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Figure E1: QQ-plots and lambda of meta-analyses per phenotype, age group and

model.
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Figure E2: Miami plots of meta-analyses per phenotype and age group. Mirrored plots
display the main model of the respective phenotype on the top and the hay fever
adjusted model on the bottom. Blue line indicate suggestive significance (p <1 x 107)
and red line genome-wide significance (p <5 x 107%).
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Figure E3: Locus zoom plots of lead SNPs are shown.

Figure E3.1 Locus zoom plots of rs116936231 (8:17753408) in doctors-diagnosed FA +

sensitization phenotype adults, baseline model.
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Figure E3.2 Locus zoom plots of rs116936231 (8:17753408) in doctors-diagnosed FA +

sensitization phenotype adults, hay fever adjusted model.

GWAMA
10 -
LD (r)
1
8| Mo.s
® 06 .“MA .
3 0.4
8 6 ¢o02 A g pptt
& 0
o
=)
S

17'60 1770 17'80
Chromosome 8 (Mb)

GWASIo Catalog hit|s folr |GWAI\lllA _

—MTUS1 —FGL1 —ASAH1
H—H—H HHHH HHHH

PCM1—

12

- 100

Recombination Rate (cM/Mb)



Figure E3.3 Locus zoom plots of rs8022829 (14:33397346) in doctors-diagnosed FA +

sensitization phenotype adults, baseline model.
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Figure E3.4 Locus zoom plots of rs8022829 (14:33397346) in doctors-diagnosed FA +
sensitization phenotype adults, hay fever adjusted model.
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Figure E3.5 Locus zoom plots of rs6833463 (4:21244175) in doctors-diagnosed FA +
sensitization phenotype children, baseline model.
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Figure E3.6 Locus zoom plots of rs11761070 (7:24587280) in doctors-diagnosed FA +

sensitization phenotype adults, hay fever adjusted model.
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Figure E3.7 Locus zoom plots of rs74531285 (2:197132359) in doctors-diagnosed FA
phenotype children, baseline model.
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Figure E3.8 Locus zoom plots of rs78609709 (2:53770433) in doctors-diagnosed FA +

sensitization phenotype children, hay fever adjusted model.
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Figure E3.9 Locus zoom plots of rs117319649 (10:47668777) in sensitization phenotype
adults, baseline model.
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Figure E3.10 Locus zoom plots of rs117319649 (10:47668777) in sensitization phenotype
adults, hay fever adjusted model.

GWAMA
10 - ~100~
LD () 2
1 s
8l Mo.s 80 S
= 0.4 v 2
o 6 - 0.2 60 S
> 0 o
o AAA £

o
5 4 WA -40 %
=] ,AA £
T Y/AN 0
2- A ‘i -20 E
A o
T T T O m
47.50 47.60 47.70 47.80 47.90

Chromosome 10 (Mb)
GWAS Catalolg hits flor GWAMA

ANTXRL— FAM21B—
H— HHI
ANXA8L2—
HiH

AL603965.1—
—

20



Figure E3.11 Locus zoom plots of rs72705776 (4:180911393) in doctors-diagnosed FA +
sensitization phenotype adults, baseline model.
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Figure E3.12 Locus zoom plots of rs1022311 (2:180555884) in doctors-diagnosed FA

phenotype children, baseline model.
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Figure E3.13 Locus zoom plots of rs1022311 (2:180555884) in doctors-diagnosed FA
phenotype children, hay fever adjusted model.
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Figure E3.14 Locus zoom plots of rs16849773 (1:202204213) in sensitization phenotype

adults, baseline model.
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Figure E3.15 Locus zoom plots of rs55681581 (5:126981185) in self-reported FA phenotype
children, baseline model.
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Figure E3.16 Locus zoom plots of rs11645276 (16:53092980) in doctors-diagnosed FA +
sensitization phenotype children, baseline model.
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Figure E3.17 Locus zoom plots of rs62248296 (3:68324177) in self-reported FA phenotype
children, hay fever adjusted model.
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Figure E3.18 Locus zoom plots of rs74991536 (1:231163221) in doctors-diagnosed FA
phenotype children, baseline model.
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Figure E3.19 Locus zoom plots of rs74991536 (1:231163221) in doctors-diagnosed FA

