Genome-wide association analysis identifies 11 risk variants
associated with the asthma with hay fever phenotype
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Background: To date, no genome-wide association study
(GWAS) has considered the combined phenotype of asthma
with hay fever. Previous analyses of family data from the
Tasmanian Longitudinal Health Study provide evidence that
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this phenotype has a stronger genetic cause than asthma without
hay fever.

Objective: We sought to perform a GWAS of asthma with hay
fever to identify variants associated with having both diseases.
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Methods: We performed a meta-analysis of GWASs comparing
persons with both physician-diagnosed asthma and hay fever
(n = 6,685) with persons with neither disease (n = 14,091).
Results: At genome-wide significance, we identified 11
independent variants associated with the risk of having asthma
with hay fever, including 2 associations reaching this level of
significance with allergic disease for the first time: ZBTB10
(rs7009110; odds ratio [OR], 1.14; P = 4 x 10~°) and CLECI6A
(rs62026376; OR, 1.17; P = 1 x 10™®). The rs62026376:C allele
associated with increased asthma with hay fever risk has been
found to be associated also with decreased expression of the
nearby DEXI gene in monocytes. The 11 variants were
associated with the risk of asthma and hay fever separately, but
the estimated associations with the individual phenotypes were
weaker than with the combined asthma with hay fever
phenotype. A variant near LRRC32 was a stronger risk factor
for hay fever than for asthma, whereas the reverse was observed
for variants in/near GSDMA and TSLP. Single nucleotide
polymorphisms with suggestive evidence for association with
asthma with hay fever risk included rs41295115 near IL2RA
(OR, 1.28; P = 5 x 1077) and rs76043829 in TNSI (OR, 1.23;
P=2x10"°.

Conclusion: By focusing on the combined phenotype of asthma
with hay fever, variants associated with the risk of allergic
disease can be identified with greater efficiency. (J Allergy Clin
Immunol 2013 ;8 EEN-EEN,)

Key words: Rhinitis, atopy, selection, genetic correlation, bivariate,
single nucleotide polymorphism

The comorbidity between asthma and rhinitis (or hay fever) is
well established'” and might be a consequence of a causal
relationship™ or a shared cause.”® Consistent with the latter
hypothesis, results from twin and family studies have estimated
that both diseases share 50% to 90% of their genetic susceptibility
and 20% to 50% of their environmental susceptibility.”*

Genome-wide association studies (GWASs) are a proved
approach to discover genetic variants associated with asthma
and hay fever. To date, GWASs have identified variants in 18 loci
for which there are genome-wide significant associations with
asthma,” including ORMDL3,'”"” PDE4D,'® DENNDIB,"
HLA,II.IS.IX—ZI IL33,11,12.15 IL]RL]’H,IZ,IS,Z() SMAD3’II,]5
IL2RB,"" SLC30A8,'* PYHIN1,'” TSLP,">"” GAB1," IKZF4,"”
10p14,"” LRRC32,'"" IL6R,"" RORA,” and TLRI." Two
GWASs of hay fever have been published recently,”**" with
one variant in the LRRC32 region being genome-wide signifi-
cant.”? In addition, Hinds et al'® reported that 11 of 23 variants
discovered in a GWAS of self-reported allergy were also
associated with hay fever risk at the genome-wide significance
level, including those in or near TLRI, TSLP, LRRC32, ILIRLI,
HLA-DQAI, HLA-C, PLCLI, LPP, IL33, SMAD3, and ETSI.
Therefore, to date, variants in 7 loci (TLRI, TSLP, LRRC32,
ILIRLI, HLA, IL33, and SMAD?3) have been established as risk
factors for both diseases, but many more shared risk variants
remain to be identified. On the basis of analyses of family data
from the population-based Tasmanian Longitudinal Health
Study,24 we hypothesized that by performing a GWAS that
explicitly considers the combined phenotype of asthma with
hay fever we can substantially improve power to detect genetic
risk factors shared between both diseases.
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Abbreviations used
A+H+: Subjects with asthma and hay fever
A+H—: Subjects with asthma but not hay fever
A—H+: Subjects with hay fever but not asthma
A—H—: Subjects without asthma and without hay fever
A+: Subjects with asthma, with or without hay fever
H+: Subjects with hay fever, with or without asthma
A—: Subjects without asthma, with or without hay fever
H—: Subjects without hay fever, with or without asthma
AAGC: Australian Asthma Genetics Consortium
AD: Atopic dermatitis
ALSPAC: Avon Longitudinal Study of Parents and Their Children
GWAS: Genome-wide association study
LD: Linkage disequilibrium
MAF: Minor allele frequency
OR: Odds ratio
QC: Quality control
SNP: Single nucleotide polymorphism

We found that considering asthma and hay fever as 3 mutually
exclusive phenotypes was informative; the strengths and the
familial aspects of their relationship with eczema in infancy
differed across the 3 outcomes.”* Specifically, the childhood
disease associations with infantile eczema were more pronounced
and more likely to have a causal component for asthma with hay
fever (A+H+) than for hay fever without asthma (A—H+) and
asthma without hay fever (A+H—).

Therefore we estimated familial associations separately for
the 3 phenotypes. For phenotype A+H+, we found strong
associations between first-degree relatives, with odds ratios
(ORs) for sibling, mother-offspring, and father-offspring pairs
of approximately 6, 5, and 3, respectively (all P <.0001). For
phenotypes A—H+ and A+H-—, the associations between
first-degree relatives were also highly statistically significant
but attenuated. For A—H+, they were approximately 4.5, 2.5,
and 2, respectively, whereas for A+H—, they were approximately
3, 3, and 2, respectively. However, of potentially more importance
for informing GWASs of the genetic causes of these phenotypes,
there were also spousal associations for phenotypes A—H+ and
A+H—, with the ORs for parent pairs being 1.7 and 2.5,
respectively (both P < .001). For phenotype A+H+, however,
the parents were not associated (OR, 1.2; P = .6); that is, one
cannot exclude at least part of the familial associations for
phenotypes A—H+ and A+H— being caused by nongenetic
factors, but this cannot be said of phenotype A+H+.

The lack of a spousal correlation for phenotype A+H+ and
the strong associations between first-degree relatives for this
phenotype led us to focus our efforts on the discovery of genetic
causes of asthma and hay fever by studying GWAS data based on
the combined phenotype of asthma with hay fever. Specifically,
we performed a meta-analysis of GWASs considering persons
with both physician-diagnosed asthma and hay fever to be cases
and persons with neither disease to be control subjects.

METHODS
Studies included in the GWAS of asthma with hay

fever
Participants (n = 20,776) for this study were from 4 studies (see Table E1 in
this article’s Online Repository at www.jacionline.org), as summarized below.
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Informed consent was obtained from all participants, and the study protocols
were reviewed and approved by the appropriate ethics committees.

Australian Asthma Genetics Consortium (n = 2,137).
A total of 2,669 case subjects of European ancestry with physician-diagnosed
asthma and 4,528 control subjects of European ancestry without asthma were
genotyped for a recent GWAS of asthma described in detail elsewhere.'* For
the present study, we selected the subset of participants for whom hay fever
information was also available, including 1,505 asthmatic subjects who had
a history of hay fever (as cases) and 632 nonasthmatic subjects without
a history of hay fever (as control subjects). Cases and control
subjects were drawn from 4 studies: the Queensland Institute of Medical
Research (n = 921), the Lung Institute of Western Australia (n = 475), the
Busselton Health Study (n = 445), and the Tasmanian Longitudinal Health
Study (n = 296). Asthmatic subjects (mean age, 41 years; 61% female)
were considered to also have a history of hay fever if they answered
affirmatively to a hay fever screening question included in epidemiologic
questionnaires (see Table E2 in this article’s Online Repository at www.
jacionline.org). Control subjects (mean age, 37 years; 60% female) reported
never having had hay fever.

23andMe (n = 15,072). Participants were customers of 23andMe
(Mountain View, Calif) who had been genotyped as part of the 23andMe
Personal Genome Service. We selected cases and control subjects from
participants who had completed a survey about asthma. Cases (n = 4,230;
mean age, 48 years; 54% female) responded yes to the question “Have you
ever been diagnosed by a doctor with asthma or bronchial asthma?” and also
responded affirmatively to the question “Have you ever had allergic rhinitis
(stuffed or dripping nose caused by allergies)?” Control subjects (n = 10,842;
mean age, 49 years; 39% female) answered no to both questions. Only persons
of European ancestry were included in the analysis.

