation and variants at the KCNN3-PMVK locus on chromosome 1g21
failed to replicate (P=0.17); however, a regional plot of this locus revealed a distinct signal
at the rs7514452 SNP—approximately 375 kb away from rs6666258, the top SNP in the
European ancestry sample—that was modestly associated with atrial fibrillation in the
Japanese sample (P=4.9 x 107%; /2 = 0.002). At PRRX1 and CAV/, the top SNPs in the
European samples were also associated with atrial fibrillation in Japanese individuals. For
the loci near PRRXI and C9orf3, alternate SNPs in the Japanese cohort were more
significantly associated with atrial fibrillation than the top SNP at each locus in Europeans
(Supplementary Fig. 3 and Supplementary Table 5).

Our study was subject to a number of limitations. To maximize both the power and the
generalizability of our study, we included all available individuals with atrial fibrillation;
thus, some individuals had comorbidities, such as systolic dysfunction and hypertension.
However, none of the identified risk variants for atrial fibrillation were strongly associated
with systolic dysfunction in the EchoGen Consortium?8, a meta-analysis of
echocardiographic data from 5 community-based cohorts consisting of over 12,000
individuals of European descent (Pvalue < 1 x 107°). Further, when our replication results
were adjusted for hypertension status, the identified variants remained significantly
associated with atrial fibrillation (Supplementary Table 3). Ultimately, the development of a
comprehensive risk score incorporating clinical, biochemical and genetic marker data will
be necessary to clarify the incremental benefit of our findings in clinical care. Our eQTL
analyses were limited to data available within the Genotype-Tissue Expression eQTL
browser; future eQTL analyses in cardiac tissue may be helpful in identifying a relationship
between the SNPs associated with atrial fibrillation risk and gene expression. Finally, we
acknowledge that the identified variants may not be causal but may represent causal
elements in the same or different molecular pathways; future statistical, bioinformatic and
biological analyses investigating potential genetic interactions are warranted. Fine mapping
and deep resequencing will be necessary to uncover the genetic architecture accompanying
the identified common atrial fibrillation susceptibility signals.

In summary, our GWAS meta-analysis for atrial fibrillation has identified six new
susceptibility loci in or near plausible candidate genes involved in pacemaking activity,
signal transduction and cardiopulmonary development. Our results show that atrial
fibrillation has multiple genetic associations and identifies new targets for biological
investigation.

BIMBAM, http://quartus.uchicago.edu/~yguan/bimbam/index.html; Genotype-Tissue
Expression eQTL browser, http://www.ncbi.nlm.nih.gov/gtex/GTEX2/gtex.cgi; iControlDB
database, http://www.illumina.com/science/icontroldb.ilmn; IMPUTE,
https://mathgen.stats.ox.ac.uk/impute/impute.html; MACH,
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http://www.sph.umich.edu/csg/abecasissMACH/; METAL,
http://ww.sph.umich.edu/csg/abecasis/metal/index.html; PolyPhen-2,
http://genetics.bwh.harvard.edu/pph2/; SIFT, http://sift.jcvi.org/; SNAP,
http://www.broadinstitute.org/mpg/snap/ldsearch.php.

METHODS

Methods and any associated references are available in the online version of the paper.

Supplementary Material

Refer to Web version on PubMed Central for supplementary material.
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Figure 1.

Manhattan plot of meta-analysis results for genome-wide association with atrial fibrillation.
The —logg (Pvalue) is plotted against the physical position of each SNP on each
chromosome. The threshold for genome-wide significance, P< 5 x 1078, is indicated by the
dashed line. The three previously reported loci for atrial fibrillation are indicated in blue,
and the seven new loci that exceeded the genome-wide significance threshold are indicated
in orange.
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Figure 2.

Regional plots for seven new atrial fibrillation loci in the discovery sample with P< 1 x
1078. SNPs are plotted by meta-analysis 2 value and genomic position (NCBI Build 36).
The SNP of interest is labeled. The strength of LD is indicated by red coloring. Estimated
recombination rates are shown by the blue peaks, and gene annotations are indicated by dark
green arrows. LD and recombination rates are based on the Utah residents of Northern and
Western European ancestry (CEU) HapMap cohort (release 22). Plots were prepared using

SNAPZ7,

Nat Genet. Author manuscript; available in PMC 2012 June 02.

(QN/INO) 81l uoneuUIqUIodaY (Q/W0) res uoneulquicosy

(aIN/No) 81l uoleuIgUIodaY



Page 11

Ellinor et al.