phenotype children, hay fever adjusted model.
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Figure E3.20 Locus zoom plots of rs76119799 (2:212415241) in self-reported FA phenotype
children, baseline model.
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Figure E3.21 Locus zoom plots of rs76119799 (2:212415241) in self-reported FA phenotype
children, hay fever adjusted model.
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Figure E3.22 Locus zoom plots of rs73174808 (3:177288324) in self-reported FA phenotype
children, baseline model.
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Figure E3.23 Locus zoom plots of rs2055684 (3:69108316) in doctors-diagnosed FA +
sensitization phenotype children, baseline model.
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Figure E3.24 Locus zoom plots of rs2055684 (3:69108316) in doctors-diagnosed FA +
sensitization phenotype children, hay fever adjusted model.
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Figure E3.25 Locus zoom plots of rs4025780 (17:764038) in doctors-diagnosed FA

phenotype children, baseline model.
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Figure E3.26 Locus zoom plots of rs138021736 (13:50028384) in doctors-diagnosed FA
phenotype adults, baseline model.
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Figure E3.27 Locus zoom plots of rs11643761 (16:9065990) in sensitization phenotype
children, baseline model.
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Figure E3.28 Locus zoom plots of rs117937277 (9:116941113) in doctors-diagnosed FA

phenotype adults, baseline model.
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Figure E3.29 Locus zoom plots of rs16952200 (18:7602849) in doctors-diagnosed FA
phenotype children, hay fever adjusted model.

GWAMA
10
LD (r?)
1
8 0.8
(o)) 0.6
% 0.4
> 6 - 0.2
S 0
o
- 4
(=]
o
2|
0-

7.40

750 7.60 7.50
Chromosome 18 (Mb)

GWAS Cat?log hitsl; for ?WAMA

PTPRM—

- 100

39

Recombination Rate (cM/Mb)



Figure E3.30 Locus zoom plots of rs114560495 (5:146894281) in self-reported FA
phenotype adults, baseline model.
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Figure E3.31 Locus zoom plots of rs114560495 (5:146894281) in self-reported FA

phenotype adults, hay fever adjusted model.
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Figure E3.32 Locus zoom plots of rs2692192 (3:180026087) in doctors-diagnosed FA +
sensitization phenotype adults, baseline model.
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Figure E3.33 Locus zoom plots of rs61648937 (15:41407730) in self-reported FA phenotype
adults, baseline model.
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Figure E3.34 Locus zoom plots of rs12650891 (4:94788391) in doctors-diagnosed FA +
sensitization phenotype adults, hay fever adjusted model.

GWAMA

10 - 100~
LD () 2
1 s
gd| Mos 180 =
% 0.4 %
S 6 go2 ‘ L60 @
S 0 c
o 4 40 L)
— - - =]
g £
- 20
2] 20 E
o
(3]
& (O @
- - - : - v AT 08 ,

94.60 94.70 94.80 94.90 95.00

Chromosome 4 (Mb)

G\mAlS Catalog hits for GWAMA I -

GRID2—

ATOII-I 1—

44



Figure E3.35 Locus zoom plots of rs62305340 (4:84493126) in doctors-diagnosed FA
phenotype adults, baseline model.
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Figure E3.36 Locus zoom plots of rs79989571 (3:53474278) in self-reported FA phenotype
children, hay fever adjusted model.
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Figure E3.37 Locus zoom plots of rs10899967 (10:44509338) in doctors-diagnosed FA
phenotype children, baseline model.
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Figure E3.38 Locus zoom plots of rs10265041 (7:151127104) in self-reported FA phenotype
adults, baseline model.
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Figure E3.39 Locus zoom plots of rs10265041 (7:151127104) in self-reported FA phenotype
adults, hay fever adjusted model.
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Figure E3.40 Locus zoom plots of rs73228469 (12:97466262) in doctors-diagnosed FA
phenotype adults, baseline model.
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Figure E3.41 Locus zoom plots of rs12450646 (17:5907793) in self-reported FA phenotype
adults, baseline model.
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Figure E3.42 Locus zoom plots of rs7108444 (11:104857234) in doctors-diagnosed FA +
sensitization phenotype children, baseline model.
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Figure E3.43 Locus zoom plots of rs56296494 (10:5918344) in sensitization phenotype