Avon Longitudinal Study of Parents and Their
Children (n = 2800). The Avon Longitudinal Study of Parents and
Their Children (ALSPAC) is based on a longitudinal population-based birth
cohort recruited through pregnant women residing in Avon, United Kingdom,
with an expected delivery date between April 1, 1991, and December 31,
1992.° Fourteen thousand five hundred forty-one pregnant women were
initially enrolled, with 14,062 children born. Cases (n = 668; mean age, 14
years; 42% female) were reported by their mothers to have a lifetime doctor’s
diagnosis of asthma on questionnaires completed when the children were age
7% or 14 years and to have hay fever (ever or current) on questionnaires
completed when the children were age 11 or 14 years. Control subjects
(n = 2,132; mean age, 14 years; 52% females) were reported by their mothers
to never have had asthma or hay fever on the same questionnaires. Only
unrelated persons of European ancestry were included in the analysis.

Western Australian Pregnancy Cohort (Raine,
n = 767). Recruitment for the Raine cohort has previously been described
in detail.”®*® In brief, between 1989 and 1991, 2,900 pregnant women were
recruited before 18 weeks’ gestation into a randomized controlled trial to
evaluate the effects of repeated ultrasound in pregnancy. The resulting
children have since been comprehensively phenotyped from birth to 21 years
of age by trained members of the Raine research team. Data collection has
included questionnaires completed by the child’s primary caregiver and by
the adolescent from age 14 years, physical assessments by trained assessors
at all follow-up years, and DNA collection from the year 14 follow-up. Cases
(N = 282; mean age, 17 years; 45% female) were defined as children who were
reported by their mothers on any available survey (year 5, 8, 10, 14, or 17
follow-ups) to have received a diagnosis of both asthma and hay fever by a
pediatrician/specialist or general practitioner. Control subjects (n = 485;
mean age, 17 years; 51% female) were reportedly free of asthma and hay fever
diagnosis across all available time points. Only persons of European ancestry
were included in the analysis.

Individual GWASs

Genotyping, single nucleotide polymorphism (SNP) imputation, and
association testing procedures for each of the 4 GWASs (Australian Asthma
Genetics Consortium [AAGC], 23andMe, ALSPAC, and Raine) are
described in detail in the Methods section in this article’s Online Repository
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at www.jacionline.org. Briefly, 20,776 samples were genotyped with Illumina
(550K, 610K, 660K or OmniExpress) arrays, and standard quality control
(QO) filters were applied before imputation. Genomic coverage in each study
was then expanded by imputing unmeasured variants against the HapMap
and/or 1000 Genomes reference haplotypes, including the X chromosome.
Autosomal SNPs directly genotyped or imputed with high confidence were
tested for association with case-control status in each study while adjusting
for significant covariates, such as age and sex.

Meta-analysis of GWASs

Before the meta-analysis, we excluded SNPs from each GWAS with (1) a
minor allele frequency (MAF) of less than 0.01; (2) an imputation information
score or r* value of less than 0.3; (3) outlier SE for the allelic association
estimate; (4) more than 2 distinct alleles across cohorts; and/or (5) an MAF
difference of greater than 0.05 between any 2 studies. After QC, results
were available for 4,972,397 SNPs, of which 57.9% were present in both
the AAGC and 23andMe cohorts, 42.0% in all 4 cohorts, and less than 0.1%
in 3 cohorts. No correction for genomic inflation of test statistics was applied
before (to individual GWASs) or after (overall results) the meta-analysis,
which was performed with METAL?’ by using a fixed-effects model. The
Cochran Q test was used to identify SNPs for which there was significant
heterogeneity in associations across studies.

Choice of threshold for genome-wide significance

testing

Through imputation based on reference panels from the 1000 Genomes
Project, we were able to test 4.9 million variants for association with asthma
with hay fever, including 4,180,629 common (84%, MAF >0.05) and 791,768
less common (16%, 0.01 < MAF < 0.05) variants. As such, correction for
multiple SNP testing required a more stringent genome-wide significance
level threshold than the commonly used threshold of 5 X 10™® based on
approximately 1 million effectively independent common variants for
Europeans, as estimated from HapMap project data.” Instead, we used a
genome-wide significance threshold based on (1) the updated estimate of
approximately 1.63 million effectively independent common variants for
Europeans estimated from 1000 Genomes Project data’’ and (2) 257,403
less common variants tested, which excludes a redundant set of 534,365 highly
correlated (+* > 0.8) less common variants. Therefore we used a P value of
0.05/(1,634,900 + 257,403) = 3 X 10~% as a threshold for genome-wide
significance.

Association analyses stratified by asthma and hay

fever status

To estimate the associations between individual variants and asthma and
hay fever risks separately, we performed the following 7 additional analyses,
comparing (1) asthma cases (A+) with asthma-free (A—) control subjects (ie,
estimating association with asthma while ignoring hay fever status); (2) hay
fever cases (H+) with hay fever—free (H—) control subjects (ie, estimating
association with hay fever while ignoring asthma status); (3) asthma cases
(A+) with control subjects who were asthma free and hay fever free (A—H—);
(4) hay fever cases (H+) with control subjects who were asthma free and hay
fever free (A—H—); (5) asthma without hay fever cases (A+H—) with control
subjects who were asthma free and hay fever free (A—H—); (6) hay fever
without asthma cases (A—H+) with control subjects who were asthma free
and hay fever free (A—H—); and (7) asthma without hay fever cases (A+H—)
with hay fever without asthma (A—H+) cases. All 4 GWASs described above
(AAGC, 23andMe, ALSPAC, and Raine) contributed to these analyses, which
included an additional 2,320 (AAGC), 9,821 (23andMe), 2,513 (ALSPAC),
and 508 (Raine) samples that were not part of the asthma with hay fever
GWAS, as detailed in Table E3 in this article’s Online Repository at www.
jacionline.org. These analyses were restricted to variants found to be
associated with asthma with hay fever at the genome-wide significance level
P<3X1078%).
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TABLE I. Eleven variants associated with the risk of having asthma with hay fever at the genome-wide significance level

(P<3 x 1078

Nearest gene Risk allele Association Heterogeneity test,
Chromosome Position (bp) (kb distance) SNP+ (risk allele) frequency (range) OR (95% Cl) P value P value (P; 95% Cl)
6p21 32734579 HLA-DQBI (1) 19273373 (G) 0.54-0.58 1.24 (1.17-1.30) 4x 107 .97 (0; 0-89)
4pl4 38476105 TLRI (2)* rs4833095 (T) 0.74-0.76 1.20 (1.14-1.26) 5x 10712 .37 (5; 0-86)
5q22 110495398 WDR36 (1) 151438673 (C) 0.49-0.52 1.16 (1.11-1.21) 3x 107! .59 (0; 0-85)
2ql2 102332981 ILIRLI (2)* rs10197862 (A) 0.85-0.86 1.24 (1.16-1.32) 4 x 107! .16 (41; 0-80)
11q13 75976842 LRRC32 (69) rs2155219 (T) 0.48-0.52 1.16 (1.11-1.21) 5x 1071 .28 (22; 0-88)
17q21 35376206 GSDMA (3)* 1s7212938 (G) 0.46-0.48 1.16 (1.11-1.20) 4x 10710 .84 (0; 0-85)
5q22 110429771 TSLP (6) rs1837253 (C) 0.71-0.75 1.17 (1.12-1.24) 1x107° .11 (50; 0-84)
9p24 6165855 IL33 (40) 1s72699186 (T) 0.15-0.16 1.26 (1.16-1.35) 2 X 107° .45 (0; 0-89)
8q21 81454434 ZBTBI10 (106) rs7009110 (T) 0.36-0.41 1.14 (1.09-1.19) 4 x107° .77 (0; 0-85)
15q22 65255339 SMAD3 (19)* rs17294280 (G) 0.23-0.27 1.18 (1.11-1.25) 4x107° .59 (0; 0-85)
16p13 11136213 CLECI6A (47)* 162026376 (C) 0.72-0.74 1.17 (1.11-1.24) 1x10°8 .76 (0; 0-89)

*SNP is located within reported gene.