(921) 16T (88)S6 (c81) L6T 6'9F L0E (8'29) 529 LYTFGTS  /8-9T 9eT¥565 (£89) 8EL - 180'T saseD M1guapue
(98) 251  (0€©)¥S () tetT SYFTLe (Tve) Lev - 18712 6vTFL05 (66v) 906 - 918'T SUEIETEN
Ty (TenvT (s12) €2 TGF962 (T'96) 65 - 1812 GTTFTS9  (5%9) 69 - 10T saseD dIHS
(82)9sT  (zTm)2e9  (00T) L9S LeFe9e (6'2€) 998'T - 666§ 06+T69 (E0v) 2822 - G99's SUCIETEN
(Gmvs  (e22) 69 (2°02) v9 9EF6'GC (rey) Tet - 869G L'8%29L (6'9V) ST - 60€ saseD pl-sd
- - - - - - €881 88F6Ly (z€s) a8y - 116 SOEIEIEN NIDIN
(82) o1 Ty (ze) et 05%8/2 (L'22) 858 LTTFTOY  LL-T2 GoTFv'es (908)G62 - 99¢ s9seD HOW
(zeT)ss  (L9)see (62) 62¢ TSFLLL (T'6v) 9€0'C - T0T-T€ 9CTFL¥9  (Sev) L08'T - 16Ty SUDEIEN
(ez’0) 25  (L€2) 09 (tz'om) v 8V FVLL (T'12) 081 80T F6'0L L6-GV 6'6F6'9L (L69) TST - T4 saseD pSH4
0 0 (8'11) 228 Yy FE (7'26) 829'T - 8699 €G¥zeL (88e)eve'T - v0T'e SUDEIEN
0 0 (6'02) ¥T €V F992 (z'28) se - 06799 8GF€e9. (L'99) 8e - 19 saseD 2SHO
(9€) L (Lv)6 (Tor) 1€ TLFVTE (e'62) €51 - 69-0v 09¥565 (6'7S) 90T - €6T SUDEIEN
0 0 (VR2904 6'6FTVE (929) 05 V9F VLS 890V G9¥G6s (562) 8¢ - G6 saseD HAH
- - - - - - 180 e Fe8r  (8LE)veT'T - 1.6 SUEIEIEN!
o o (99) 8¢ T9F 08 (z'vs) 692 0ZTFLTIS ¥8-0C L0T¥885 (9°62) L€ - 961 saseD 20
(t1) L2 (8v) zet (501) 692 SYF0LeC (¢8L) z00'e YSFY08  ¥6-99 vSFT9L  (T9€) 0L - 8T.'C SUEIEIEN
@9 s (198 (L) oz SR IV (5'06) V1 Z9F608 §6-19 65758, (L'sS) 88 e 4 sase0 £SAOV
(62) €T (€1T)9 (7'8) Le SYFLLT (z'zv) s81 - 69-Sv TL¥295 (0°09) 612 - 8eY sjualajey VHOM
(8') ¥T (81)9 (22) 9 67 F082 (8'€9) ¢5e 9LFETS V.62 TLFQIS  (1'05) 9€2 - 897 saseD 13N4V
dnoub Jad v 4V 1usjenald
(To) LT 0 (7'2) €05 67 F6GC (T'v2) ¢z0's 28F089 68-¢€ OLFT¥S O 879  9e8'0C Moyod SHOM
(82)9sT  (zTm)ee9  (00T) L9S LEFER (6'2€) 998'T L'LF9LL 6678 06FT69 (c0r)282'c 2vS  S99'S Moyod I-sY
(1) 58 (L5) Tee (L08) 82 TSF Ll (e'6v) T00'C 90T¥8/LL TOT-TE 9eTFL¥9  (9ey) TLL'T  0T€ 290 Hoyod SH4
0 0 (8'TT) 228 Yy FE9Z (7'28) 829'T 09F2T8 8659 €G¥zeL (888)eve'T  v9L  ¥OT'E Moyod SHO
(6'T) &5 (6e'9) 68T  (8'0T) 6TE YYFTLL (2'18) 565'C 88F0G. G699 §6¥59. (06)¥ST'T  8ST  696'C Moyod S3ov
(Le)gee (o) vse (98) g9L 8V F0.C (L92)9Le'e 89F8.9 99 LSFeYs (0Ly) 18T'Y 208 0688 Hoyod ol}S\/
N 1[eIBAO 4V Juapiou|
(%) u (%) u (%) u (psFuesw) (%) U (ps¥uesw) (abues) (psFuesw) (%) safeN wavy () adAy 140yod
aan|re} uonoJeul selaqeld ZW/Bx u1 ‘xapur  uoisualIsdAH 18SU0  UOI199]|02 uo1393]109 sjuedionied uoyod
MesH [e1p4eaoAiN ssew Apog dvjoaby VvN@iesby  wNQIeaby
sonsiisIgRIRyY? 103[gNns
T3alqelL

NIH-PA Author Manuscript

NIH-PA Author Manuscript

NIH-PA Author Manuscript

Nat Genet. Author manuscript; available in PMC 2012 June 02.