adults, baseline model.
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Figure E3.44 Locus zoom plots of rs6007514 (22:45640136) in sensitization phenotype

adults, baseline model.
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Figure E3.45 Locus zoom plots of rs6007514 (22:45640136) in sensitization phenotype

adults, hay fever adjusted model.
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Figure E3.46 Locus zoom plots of rs2033784 (15:67449660) in doctors-diagnosed FA

phenotype adults, baseline model.
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Figure E3.47 Locus zoom plots of rs66609926 (2:61067286) in sensitization phenotype
children, baseline model.
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Figure E3.48 Locus zoom plots of rs66609926 (2:61067286) in sensitization phenotype
children, hay fever adjusted model.
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Figure E4: Forest plots of all SNPs meeting suggestive significance (p <1 x 107) in
any phenotype and model. Summary statistic (OR * 95% confidence interval) across
all cohorts for the respective lead SNP are presented. Meta-analysis results are shown
on the bottom line.

Discovered in self-reported food allergy phenotype (baseline model) — children

Self-reported children 2:212415241

Study N Case Controls Prevalence Cl PVAL OR EAF
BAMSE_W2 1659 1142 517 0.69 HH 0.30-0.61 3.49e-06 0.43 0.05
Lifelines 1792 117 1675 0.07 H— 0.28-1.00 4.86e-02 0.53 0.06
The_Raine_Study 1490 232 1258 0.16 Hl— 0.22-0.81 9.31e-03 0.42 0.06
COPSAC 917 90 827 0.1 —— 0.36-1.69 5.30e-01 0.78 0.05
INMA_Omni 743 81 662 0.11 —— 0.39-2.32 9.00e-01 0.94 0.05
YFS 2026 33 1993 0.02 t L] 0.38-3.93 7.44e-01 1.22 0.04
Fixed_effect 8627 > 0.41 - 0.67 3.92e-07 0.52 0.05
Random_effect 8627 < 0.41-0.75 1.18e-04 0.55 0.05

T T T T T 1

0 1 2 3

OR
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Self-reported_children 3:177288324

Study N Case Controls Prevalence Cl PVAL OR EAF
BAMSE_W2 1659 1142 517 0.69 - 0.96 - 1.80 9.09e-02 1.31 0.07
The_Raine_Study 1490 232 1258 0.16 —a— 0.87-2.24 1.67e-01 1.4 0.06
COPSAC 917 90 827 0.1 A 1.20-3.68 9.63e-03 2.1 0.06
Lifelines 1792 117 1675 0.07 —a— 0.82-2.52 2.09e-01 1.43 0.06
Iow 908 82 826 0.09 —a— 1.11-3.63 3.08e-02 2 0.05
IDEFICS/I.Family 2768 54 2714 0.02 —a— 1.09-3.59 2.51e-02 1.98 0.06
YFS 2026 33 1993 0.02 —— 0.91-347 1.11e-01 1.78 0.11
INMA_Omni 743 81 662 0.11 88— 0.97-3.90 7.32e-02 1.95 0.05
INMA_GSA 580 25 555 0.04 F——8&——> 0.53-5.12 4.14e-01 1.65 0.06
Fixed_effect 12883 - 1.33-1.91 4.02e-07 1.59 0.07
Random_effect 12883 - 1.33 -1.91 4.02e-07 1.59 0.07
T T T T
0 1.33 2.67
OR
Self-reported_children 5:126981185
Study N Case Controls Prevalence Cl PVAL OR EAF
BAMSE_W2 1659 1142 517 0.69 HiH 1.02-1.55 2.85e-02 1.26 0.17
The_Raine_Study 1490 232 1258 0.16 - 0.94-1.75 1.14e-01 1.29 0.18
Lifelines 1792 117 1675 0.07 —a— 0.82-1.69 3.90e-01 1.17 0.17
COPSAC 917 90 827 0.1 —a— 0.93-2.03 1.16e-01 1.37 0.16
10w 908 82 826 0.09 —a— 0.94-2.11 1.04e-01 1.41 0.16
BAMSE_W1 374 242 132 0.65 —— 0.91-2.05 1.37e-01 1.36 0.19
IDEFICS/I.Family ~ 2768 54 2714 0.02 —a— 1.26-2.99 277e-03 1.94 0.16
YFS 2026 33 1993 0.02 8> 1.24-4.01 1.27e-02 2.23 0.12
INMA_GSA 580 25 555 0.04 ——8&——  0.87-391 1.18e-01 1.85 0.19
Fixed_effect 12514 > 1.22 - 1.55 2.74e-07 1.37 0.16
Random_effect 12514 -> 1.22 - 1.55 2.74e-07 1.37 0.16
T T T 1
0 1.33 2,67
OR
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Discovered in self-reported food allergy phenotype (hay fever adjusted model) — children