TSNPs 1rs9273373, 1572699186, and rs62026376 were not tested in ALSPAC (n = 2,800) and Raine (n = 767), and therefore results for these 3 SNPs are based on the AAGC
(n = 2,137) and 23andMe (n = 15,072) studies. The most significantly associated SNPs in LD (r2 > 0.5) with each of these 3 SNPs and available in all 4 studies were rs6906021
(risk allele C; OR, 1.16; P = 3 X 1071, heterogeneity test, P =.73), rs1342326 (risk allele C; OR, 1.17; P = 2 X 1077; heterogeneity test, P = .73), and rs12935657 (risk allele

G; OR, 1.15; P = 5 X 108, heterogeneity test, P = .33), respectively.

Replication study

Variants associated with asthma with hay fever at the suggestive
significance level (3 X 1078 < P <5 X 107%) were followed up by using
GWAS data from an additional 3,333 persons (878 cases and 2,455 control
subjects, see Table E4 in this article’s Online Repository at www.jacionline.
org) who completed the 23andMe asthma survey described above after
the meta-analysis of GWASs was finalized. As such, data from these
persons were not available to be included in the 23andMe discovery GWAS.
Ascertainment of participants, determination of disease status, and genotyping
were as described above for the 23andMe study. The 3,333 persons were
confirmed to be unrelated (to each other and to the 23andMe discovery set)
and of European ancestry through analysis of genome-wide allele sharing.

RESULTS
Eleven variants associated with risk of having
asthma with hay fever

We performed a GWAS using 4 independent studies (see
Table El), with cases (N = 6,685) defined as persons who
reported a lifetime doctor’s diagnosis of asthma and also hay fever
(see Table E2). Control subjects (n = 14,219) were persons who
had a diagnosis of neither asthma nor hay fever.

After QC, association results for 4.9 million SNPs were
meta-analyzed by using a fixed-effects model. The ratio of the
observed to the expected median association x* statistic (\) was
1.061 (see Fig E1 in this article’s Online Repository at www.
jacionline.org), corresponding to a rescaled® ™ N\ og0 of 1.007,
which might be consistent with the effects of residual technical
artifacts, a polygenic component to disease risk, or both.*”
Because these effects could not be distinguished and the inflation
was modest, genomic control was not used to adjust the observed
association results.

Eleven independent (* <0.1) SNPs located in 10 chromosomal
regions had P values exceeding our genome-wide significance
threshold of 3 X 10™% (Table I and see Fig E2 in this article’s
Online Repository at www.jacionline.org). All 11 associations
would have been genome-wide significant had genomic control
been applied (see Table ES5 in this article’s Online Repository at
www.jacionline.org). Of these, 9 SNPs were located in or near
established risk loci for allergic disease, namely HLA-DQBI

(P =4 X 10", TLRI (P = 5 X 107'%), WDR36 (P = 3 X
107", LRRC32 (P = 5 x 10°'"Y, ILIRLI (P = 4 X 10~ '),
GSDMA (P = 4 X 107'%), TSLP (P = 107%), IL33 (P = 2 X
107%), and SMAD3 (P = 4 X 107°).

The remaining 2 SNPs were located in loci with variants
previously reported to be associated with allergic disease at
the suggestive (P <5 X 107°) but not genome-wide level of
significance. These include rs7009110 (OR per allele, 1.14;
P =4 X 1079), which is 106 kb upstream of ZBTBI0 on
chromosome 8q21 (see Fig E3 in this article’s Online Repository
at www.jacionline.org), and rs62026376 (OR, 1.17; P = 10_8),
which is located in intron 21 of CLECI6A on chromosome
16p13 (see Fig E4 in this article’s Online Repository at www.
jacionline.org). The direction of association for both variants
was the same in all 4 studies (see Table E6 in this article’s Online
Repository at www.jacionline.org).

A variant in linkage disequilibrium (LD; r* = 0.52) with the
sentinel SNP in ZBTB10 was recently reported to be associated
with atopic dermatitis (AD),*® with a consistent but weaker
association (rs7000782; OR per allele, 1.09; P = 10_6). The
association we observed with asthma with hay fever remained
when analyzing a subset of eczema-free subjects (see Table E7
in this article’s Online Repository at www.jacionline.org),
suggesting that it was not driven by eczema status.

Similarly, a recent GWAS of hay fever” reported a suggestive
association with rs887864 (OR, 1.16; P =1 X 10_6), a variant in
LD (r2 = 0.53) with the CLEC16A sentinel SNP. This region was
also reported to be associated with AD at a near-suggestive level
by a Japanese study (rs9923856; OR, 1.17; P = 6 X 1075, ¥ with
sentinel SNP = 0.50 for Europeans and 0.28 for East Asians).’’
The published direction of association with hay fever and AD
was the same as that observed in our study.

Association with asthma and hay fever risks

The 11 variants above were also associated (P <.05) with the
risk of both asthma (A+ vs A—) and hay fever (H+ vs H—)
when each disease was considered as a separate phenotype.
However, for all variants, the estimated associations with asthma
and hay fever were weaker than with the combined asthma with


http://www.jacionline.org
http://www.jacionline.org
http://www.jacionline.org
http://www.jacionline.org
http://www.jacionline.org
http://www.jacionline.org
http://www.jacionline.org
http://www.jacionline.org
http://www.jacionline.org
http://www.jacionline.org
http://www.jacionline.org

J ALLERGY CLIN IMMUNOL
VOLUME mmm, NUMBER um

w
m /
(@) y
«© /
£ F;
% TLR1 / &ILIRLY
< ©°
- " /
5 - /
o ;
=
-‘;‘ #LRRC32 / diss
o) /'« WDR36 ¢ HLA-DQB1
o + ZBTB10
N w /
T 2 / # CLEC16A
c /
o *SMAD3 *TSLP
ot
3 / + GSDMA
= /
|
=3 /
e
— T T T T - .
1.00 1.05 1.10 1.15 1.20 125

Effect on Asthma without Hayfever, OR

FIG 1. Effect (OR = 95% Cl) of the top 11 loci on the mutually exclusive
phenotypes of asthma without hay fever (A+H—) and hay fever without
asthma (A—H+). Results are based on the comparison between 14,091
control subjects (no asthma and no hay fever, A-H-) and either 2,776
asthma without hay fever (A+H—) cases or 9,301 hay fever without asthma
(A—H+) cases.

hay fever phenotype (see Table E8 in this article’s Online
Repository at www.jacionline.org). Three (ZBTBI10, SMAD3,
and CLECI6A) of the 11 associations did not reach the
genome-wide significance threshold when asthma and hay fever
were considered separately, even when restricting the analysis
to asthma-free and hay fever—free control subjects (A+ vs
A—H— and H+ vs A—H—, see Table ES8).

When considering the associations on the mutually exclusive
phenotypes of asthma without hay fever (A+H— vs A—H—) and
hay fever without asthma (A—H+ vs A—H—), there were notable
differences for 3 variants (Fig 1 and see Table E8). First, the
LRRC32 variant was associated with an increased risk of hay
fever without asthma (OR, 1.08; 95% CI, 1.04-1.12) but not
asthma without hay fever (OR, 1.00; 95% CI, 0.94-1.06). The
difference in risk allele frequency between A+H— cases and
A—H+ cases was statistically significant (P = .014, see Table
E9 in this article’s Online Repository at www.jacionline.org),
indicating that the association with hay fever risk per se is
stronger than that with asthma risk per se. In the AAGC study
the prevalence of allergic sensitization to a common allergen
(ie, atopy) was only modestly higher for A—H+ cases (112/160
[70%]) when compared with A+H— cases (277/440 [63%)]).
As such, differences in atopy status might contribute to but are
unlikely to fully explain the weaker association observed in the
A+H— group. Second, the GSDMA and TSLP variants were
associated with risk of asthma without hay fever (OR of 1.14
and 1.15 and 95% CI of 1.07-1.22 and 1.07-1.24, respectively)
but less so with risk of hay fever without asthma (OR of 1.02
and 1.03 and 95% CI of 0.98-1.06 and 0.98-1.07, respectively).
In both situations the difference in risk allele frequency between
A+H— cases and A—H+ cases was statistically significant
(P = .0003 and P = .004, respectively; see Table E9). These
results suggest that the GSDMA and TSLP variants are stronger
risk factors for asthma than for hay fever.
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Association between asthma and variants in the
region of ZBTB10 and CLEC16A in the GABRIEL
GWAS

Next, we investigated whether publicly available results from
the GABRIEL asthma GWAS'' could provide independent
support for the association we observed for variants in the region
of ZBTB10 and CLEC16A. After excluding 2 overlapping cohorts
(ALSPAC and Busselton), leaving 9,360 cases and 14,692 control
subjects, a consistent association was observed between asthma
risk and 2 proxy SNPs (r* > 0.8) in both loci: rs6473226 upstream
of ZBTBI10 (OR, 1.07; P = .003) and rs17673553 in CLECI6A
(OR, 1.07; P = .004; see Table E10 in this article’s Online
Repository at www.jacionline.org). These results, together with
the genome-wide significant association observed in our
meta-analysis and the previous reported associations with hay
fever and AD, establish the ZBTBI10 and CLECI6A regions as
containing bona fide genetic risk factors for allergic disease.