Page 12

Ellinor et al.

"uBISap |0J1U02-3SE B JO 919M SIPNIS UOIL||1IGH [eLIIe Jus[eAdld 1310 8y L "Sased Uoie||LqLy [etlie Juajenaid paureliadse Ajaanoadsold paseq-Alunwwod papnjoul saipnis,,

“uoite[1qyy eue ‘4

(9et) ozt (0ve)e6z  (5°02) 08T 867082 - 16787 v.TF00S (9729) 18S - 088 s)ualapey

(%) u (%) u (%) u ('p's ¥ ueaw) (p's¥uesw) (abued) (p'sFuesw) (o) salelN W4y (u) adfy 1404od
ainjrey uonoiejul salagelq Zw/Bx un ‘xepul 195U0  UO1199]|02 uo1193]09 swuedionaed 1104oD

11eaH [e1pae20AIN ssew Apog dvjoeby wNalesby wNQIeaby

NIH-PA Author Manuscript

NIH-PA Author Manuscript

NIH-PA Author Manuscript

Nat Genet. Author manuscript; available in PMC 2012 June 02.



Page 13

Ellinor et al.

'g'gEXHHZ) 22haT pue XL Id) SZbY ‘5 (ENNIY) TZDT SBW0SOWOIYD UO UOITR|[1qH [eLIe UMM Paieloosse 190] dnaush
paysijgnd Ajsnoinaid ayy Jo uorrearjdal idwaire Jou pip 3 ‘AlljiqeLieA Apnis-Uaamiaqg 03 anp azIs 198448 ayl ul AljigerieA o uoniodoid ayy syuasaldal 2 ™ISl annel ‘4 ‘Aouanbaly aja)e Joulw ‘4N

- - - - x %%wwm o1-0TxZ€ (0€T-LTT) VT 9.1 o/L aluonu EXHHZ  7ZboT  T9z90TTS!
n-0T%x8C (ZT-vTT)6TT o-0TxET  (2€T-9TT)¥Z'T $8°0°0 g-0Tx€T (ZZT-0TT)9TT 09T  V/9 aluonu| PNOH — ¥ZbST  €88Y9T/S!
er-0Tx8S (LTT-60T)ETT -0Tx6T (6TT-90T)2T'T 9T'0°L'Se 01-0T*x29 (8TT-60T)ETT 9L¥ o ooy ZINAS  €ZbyT  T6GZSTTSI

e-0Tx07 (16'0-€8'0) 280 ¢-0TxS€ (66°0-€8°0) 160 900 '6'LE 8-0Tx 2T (060-180)G80 8ST  V/9 weansdn g g TZOINAS ~ 2eb0T  920%280Ts!

n-0Tx2% (STT-80T)ITT y-0TxZL (STT-v0T)60T  ST00'S6Y 6-0Tx6ZL (8TT-80T)ETT e o ool &M060  zzhe  GT¥TZ80TS!

a1-0Tx9€  (26'0-,80) 060 ¢-0TxLT (,6°0-88°0)€60 ¥€'0'0T 11-0Tx96 (160-780)880 v'OF o o1uoAu| INVO  1eb.  686L08€8!

-0TxGC  (TT-20T)2TT  1-01x9€ (2T'T-96°0) ¥0'T ¥€'0 0T g-0TxZ€ (TZT-60T)STT 8LT o/L dluoul V8INM  TEbS  Z980v0TS!
01-0T

- - - - x¥7'808  p-0Tx8T (eLT-SST)¥9T TET /2 weansdn gy 05T ZX1ld  SGeby  G0TLTBYS

¢-0T

10T x¥'8  (LTT-0TTVI'T  p-0Tx0C (02T-90T)ETT  x€9°'Ces  1-O0TxT6 (STT-OTTVIT L¥yr V9 weansdn oy of IXY4d  vebT  6EZE06ESI
- - - - v00'eey  »1-0Tx0C (€CT-€TT)8TT 662 90 oONUL  MAWGENNOY  TZbT 85299998

anjeand (1D 9%56) anjeand (1D %56) anfeAad anfen d (1D %S6) (%) ETEN auab 1535019 auab  snooT dNS

TN SIS LT SIS (%) 71 BB oy 4vIN  Jolew 01 aAINe|ad 1585010
AUl uonedo| dNS
IEIENe} uoneoljdey A1anodsig
g-0T x G >4 YU s)nsau sisAjeue-elaw SYM9 Jo Arewwing
Z9lqel

NIH-PA Author Manuscript

NIH-PA Author Manuscript

NIH-PA Author Manuscript

Nat Genet. Author manuscript; available in PMC 2012 June 02.