Self-reported (hay fever adj.) children 2:212415241

Study N Case Controls Prevalence Cl PVAL OR EAF
BAMSE_W2 1513 1024 489 0.68 - 0.29-0.62 1.41e-05 0.42 0.05
The_Raine_Study 1490 232 1258 0.16 —— 0.20-0.77 6.38e-03 0.39 0.06
Lifelines 1790 117 1673 0.07 —a— 0.28-1.07 7.76e-02 0.55 0.06
COPSAC 917 90 827 0.1 F———78——> 0.36-1.69 5.30e-01 0.78 0.05
Fixed_effect 5710 - 0.36 - 0.63 2.24e-07 0.47 0.05
Random_effect 5710 - 0.36 - 0.63 2.24e-07 0.47 0.05

| N S B . E— —

0 0.4 0.8 1.2

OR

Self-reported (hay fever adj.) children 3:53474278

Study N Case Controls Prevalence Cl PVAL OR EAF
BAMSE_W2 1513 1024 489 0.68 —a— 1.17-2.92 8.51e-03 1.85 0.04
The_Raine_Study 1490 232 1258 0.16 —a— 1.12-3.16 1.63e-02 1.88 0.05
COPSAC 917 90 827 0.1 > 1.17-4.18 1.47e-02 2.21 0.04
oW 908 82 826 0.09 —a— 0.78-2.90 246e-01 1.5 0.05
Lifelines 1790 117 1673 0.07 ——8—> 1.08-4.42 2.90e-02 2.19 0.04
INMA_Omni 583 73 510 0.13 A 0.72-3.22 2.84e-01 1.53 0.05
Fixed_effect 7201 —-— 1.45-2.36 8.15e-07 1.85 0.04
Random_effect 7201 - 1.45-2.36 8.15e-07 1.85 0.04

1 T 1T T T 1

0 1.33 267 4

OR

Self-reported (hay fever adj.) children 3:68324177

Study N Case Controls Prevalence Cl PVAL OR EAF
BAMSE_W2 1513 1024 489 0.68 —— 1.44-230 4.65e-07 1.82 0.19
The_Raine_Study 1490 232 1258 0.16 i 0.90-1.66 2.03e-01 1.22 0.19
Lifelines 1790 117 1673 0.07 —— 1.04-213 2.88e-02 1.49 0.19
COPSAC 917 90 827 0.1 - 0.82-1.73 3.66e-01 1.19 0.2
BAMSE_W1 358 232 126 0.65 —a— 0.80-2.04 3.02e-01 1.28 0.18
INMA_Omni 583 73 510 0.13 —-— 0.63-1.81 7.98e-01 1.07 0.17
Fixed_effect 6651 > 1.25-1.66 3.43e-07 1.44 0.19
Random_effect 6651 - 1.17 - 1.66 2.50e-04 1.39 0.19

Tt T 1T T T 1

0 1 2 3

OR
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Discovered in doctors-diagnosed food allergy phenotype (baseline model) — children

Doctors-diagnosed adults 4:84493126

Study N Case Controls Prevalence Cl PVAL OR EAF
Lifelines 20088 650 19438 0.03 i 0.68-0.88 1.38e-04 0.78 0.24
KORA 1090 223 867 0.2 —— 0.63-1.05 1.07e-01 0.82 0.26
BAMSE_W2 637 181 456 0.28 —— 0.50-0.94 2.09e-02 0.69 0.22
EBB 205422 105 205317 5.11e-04 F—®——> 0.64-1.28 5.77e-01 0.91 0.19
PIAMA 1089 62 1027 0.06 fF—®————> 049-1.27 3.12e-01 0.79 0.22
IoOW 970 40 930 0.04 F——®——> 0.47-140 4.52e-01 0.82 0.25
BAMSE_W1 130 54 76 0.42 f—8&— 0.33-1.13 1.16e-01 0.61 0.25
Fixed_effect 229426 > 0.71 - 0.86 7.90e-07 0.78 0.19
Random_effect 229426 > 0.71 - 0.86 7.90e-07 0.78 0.19