LD with nearby coding, regulatory, or other
disease-associated variants

To provide some insight into the potential molecular
mechanisms underlying the associations with variants in the
ZBTBI0 and CLECI6A regions, we searched for nearby variants
in LD (+* >0.3) with the sentinel SNPs at each locus using data for
379 persons of European descent from the 1000 Genomes Project.
We focused on potentially deleterious (ie, nonsynonymous,
missense, and splice site) coding variants and SNPs reported to
influence gene expression levels,*®*? immune cell levels,** or
other inflammatory or immune-related diseases.”

For the CLECI6A locus, we identified a variant in LD
(r* = 0.95) with the sentinel SNP that reportedly influences the
expression of the nearby DEXI gene (rs12935657, P = 2 X
107"®) in monocytes.”' The rs62026376:C allele associated
with an increased asthma with hay fever risk is in phase with
the rs12935657:G allele, which decreases DEXI expression. We
also identified 2 variants that were associated (P < .005) with
the numbers of peripheral blood CD56™ natural killer T cells
(rs3901386) and eosinophils (rs9652582, see Table E11 in this
article’s Online Repository at www.jacionline.org). The
1s62026376:C allele was in phase with the rs9652582:G allele,
which is associated with increased eosinophil levels. Lastly, the
sentinel SNP was found to be in moderate LD with established
type 1 diabetes (rs12708716) and multiple sclerosis
(rs7200786) risk-associated variants (see Table E12 in this
article’s Online Repository at www.jacionline.org), with the
same direction of association for both diseases. We did not
identify any noteworthy variants in LD with the ZBTB10 sentinel
SNP apart from the variant (rs7000782) previously reported to be
associated with AD.*

Suggestive associations

An additional 19 independent SNPs were associated with
asthma with hay fever risk at a suggestive significance level
(3 X 10" <P <5 X 10~ %) in our meta-analysis (see Table E13 in
this article’s Online Repository at www.jacionline.org). Of these,
4 are located in regions in which other SNPs have been found to be
associated with allergic disease, namely SNPs located in or near
SLC25A46 (133853750), IL33 (rs343496), IKZF3 (rs12450323),
and LRRC32 (rs1320644). We studied these 19 SNPs using a
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further 878 cases and 2,455 control subjects (see Table E4), but no
single SNP was found to be associated with disease after taking
into account multiple testing (see Table El4 in this article’s
Online Repository at www.jacionline.org). We nonetheless
highlight the following 2 loci as those with the strongest evidence
for association (P < 107%) from the combined analysis of
discovery and replication cohorts: 1s41295115 (MAF, 5%; OR
per allele, 1.28; P = 5 X 1077), a variant located between
IL2RA and RBM17, and rs76043829, which is located in TNS]
(MAF, 13%; OR per allele, 1.23; P = 2 X 10_6), a locus
previously reported to contain SNPs associated with lung
function.*

DISCUSSION

By explicitly considering the combined phenotype of asthma
with hay fever, we identified 11 independent variants with
genome-wide significant associations with disease risk using a
relatively modest sample size (20,776 samples). Among these
were variants in the 821 and 16p13 regions, which we have now
established as containing bona fide genetic risk factors for allergic
disease.

The 8q21 region had recently been identified as containing
variants associated with AD by means of a meta-analysis of
GWASs, but this was not validated by a replication study.”® For
this reason, variation in that locus was not designated as a
confirmed risk factor for AD and therefore, more generally, for
allergic disease. We extended this original observation by finding
that a common variant (MAF of approximately 40%) in this
region was associated with a per-allele 1.14-fold increased risk
of having asthma with hay fever. This association was
independently supported by results from the GABRIEL asthma
GWAS.'" Taken together, these results confirm that there are
genetic variants associated with allergic disease in the 8q21
region near ZBTBI0. The association with asthma was still
detectable when persons with eczema were excluded (OR per
allele, 1.16), suggesting that it was not confounded by eczema
status. Conversely, further studies are required to establish
whether the reported association with eczema’® is independent
of or confounded by asthma/hay fever status.

We did not identify any nearby potentially functional variants
in LD with the sentinel SNP in the 8q21 locus that could
provide insight into the molecular mechanisms underlying this
association. The 2 closest genes are ZBTB10 (106 kb away) and
TPD52 (216 kb); to our knowledge, there is no known biological
evidence linking either gene with allergic disease. ZBTB10 is a
putative repressor of the Spl transcription factor,”® which
regulates multiple immune-related genes'’~>%; as such, ZBTBI0
might underlie the observed association with rs7009110. Further
studies are needed to clarify the cause of this SNP association.

The second region that our results suggest contains variants
associated with risk of the combined asthma with hay fever
phenotype is on chromosome 16pl13, with the sentinel SNP
located in intron 21 of the CLEC16A gene and associated with an
increased risk of 1.17-fold per allele. This is an established
susceptibility locus for autoimmune diseases, with different
risk SNPs reported for type 1 diabetes (OR, 1.23; MAF, 0.32),5 !
multiple sclerosis (OR, 1.15; MAF, 0.49),°% and primary biliary
cirrhosis (OR, 1.32; MAF, 0.32).”" Variants in this region have
also been previously reported to be associated at the suggestive
level of significance with hay fever (OR, 1.16; MAF, 0.37)22
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and AD (OR, 1.17; MAF, 0.19).”” The different disease-
associated variants are in moderate LD with each other
(0.1 < #* < 0.6), but the predisposing alleles are all in phase,
suggesting that the underlying causal variant or variants have
the same direction of effect on both autoimmune and allergic
diseases.

Although being located in an intronic region of the CLEC16A
gene, variants in LD with our sentinel SNP have previously been
found to be associated with the expression of the nearby DEXI
gene in monocytes.”' The allele associated with an increased
risk of asthma with hay fever decreases DEXI expression,
which is consistent with recent reports for autoimmune disease—
associated variants.”*”> This suggests that DEXI is a plausible
causal gene underlying the observed association with allergic
disease. DEXI is expressed in the lung, as well as in relevant
immune cell types, such as CD4™" T cells and B cells.”* However,
its function is unknown, and therefore studying its role in the
immune system might provide new insights into the cause of
allergic disease. In this respect it is noteworthy that the allele
associated with an increased risk of asthma with hay fever and
decreased DEXI expression is also associated with increased
peripheral blood eosinophil levels.

While this work was under review, 2 large-scale GWASs
of allergic sensitization’® and self-reported allergy'” were pub-
lished. Variants in strong LD with rs7009110 (8q21) and
1562026376 (16p13) were found to be associated at the suggestive
significance level with self-reported allergy in the Hinds et al'’
GWAS, which is consistent with our results. However, the
agreement between results from Hinds et al and our asthma
with hay fever GWAS was expected given the extensive overlap
between the samples included in these 2 studies.

Each of the 11 variants identified in the meta-analysis of
asthma with hay fever had a significant but weaker association
with asthma and hay fever when both diseases were considered as
separate phenotypes. For 3 variants (in/near ZBTB10, SMAD3,
and CLECI6A), the association did not reach the genome-wide
significance level for risks of asthma or hay fever, despite the
larger number of samples (up to 13,000 more) included in the
analyses. These results highlight the benefit of considering the
combined asthma with hay fever phenotype when searching for
variants that influence the risk of both diseases. An additional
analysis that we did not consider but that might prove useful to
identify shared genetic risk factors is to compare asthma or hay
fever cases with control subjects who were both asthma and hay
fever free. A similar approach has been successful in identifying
risk variants shared between patients with Crohn disease and
those with ulcerative colitis.”’

Because the association with asthma risk is confounded by
hay fever status and vice versa, we also analyzed the 2 mutually
exclusive phenotypes of asthma without hay fever and hay fever
without asthma to compare the association of each variant with
the 2 separate diseases. We found that the 7SLP and GSDMA
variants have stronger associations with the risk of asthma,
whereas the LRRC32 variant has a stronger association with the
risk of hay fever.

Our study has identified novel suggestive associations that
warrant follow-up, of which we highlight those 20 kb upstream
of IL2RA (rs41295115) and in TNS1 (rs76043829). IL2RA is an
established risk locus for multiple autoimmune diseases’ > ; how-
ever, the asthma-associated variant is independent (P <0.1)of all
reported autoimmune risk variants. The variant we identified in
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TNS1 is close to but also independent of (** < 0.1) a variant
reported to be associated with FEV e Interestingly, the putative
asthma risk variant is 307 kb upstream of CXCR2, a gene that
encodes the 3 chain of the IL-8 receptor, which is the major
mediator of neutrophil migration to sites of inflammation®* and
represents a promising drug target for asthma.®

In conclusion, we have shown that genetic risk factors for
allergic disease are located in or near ZBTB10 and CLECI16A. For
both associations, there is no functional evidence directly linking
any nearby gene with allergic disease; further investigations of
the molecular mechanisms underlying both associations might
identify previously unrecognized pathways in the pathogeneses
of asthma and hay fever. This study has also shown that by
focusing GWASs on phenotypes with stronger evidence of a
(stronger) genetic cause, greater understanding of the genetic
causes of conditions can be discovered.
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Clinical implications: Our results implicate ZBTBI0,

CLECI6A, or other nearby genes in the cause of asthma and

hay fever. These might be part of previously unrecognized path-
ways in the pathogeneses of allergic disease.
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Genome-wide association analysisidentifies eleven risk variants associated with asthma-
with-hayfever phenotype
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Supplementary M ethods

Genotyping, quality control (QC) and imputation procedures
AAGC. All 2,137 samples were genotyped with the [llumina 610K array. SNPs were excluded
from analysisif the call rate was <95%, minor allele frequency (MAF) < 0.01 and Hardy-
Weinberg equilibrium test P-value < 10°°. SNIPs passing QC were then used to impute with
Impute2= 5.7 million variants with aMAF = 0.01 and information > 0.3 using the combined
1000 Genomes Project and HapMap 3 phased data (all ancestral groups) as reference panels.
X chromosome SNPs (N =140,388 with MAF = 0.01) were imputed with r* > 0.3 with
M A CH/minimac™ ® using the 1000G Phase | Integrated Release Version 3 (N = 584
European haplotypes) release of the 1000 Genomes Project.= All subjects were confirmed to
be unrelated and of European ancestry through the analysis of genome-wide allele sharing.
23andMe. DNA extraction and genotyping were performed by the National Genetics
Institute (NGI), a CLIA-certified clinical laboratory and subsidiary of Laboratory
Corporation of America. Samples were genotyped on one of two platforms. About 35% of the
participants were genotyped using the Illumina HumanHap550+ BeadChip, which included
SNPs from the standard HumanHap550 panel augmented with a custom set of approximately
25,000 SNPs selected by 23andMe. Two dlightly different versions of this platform were
used, as previously described.®> The remaining 65% of participants were genotyped using the
[ITumina HumanOmni Express+ Bead Chip. This has a base set of 730,000 SNPs, augmented
with approximately 250,000 SNPs to obtain a superset of the HumanHap550+ content, as
well as a custom set of about 30,000 SNPs. Every sample that failed to reach a 98.5% call
rate for SNPs on the standard platforms was re-analyzed. Persons included in the analysis
were selected for having >97% European ancestry, as determined through an anaysis of local

ancestry via comparison to the three HapMap 2 populations.®® A maximal set of unrelated



individuals was chosen for the analysis using a segmental identity-by-descent (IBD)
estimation algorithm.®” Individuals were defined as related if they shared more than 700 cM
IBD, including regions where the two individual s share either one or both genomic segments
IBD. Thislevel of relatedness (roughly 20% of the genome) corresponds approximately to
the minimal expected sharing between first cousinsin an outbred population. Participant
genotype data were imputed against the August 2010 release of 1000 Genomes reference
haplotypes.™ First, we used Beagle™ (version 3.3.1) to phase batches of 8,000-9,000
individuals across chromosomal segments of no more than 10,000 genotyped SNPs, with
overlaps of 200 SNPs. We excluded SNPs with MAF < 0.001, Hardy-Weinberg equilibrium P
<107, call rate < 95%, or with large allele frequency discrepancies compared to the 1000
Genomes reference data. We then assembled full phased chromosomes by matching the phase
of haplotypes across the overlapping segments. We imputed each batch against the European
subset of 1000 Genomes haplotypes using minimac,=° using 5 rounds and 200 states for
parameter estimation. Analyses were limited to 7.4 million SNPs with imputed r?> 0.5
averaged across all batches, and r? > 0.3 in every batch. For the non-pseudoautosomal region
of the X chromosome, males and femal es were phased together in segments, treating the
males as already phased; the pseudoautosomal regions were phased separately. We assembled
fully phased X chromosomes, representing males as homozygous pseudo-diploids for the
non-pseudoautosomal region. We then imputed males and femal es together using minimac as
with the autosomes.

ALSPAC. A total of 9,912 children were genotyped using the I1lumina HumanHap550
quad array by 23andM e subcontracting the Wellcome Trust Sanger Institute, Cambridge, UK
and the NGI, USA. Individuas were excluded from further analysis on the basis of having
incorrect gender assignments; minimal or excessive heterozygosity (<0.320 and >0.345 for

the Sanger data and <0.310 and >0.330 for the LabCorp data); disproportionate levels of



individual missingness (>3%); evidence of cryptic relatedness (>10% IBD) and being of non-
European ancestry (as detected by a multidimensional scaling analysis seeded with HapMap
2 individuals). The resulting data set consisted of 8,365 children. SNPswith aMAF of <0.01
and call rate of < 95% were removed. Furthermore, only SNPs which passed an exact test of
Hardy Weinberg equilibrium (P > 5 x 10°") were considered for analysis. After cleaning,
500,527 directly genotyped SNPs were available for analysis. HapMap variants were imputed
with MACH 1.0.16 Markov Chain Haplotyping software," * using CEPH individuals from
phase 2 of the HapMap project as a reference set (release 22).

Raine. All 1,494 samples were genotyped using the Illumina 660K array. SNPs were
excluded from anaysisif the call rate was <95%, MAF < 0.01 and Hardy-Weinberg
equilibrium test P-value < 5.7x10". SNPs passing QC were then used to impute HapMap
SNPswith MACH v1.0.16.5* 2 Only SNPs with imputed r*> 0.3 were retained for analysis.
All subjects were confirmed to be unrelated and of Caucasian ancestry through the analysis of

genome-wide allele sharing.

Association analyses
AAGC. Autosomal SNPs were tested for association with case-control status using an alelic
test of association implemented in PLINK;¥ for imputed variants, we analysed best-guess
genotypes. X chromosome SNPs were analysed with logistic regression under an additive
model (dosage for imputed variants) using MACH2DAT® 2 and assuming a dosage
compensation model, ie. equating hemizygous males to homozygous femal es,F*? such that the
allelic dosage extremes for maleswere O (if A/-, asfor AA females) and 2 (if B/-, asfor BB
females).

23andMe. Genome-wide association analyses of asthma-with-hayfever were

performed using custom software. We computed likelihood ratio tests for an additive effect



of allelic dosage using logistic regression with covariates for age, gender, and five principal
components to account for residual population substructure. The X chromosome was treated
the same as the autosomes; allele dosages ranged from 0 to 2 for both men and women, as for
the AAGC analysis.