T T T T T 1

0 0.4 0.8 1.2

OR

Doctors-diagnosed adults 9:116941113

Study N Case Controls Prevalence Cl PVAL OR EAF
Lifelines 20088 650 19438 0.03 —— 1.63-3.55 1.06e-05 2.4 0.02
EBB 205422 105 205317 5.11e-04 f————> 1.02-6.37 4.53e-02 2.55 0.02
10w 970 40 930 0.04 f i 0.65-7.61 2.49e-01 2.22 0.02
Fixed_effect 226480 - 1.71 - 3.40 5.92e-07 2.41 0.02
Random_effect 226480 - 1.71 - 3.40 5.92e-07 2.41 0.02

0 1.33 2.67 4
OR
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Doctors-diagnosed adults 12:97466262

Study N Case Controls Prevalence Cl PVAL OR EAF
Lifelines 20088 650 19438 0.03 - 1.16-1.87 1.37e-03 1.48 0.06
KORA 1090 223 867 0.2 —— 0.97-2.24 7.57e-02 1.47 0.06
BAMSE_W2 637 181 456 0.28 —— 1.12-2.69 1.36e-02 1.74 0.08
EBB 205422 105 205317 5.11e-04 f—#—— > 1.01-3.18 4.49e-02 1.8 0.06
PIAMA 1089 62 1027 0.06 F—8——— 1 0.77-291 249e-01 1.5 0.06
IoW 970 40 930 0.04 I L 0.53-3.02 6.08e-01 1.26 0.06
Fixed_effect 229296 E— 1.29 - 1.81 8.52e-07 1.53 0.06
Random_effect 229296 - 1.29 - 1.81 8.52e-07 1.53 0.06
T T T T 1
0 1 2
OR
Doctors-diagnosed adults 13:50028384
Study N Case Controls Prevalence Cl PVAL OR EAF
Lifelines 20088 650 19438 0.03 Hl— 1.30-2.47 4.17e-04 1.79 0.03
KORA 1090 223 867 0.2 —— 1.33-3.33 2.10e-03 2.1 0.04
EBB 205422 105 205317 5.11e-04 f 7 0.95-5.33 6.39e-02 2.26 0.03
Fixed_effect 226600 . 1.49 - 2.47 5.00e-07 1.92 0.03
Random_effect 226600 1.49 - 2.47 5.00e-07 1.92 0.03

S
T T T T 1

0 1.33 2.67
OR
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Doctors-diagnosed adults 15:67449660

Study N Case Controls
Lifelines 20088 650 19438
KORA 1090 223 867
BAMSE_W2 637 181 456
EBB 205422 105 205317
PIAMA 1089 62 1027
IowW 970 40 930
BAMSE_W1 130 54 76

Fixed_effect 229426

Random_effect 229426

Prevalence

0.03

0.2

0.28

5.11e-04

0.06

0.04

0.42

64

Cl
HiH 1.12-1.43
i 0.97 - 1.52
i 0.85-1.45
—— 1.12-2.05
—— 0.91-1.99
—— 0.72-1.80
- 0.76 - 2.35
L 4 1.15-1.38
- 1.15-1.38

T T T T 1

1 2 3

OR

PVAL

1.80e-04

9.17e-02

4.48e-01

6.44e-03

1.41e-01

5.76e-01

3.14e-01

4.40e-07

4.40e-07

OR

1.26

1.21

1.1

1.52

1.35

1.14

1.34

1.26

1.26

EAF

0.29

0.3

0.3
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0.28

0.32

0.31
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Discovered in doctors-diagnosed food allergy phenotype (hay fever adjusted model) —