ALSPAC. Genome-wide association analysis of asthma-with-hayfever was carried out
using MACH2DAT®* 2 by regressing expected allelic dosage on case-control status and
assuming an additive model.

Raine. Autosomal SNPs were analysed with logistic regression under an additive

model (dosage for imputed variants) using ProbABEL .
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E Tables

Table E1. Participantsincluded in the GWAS of asthma-with-hayfever.

Cases

Cohort Sex, Asthma age-of-onset, N (%)
N A?gnrgee)an N female N
(%) <16 >16  Unknown

Sex,

(mean, range) N female (%)

AAGC 1505 41(4-89) 923(61) 772(51) 462(31) 271(18) 632
23andMe 4,230 48(6-102) 2,272 (54) 2,329(55) 1,898(45) 3(0) 10,842
ALSPAC 668 14(14-14) 283(42) 668(100) 0(0) 0(0) 2,132
Rane 282 17(16-18) 127(45) 274(97) 8(3) 0(0) 485
Total 6,685 4,055 (61) 4,043 (61) 2,368 (35) 274(4) 14,091

379 (60)
4,180 (39)
1,118 (52)

247 (51)
5,924 (42)




Table E2. Screening items used to classify hayfever status.

Cohort Study Sub-study

Question used to classify
hayfever status

Controls

AAGC QIMR ADOL

LIWA

TAHS

BUSS

Raine

ALSPAC

23andMe

Total

N N
cases controls
81 280
346 0
0 118
0 25
71 0
438 37
296 0
273 172
282 485
668 2,132
4,230 10,842
6,685 14,091

Has a doctor ever diagnosed
you as suffering from hayfever?
Have you EVER had hayfever “Yes”
or nasal allergies?

How often have you had Hay
fever? [before & after age 14]

How often have you had Hay

fever?

Has a doctor ever diagnosed
you as suffering from

Hayfever?

How often have you had Hay

fever?

Have you ever had

hayfever( that is sneezing
running or blocked nose when
you do not have a cold or the

flu)?

QL1: Has your doctor ever told
you that you had Hayfever?

Q2: Do you sneeze or get an
itchy running nose?

Q3: Has your chest ever made a
wheezing or whistling sound?
Q4: Have you ever felt tight in

the chest?

Has anyone ever told you that
your child has hayfever?

QL: Has he/she had hay fever in“Yes” to Q1 or Q2
the past 12 months? [reported at

age 11 and 14]

Q2: Has he/she ever had hay
fever? [reported at age 11 and

14]

Have you ever had allergic
rhinitis (stuffed or dripping
nose caused by alergies)?

“Sometimes” or
“Often”, before or

“Only as a child”
or “Quite often”

“Paediatrician,
specialist or doctor

uNon
“NO”

“Never”, before
& after age 14

“Never”

“No”

“No”

“NO”

“No” to Q1 &
Q2& Q3& Q4

“Not diagnosed
by paediatrician,
specialist or
doctor”

“No” to Q1 and

Q2

“NO”




Table E3. Breakdown of samples used for each set of analyses performed.

AAGC 23andM e
Asthma Asthma
Hayfever + - ? Tota Hayfever + - ? Tota
+ 1505 | 317 | 0 | 1822 + 4230 8046 293 12569
- 717 | 632 | 0 | 1349 - 1138 10842 142 12122
? 395 | 891 | O | 1286 ? 51 151 0 202
Tota 2617 | 1840 | 0 | 4457 Tota 5419 19039 435 24893
ALSPAC Raine
Asthma Asthma
Hayfever + - ? Totd Hayfever + - ? Totd
+ 668 | 806 | 234 | 1708 + 282 132 0 414
- 554 | 2132 | 247 | 2933 - 367 485 0 852
? 351|321 | 0 | 672 ? 5 4 0 9
Totd 1573 | 3259 | 481 | 5313 Tota 654 621 0 1275
Samplesincluded for analyses Analysis Cases | Controls | Resultstables
Asthma (A) A+H+ vs A-H- a e 1,E5,E6,E13 E14
Hayfever (H) + - ? A+ VvsA- atd+g | bteth E8
+ a b c H+ vs H- atbtc | d+etf E8
- d e f A+ VvsA-H- | atd+g e E8
? g h i H+vsA-H- | atb+c e E8
A+H- vs A-H- d e E8
A-H+ vs A-H- b e ES8
A+H- vs A-H+ d b E9




Table E4. Participants included in the replication stage.

Cases Controls
o 0,
Cohort Age, mean N iee;(qd . Asthma age-of-onset, N (%) N Age Sex.
(range) (mean, range) N female (%)

(%) <16 >16  Unknown

23andMe 878 47 (13-95) 535(61) 480(55) 398(45)  0(0) 2455 46(13-91)  941(38)




Table E5. Association results for the top 11 variants obtained after applying genomic control

(GC) to the observed SNP association test statistics.

" : Risk allele GC-corrected'
Position, Nearest gene, SNP, risk . o
.Chr bp Kb distance allde frequency, OR (95% ClI) association
range P-value

6 32734579 HLA-DQBL1 rs9273373,G  0.54-058  1.24(1.17-1.31) 2x10%
4 38476105 TLR1,2* rs4833095,T 0.74-0.76  1.20(1.14-1.26) 2x10™
5 110495398 WDR36,1 rs1438673,C 0.49-052  1.16(1.11-1.21) 9x10™
2 102332981 ILIRL1,2*  rsl0197862,A  0.85-0.86  1.24(1.16-1.32) 1x10%°
11 75976842 LRRC32,69  rs2155219,T 0.48-052  1.16(1.11-1.21) 2x10%°
17 35376206 GSDMA3*  rs7212938G  0.46-048  1.16(1.10-1.21) 9x10%°

110429771 TSLP,6 rs1g37253,C  0.71-0.75  1.17 (1.11-1.24) 3x10?

6165855 IL33,40 rs72699186,T 0.15-0.16  1.26 (1.17-1.36) 5x 107
81454434 7ZBTB10,106  rs7009110,T 0.36-041  1.14(1.09-1.20) 8x 107
15 65255339 SMAD3,19*  rs17294280,G 0.23-0.27 1.18(1.12-1.25) 1x10%

16 11136213 CLEC16A47* rs62026376,C 0.72-0.74 117 (1.11-1.24) 3x10°®

" SNPislocated within reported gene.

"We first adjusted the SE of the beta estimated for each SNP (N = 4,972,397) tested in the 23andMe study for
the observed genome-wide A of 1.055. The AAGC, ALSPAC and Raine GWAS had A ~ 1 (Fig. E1) and sono
GC correction was applied to these three studies. Next, we performed the meta-analysis of the 23andMe GC-
corrected GWAS results with the original GWAS from the AAGC, ALSPAC and Raine, as described in the main
text; this meta-analysis had a A of 1.016. Lastly, we applied GC correction to the meta-analysis, resulting in a
final A of 1.00. All analyses performed with METAL.



Table E6. Association results for rs7009110 and rs62026376 in the four individual cohorts.

Cohort Ncases N controls

ZBTB10 (rs7009110, A)

CLEC16A (rs62026376, C) *

SE P-value OR SE P-value

AAGC 1,505 632 1199 0.069  0.0086 1.200 0.076 0.0164
23andMe 4,230 10,842 1127 0.027 7x10° 1.171 0.030 2x 107
ALSPAC 668 2,132 1.185 0.065  0.0089 1.025 0.073 0.7326
Raine 282 485 1169 0108  0.1471 1.088 0.123 0.5032

*The sentinel SNP for CLEC16A (rs62026376, meta-analysis P = 1 x 10®) was not available in the ALSPAC
and Raine studies. Instead, the results shown in this table for those two studies correspond to the proxy SNP (r

2

=0.95) rs12935657 (G is the predisposing alele, in phase with rs62026376:C). For rs12935657, the four-study

meta-analysis P-value was 5 x 10°®.



Table E7. Association with the ZBTB10 locus in eczema-free people.

ZBTB10 (rs7009110, T)

Cohort Ncases N controls

SE P-value

AAGC 674 607 1172  0.082 0.0520

23andMe 2,648 9,955 1159 0.032 4x10°
ALSPAC 96 821 1.078 0.161 0.64

Raine 150 373 1259 0.136 0.0914

Overall 3,568 11,756 1162  0.029 1x107




Table E8. Association analyses of the top 11 variants stratified by asthma and hayfever status.

A+ (N=10,263) H+ (N=16,513) A+ (N=10,263) H+ (N=16,513) A+H- (N=2,776) A-H+ (N=9,301)
SNPT risk VS VS VS VS VS VS

Locus allde A- (N=24,759) H- (N=17,256) A-H- (N=14,091) A-H- (N=14,091) A-H- (N=14,091) A-H- (N=14,091)
OR,95%Cl P-vlue OR,95%Cl P-vaue OR,95%ClI P-value OR,95%Cl P-vaue OR,95%Cl P-vlue OR,95%Cl P-value
HLA-DQB1 rs9273373,G 1.17 (1.12-1.22) 5x10%? 1.12(1.08-1.16) 2x10%® 1.22(1.16-1.28) 2x10* 1.13(1.09-1.18) 2x10%®° 1.14(1.05-1.25) 0.0019 1.07 (1.02-1.12) 0.0052
TLR1  rs4833095T 1.11(1.06-1.15) 7x10% 1.14(1.10-1.18) 4x10*? 1.15(1.10-1.21) 5x10%° 1.15(1.10-1.19) 2x10*2 1.08(1.00-1.16) 0.0467 1.11(1.07-1.16) 0.0000
WDR36  rs1438673,C 1.11(1.07-1.15) 2x10%®° 1.09(1.06-1.12) 7x10%® 1.14(1.09-1.18) 7x10™ 1.11 (1.07-1.14) 9x10° 1.10(1.04-1.17) 0.0022 1.07 (1.03-1.11) 0.0002
ILIRL1 rs10197862,A 1.16(1.11-1.22) 3x10%® 1.14(1.10-1.20) 2x10%®° 1.21(1.15-1.28) 2x10™ 1.16 (1.10-1.21) 8x10™° 1.13(1.03-1.23) 0.0086 1.11(1.05-1.17) 0.0001
LRRC32 rs2155219,T 1.08 (1.05-1.12) 4x10%® 1.10(1.07-1.14) 7x10%° 1.11(1.07-1.15) 2x10% 1.11(1.07-1.14) 5x10° 1.00(0.94-1.06) 0.9839 1.08(1.04-1.12) 0.0001
GSDMA  rs7212938,G 1.15(1.11-1.19) 8x10%® 1.05(1.02-1.09) 0.0020 1.16(1.11-1.20) 2x10*? 1.07 (1.03-1.11) 0.0002 1.14(1.07-1.22) 0.0001 1.02(0.98-1.06) 0.3297
TSLP  rs1837253,C 1.15(1.10-1.19) 4x10% 1.06(1.02-1.10) 0.0022 1.16(1.11-1.21) 3x10° 1.08(1.04-1.12) 9x10® 1.15(1.07-1.24) 0.0002 1.03(0.98-1.07) 0.2448
IL33  rs72699186,T 1.19 (1.12-1.26) 1x10%® 1.13(1.07-1.19) 2x10%° 1.25(1.16-1.34) 5x10%° 1.15(1.08-1.22) 2x10%° 1.19(1.06-1.34) 0.0028 1.08(1.02-1.16) 0.0163
ZBTBI0  rs7009110,T 1.09(1.05-1.13) 5x10% 1.08(1.04-1.11) 5x10% 1.11(1.06-1.15) 1x10% 1.09 (1.05-1.13) 1x10%° 1.05(0.99-1.12) 0.1054 1.06 (1.02-1.10) 0.0049
SMIAD3  rs17294280,G 1.12 (1.07-1.17) 3x10% 1.08(1.04-1.12) 0.0002 1.13(1.08-1.19) 1x10% 1.08(1.04-1.13) 0.0002 1.06(0.98-1.14) 0.1468 1.03(0.98-1.08) 0.2882
CLEC16A rs62026376,C 1.12(1.07-1.17) 7x10% 1.09 (1.04-1.13) 3x10% 1.15(1.09-1.21) 4x10% 1.10(1.05-1.14) 6x10%° 1.08(0.99-1.17) 0.0957 1.05(1.01-1.10) 0.0227

T SNPs rs9273373, rs72699186 and rs62026376 were not tested in ALSPAC and Raine, and so results for these three SNPs are based on the AAGC and 23andMe studies. The
sample sizes for these three SNPs are N=8,036 for A+, N=20,879 for A-, N=14,391 for H+, N=13,471 for H-, N=11,474 for A-H-, N=1,855 for A+H- and N=8,363 for A-H+.



Table E9. Comparison of risk alele frequency for the top 11 variants between individuals

with asthma but not hayfever (A+H-, coded as cases) and individuals with hayfever but not

asthma (A-H+, coded as controls).

A+H- (N=2,409)

VS

L ocus SNP', risk allele A-H+ (N=9,169)
OR, 95% ClI P-value
HLA-DQB1  rs9273373,G 1.09 (1.00-1.20) 0.0560
TLR1 rs4833095,T 0.95 (0.87-1.03) 0.2362
WDR36 rs1438673,C 1.02 (0.95-1.10) 0.5341
ILIRL1 rs10197862,A 1.01(0.91-1.12) 0.8552
LRRC32 rs2155219,T 0.92 (0.85-0.98) 0.0139
GSDMA rs7212938,G 1.15(1.07-1.24) 0.0003
TSLP rs1837253,C 1.13(1.04-1.23) 0.0037
IL33 rs72699186,T 1.07 (0.95-1.21) 0.2672
ZBTB10 rs7009110,T 0.97 (0.90-1.04) 0.3740
SMAD3 rs17294280,G 1.00 (0.92-1.10) 0.9329
CLEC16A  rs62026376,C 1.02 (0.93-1.12) 0.6811

" The Raine study did not contribute to these analyses. SNPs rs9273373, rs72699186 and rs62026376 were not
tested in ALSPAC and Raine, and so results for these three SNPs are based on the AAGC and 23andMe studies.
The sample sizes for these three SNPs are N=1,855 for A+H- and N=8,363 for A-H+.



Table E10. Association between the ZBTB10 and CLEC16A loci with asthmarisk in the

GABRIEL GWA ST,

Locus  Sentinel NP, Proxy SNP, 2 Risk allelesin GABRIEL results
risk allele risk allele phase? OR P-value
ZBTB10 rs7009110, A rs6473226, T 0.96 yes 1.067 0.0029
ZBTB10 rs7009110, A rs1543857, G 0.97 yes 1.059 0.0085
CLEC16A rs62026376,C  rsl7673553, A 0.96 yes 1.073 0.0042




Table E11. Variants associated with variation in the numbers of peripheral blood leukocyte
populations— or lymphocyte subtypes=° and in linkage disequilibrium (r* > 0.3) with the

CLEC16A sentinel SNP.

Sentinel SNP Proxy SNP r? Associated trait P-value

rs62026376 rs9652582 0.43 Eosinophils 0.0029
rs62026376 rs3901386 0.42 CD56+ NK cells 0.0031




Table E12. Variantsin the ZBTB10 or CLEC16A regions associated with other inflammatory
or immune-related diseases and in linkage disequilibrium (r? > 0.3) with the asthma-with-

hayfever sentinel SNP.

Sentinel
SNP

ZBTB10  rs7009110 rs7000782 0.51  Atopic dermatitis 1x10°® EL7
CLEC16A rs62026376 rs12708716 0.55 Type 1 diabetes 3x10™® E18
CLEC16A rs62026376 rs887864  0.53 Allergic rhinitis 1x10°
CLEC16A rs62026376 rs7200786 0.31  Multiplesclerosis  9x10™

L ocus Proxy SNP  r? Trait P-value Reference

E19

E20




Table E13. Nineteen variants associated with the risk of having asthma-with-hayfever at the

suggestive significance level (3x 108 <P <5 x 109).