Fixed_effect 9314

Random_effect 9314

Doctors-diagnosed (hay fever adj.) children 1:231163221

children
Study N Case Controls
GINILISAsouth 1470 330 1140
BAMSE_W2 1614 301 1313
IoW 908 60 848
GENR 2094 34 2060
Lifelines 1738 65 1673
The_Raine_Study 1490 41 1449

Prevalence

0.22

0.19

0.07

0.02

0.04

0.03

Cl

1.47 - 4.65

0.94 - 3.06

1.10-6.39

244 -17.20

0.29 - 3.84

0.99-51.93

1.77 -3.43

1.63 - 4.08

PVAL

1.56e-03

7.66e-02

5.05e-02

1.77e-04

9.35e-01

5.11e-02

1.06e-07

5.54e-05

OR

2.62

1.7

2.65

6.48

1.05

7.7

2.46

2.58

EAF

0.02

0.02

0.02

0.02

0.02

0.03

0.02

0.02
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Doctors-diagnosed (hay fever adj.) children 2:180555884

Study N Case Controls Prevalence Cl PVAL OR EAF
GINILISAsouth 1470 330 1140 0.22 HiH 1.07-1.82 1.61e-02 1.39 0.11
BAMSE_W2 1614 301 1313 0.19 i 1.08-1.93 1.28e-02 1.45 0.11
GINILISAnorth 753 150 603 0.2 —a— 1.46-3.27 2.01e-04 2.19 0.11
IOW 908 60 848 0.07 —a— 0.86-2.56 1.68e-01 1.49 0.1
Lifelines 1738 65 1673 0.04 —— 0.78-2.70 2.45e-01 1.45 0.09
BAMSE_W1 373 89 284 0.24 - 0.51-1.89 9.48e-01 0.98 0.11
GENR 2094 34 2060 0.02 A 0.34-2.05 6.91e-01 0.83 0.09
The_Raine_Study 1490 41 1449 0.03 | L 0.94-9.89 6.42e-02 3.04 0.1
Fixed_effect 10440 -> 1.27 -1.73 5.80e-07 1.48 0.1
Random_effect 10440 > 1.25-1.77 1.11e-05 1.49 0.1
T T T T T 1
0 1.67 3.33 5
OR
Doctors-diagnosed (hay fever adj.) children 18:7602849
Study N Case Controls Prevalence Cl PVAL OR EAF
GINILISAsouth 1470 330 1140 0.22 —a— 1.21-3.03 7.50e-03 1.91 0.03
BAMSE_W2 1614 301 1313 0.19 - 1.37-3.51 1.04e-03 2.2 0.03
Iow 908 60 848 0.07 I i 0.97-4.88 7.85e-02 2.18 0.03
Lifelines 1738 65 1673 0.04 f L 0.67-5.10 2.31e-01 1.86 0.03
GENR 2094 34 2060 0.02 f i 0.92-7.76 6.94e-02 2.68 0.04
The_Raine_Study 1490 41 1449 0.03 — 0.00-2.83 1.74e-01 0.09 0.04
Fixed_effect 9314 —~— 1.54 -2.70 6.60e-07 2.04 0.03
Random_effect 9314 e 1.54 -2.70 6.60e-07 2.04 0.03
T I T I 1
0 1.33 2.67 4
OR
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Discovered in sensitization phenotype (baseline model) — children

Sensitization children 2:61067286

Study N Case Controls Prevalence Cl PVAL OR EAF
PIAMA 1828 575 1253 0.31 HH 1.10-1.46 1.24e-03 1.26 0.4
BAMSE_W2 1243 436 807 0.35 HH 1.00-1.42 4.52e-02 1.19 0.38
GINILISAsouth 1433 351 1082 0.24 Ha— 1.15-1.66 4.92e-04 1.38 0.41
GINILISAnorth 789 140 649 0.18 Ha— 0.82-1.40 6.16e-01 1.07 0.44
GENR_HRC 1651 103 1548 0.06 - 1.02-1.84 3.82e-02 1.37 0.42
COPSAC 686 114 572 0.17 - 0.88-1.60 2.70e-01 1.18 0.41
BAMSE_W1 374 90 284 0.24 - 0.84-1.64 3.53e-01 1.17 0.4
GENR_1000G 721 29 692 0.04 —a— 0.53-1.72 8.81e-01 0.96 0.42
Fixed_effect 8725 - 1.15-1.35 9.57e-08 1.24 0.41
Random_effect 8725 - 1.15-1.35 9.57e-08 1.24 0.41