Position,  Nearest gene, . e 2l Association T T e
Chr bp Kb distance SNP, risk allele frequency, OR (95% CI) P_value 2P-value
range (15, 95% CI)

10 6164627 RBM17,6 rs41295115,C  0.05-0.06 1.32(1.19-1.47) 1x10’ 0.66 (0, 0-89)
5 110182208 SLC25A46,56  rs3853750,C 0.15-0.18 1.17(1.10-1.23) 1x 10’ 0.98 (0, 0-85)
12 60536687 FAM19A2,148* rs17605016,G 0.07-0.10 1.22(1.14-1.32) 2x 107 0.78 (0, 0-85)
9 6058077 RANBP6,52 rs343496,A  0.81-0.82 1.16(1.10-1.23) 2x 10’ 0.52 (0, 0-85)
17 35226234 IKZF3,48* rsl2450323 T 0.17-0.19 1.17(1.10-1.25) 5x 10" 0.78 (0, 0-89)
12 28086392 PTHLH,70 rs11049300,A 0.96-0.98 1.43(1.24-1.65) 8x10" 0.62 (0, 0-85)
21 36929813 SIM2,64 rs6517368,T 0.71-0.74 1.13(1.08-1.19) 9x 10~ 0.59 (0, 0-85)

10850884 XKR6,60* rs6982751,C 0.86-0.86 1.19(1.11-1.28) 1x10° 0.15 (50, 0-91)

218385831 TNSL,1* rs76043829,G  0.87-0.89 1.22(1.13-1.33) 2x10° 0.92 (0, 0-89)
14 102308211 TRAF3,5 rs8010932,A 0.81-0.84 1.15(1.09-1.22) 3x10° 0.20 (34, 0-77)
12 98119078 FAM71C447  rs2712665T 0.67-0.69 1.12(1.07-1.17) 3x10° 0.58 (0, 0-85)
6 148622701 SASH1,83 rs4896981,G  0.78-0.79 1.16(1.09-1.23) 3x10° 0.55 (0, 0-89)
1 108124058  VAV3,185* rs7521681,A  0.14-0.16 1.15(1.08-1.22) 3x10° 0.95 (0, 0-85)
1 197031259 PTPRC,38 rs2759643,A 0.67-0.72 1.12(1.07-1.17) 3x10° 0.37 (3, 0-85)
11 76047835 LRRC32,2* rsl320644,A 0.33-0.36 1.11(1.06-1.17) 5x10° 0.89 (0, 0-85)
11 120711564 SC5DL,22 rs2060009,A  0.68-0.72 1.12(1.07-1.18) 5 x10° 0.35 (7, 0-86)

67823218 GADDA45A,100  rs787538T  0.59-0.61 1.11(1.06-1.16) 5x 10° 0.83 (0, 0-85)
5 83942985 EDIL3,227 rs72766477,A 0.04-0.04 1.34(1.18-1.52) 5x10° 0.73 (0, 0-89)
17 4958496 usP6,2 rs9912347,G  0.51-0.53 1.11(1.06-1.16) 5x10° 0.52 (0, 0-85)

" SNPis located within reported gene.



Table E14. Replication results for 19 variants associated with the risk of having asthma-with-

hayfever at the suggestive significance level (5x10°® < P < 5x10°®) in the discovery analysis.

Replication analysis

Discovery + replication

L ocus SNP Allele
SE P-value OR SE P-value  Direction

S .C25A46  rs3853750 C 1.0562 0.0766 04764 1.1533 0.0276 2x 107 -
PTHLH  rs11049300 G 0.7624 0.1835 01322 0.7070 0.0674 3x 10~ ++
IKZF3  rs12450323 T 1.0883 00757 02652 1.1600 0.0292 4x10° ++
XKR6 rs6982751 G 0.8698 0.0861 01022 0.8419 0.0338 4x10’ ++
RBM17  rs41295115 C 1.0563 0.1249 0.6623 1.2769 0.0486 5x 107 -
EDIL3  rs72766477 A 1.3478 0.1437 0.0406 1.3402 0.0583 5x10° ++
TNSL rs76043829 A 0.8684 0.0990 0.1503 0.8242  0.0388 6x 107 -
VAV3 rs7521681 A 1.1452 0.0770 0.0799 1.1491  0.0280 7x 10" ++
SM2 rs6517368 C 0.9611 0.0644 05376 0.8928  0.0236 2x10° ++
FAM19A2 rs17605016 G 0.9793 0.0994 0.8328 1.1878  0.0359 2x10° -+
RANBP6  rs343496 T 1.0235 0.0721 0.7473 0.8810  0.0268 2x10° +-
TRAF3 rs8010932 G 0.9937 0.0790 0.9362 0.8829  0.0283 1x10° ++
SASH1 rs4896981 A 1.0028 0.0711 0.9691 0.8858  0.0285 2x10° -+
FAM71C  rs2712665 C 1.0433 0.0642 05100 0.9102 0.0227 3x10° +-
GADD45A  rs787538 C 1.0442 0.0585 0.4599 0.9189  0.0212 6x 10° +-
PTPRC rs2759643 T 1.0554 0.0605 03727 0.9142 0.0225 7x10° +-
LRRC32  rsl320644 A 0.9511 0.0612 04115 1.0919 0.0222 7x10° +-
SC5DL rs2060009 G 1.0734 0.0628 0.2603 0.9155  0.0230 1x 10" +-
USP6 rs9912347 A 1.0924 0.0576 0.1251 0.9262  0.0207 2x10* -+
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Figure E1. Quantile-quantile (QQ) plots for the GWAS of asthma-with-hayfever in the four

individual cohorts, aswell asin the meta-analysis of al studies.

Figure E2. Main association results from the meta-analysis of four GWAS of asthma-with-

hayfever.

Figure E3. Regional association results (-logio(P-vaue), y-axis) for chromosome 8g21. The
most-associated SNP is shown in purple, and the color of the remaining markers reflects the
linkage disequilibrium (r?) with the top SNP. The recombination rate (second y-axis) is

plotted in light blue and is based on the CEU 1000G population. Plots were generated using

L ocusZoom.F?

Figure E4. Regiona association results (-logio(P-value), y-axis) for chromosome 16p13. The
most-associated SNPis shown in purple, and the color of the remaining markers reflects the
linkage disequilibrium (r?) with the top SNP. The recombination rate (second y-axis) is
plotted in light blue and is based on the CEU 1000G population. Plots were generated using

L ocusZoom.F?
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Fig E1 Quantile-quantile (QQ) plots for the GWAS of asthma-with-hayfever in the four individual cohorts, as well as in the meta-

analysis of all studies.
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Fig E2 Main association results from the meta-analysis of four GWAS of asthma-with-hayfever.
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Fig E3 Regional association results (-log 10 (P-value), y-axis) for chromosome 8g21. The most-associated SNP is shown in purple,
and the color of the remaining markers reflects the linkage disequilibrium (r 2) with the top SNP. The recombination rate (s...

Manuel A.R. Ferreira , Melanie C. Matheson, Clara S. Tang, Raquel Granell , Wei Ang, Jennie Hui, Amy K. Kiefe...

Genome-wide association analysis identifies 11 risk variants associated with the asthma with hay fever phenotype

Journal of Allergy and Clinical Immunology null 2013 null

http://dx.doi.org/10.1016/}.jaci.2013.10.030

(oU0) 812 UoRBUIqUOIBY



Plotted SNPs NI [N N 0N N | (E.in

18 | NS 5 G MU IR N I
10 —

rs62026376 @ — 100
8
=
-_{_E 6
1
e 4
I
2
o
- (FAINZA ATFFIP2— =—TEKTS CHTA— -—S0OCS7T - [TAF -— FCIHTA RUNDCZ2A—
— o H——HH - 1] -— - —a——-
-— EMPZ2 NUBFPT— = DEX/ -— TINFZ SNN— -— GSPT1
- - - 1] - -
-— FAMTEA CLECTEA— —=—— PRM3 - TXNDCT17 TNFRSF17—
-— i+ 1 - "
-— PRMZ -—B8CAR4 SENXZ29—
1 - |
-— PRMT - HS..L 107
C?Bocf?S—-
I T T I
10.5

11 11.5 12
Position on chr16 (Mb)

Fig E4 Regional association results (-log 10 (P-value), y-axis) for chromosome 16p13. The most-associated SNP is shown in
purple, and the color of the remaining markers reflects the linkage disequilibrium (r 2) with the top SNP. The recombination rate (...
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