T T 1 1T T 1

0 1 2 3

OR

Sensitization childrenn 16:9065990

Study N Case Controls Prevalence Cl PVAL OR EAF
GINILISAsouth 1433 351 1082 0.24 —— 0.92-1.69 1.63e-01 1.25 0.09
BAMSE_W2 1243 436 807 0.35 —a— 1.25-2.35 8.55e-04 1.71 0.08
GINILISAnorth 789 140 649 0.18 . 1.13-2.64 1.45e-02 1.72 0.1
GENR_HRC 1651 103 1548 0.06 —a— 0.79-2.03 3.29e-01 1.27 0.09
COPSAC 686 114 572 0.17 A 1.09-2.81 2.15e-02 1.75 0.08
BAMSE_W1 374 90 284 0.24 F——8——> 0.94-3.19 7.89e-02 1.73 0.07
ow 848 53 795 0.06 —— 0.59-2.27 6.81e-01 1.15 0.09
GENR_1000G 721 29 692 0.04 F———®—> 060-543 289-01 1.81 0.08
Fixed_effect 7745 - 1.28 -1.76 5.57e-07 1.5 0.09
Random_effect 7745 - 1.28 - 1.76 5.57e-07 1.5 0.09

T T T T T 1

0 1 2 3

OR

67



Discovered in sensitization phenotype (hay fever adjusted model) — children

Sensitization (hay fever adj.) children 2:61067286

Study N Case Controls Prevalence Cl PVAL OR EAF
PIAMA 1594 506 1088 0.32 HiH 1.09-1.48 226e-03 1.27 0.4
BAMSE_W2 1180 412 768 0.35 HH 1.02-1.46 3.40e-02 1.22 0.38
GINILISAsouth 1433 351 1082 0.24 i 1.11-1.62 2.77e-03 1.34 0.41
GINILISAnorth 789 140 649 0.18 - 0.82-1.43 5.73e-01 1.08 0.44
COPSAC 686 114 572 0.17 —a— 0.88-1.60 2.70e-01 1.18 0.41
GENR_HRC 1510 92 1418 0.06 —a— 1.08-2.08 1.52e-02 1.5 0.42
BAMSE_W1 365 88 277 0.24 —— 0.87-1.92 2.04e-01 1.29 04
GENR_1000G 654 28 626 0.04 —a— 0.44-1.57 5.71e-01 0.83 0.42
Fixed_effect 8211 2 2 1.15-1.36 2.09e-07 1.25 0.41
Random_effect 8211 - 1.15-1.36 2.09e-07 1.25 0.41

T T T T T 1

0 1 2 3

OR
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Discovered in doctors-diagnosed plus sensitization phenotype (baseline model) — children

Doctors-di + itizati i 3:69108316
Study N Case Controls Prevalence Cl PVAL OR EAF
BAMSE_W2 1019 276 743 0.27 - 0.47-0.72 3.49e-07 0.58 0.47
GINILISAsouth 978 125 853 0.13 HlH 0.55-0.97 2.95e-02 0.73 0.47
BAMSE_W1 333 7 262 0.21 Hl— 0.51-1.06 9.96e-02 0.73 0.49
GINILISAnorth 539 38 501 0.07 - 0.57-1.52 7.86e-01 0.93 0.47
COPSAC 543 21 522 0.04 —— 0.48-1.67 7.26e-01 0.89 0.5
GENR_HRC 1406 16 1390 0.01 b 0.67-2.78 3.92e-01 1.36 0.47
oW 753 " 742 0.01 - 0.33-1.78 65.31e-01 0.76 0.47
Fixed_effect 5571 - 0.61-0.80 4.16e-07 0.7 0.48
Random_effect 5571 -> 0.61-0.89 1.29¢-03 0.74 0.48
T T T T T 1
0 1 2 3
OR
Doct + i 4:21244175
Study N Case Controls Prevalence [ol] PVAL OR EAF
BAMSE_W2 1019 276 743 0.27 - 1.33-2.04 3.91e-06 1.65 0.28
GINILISAsouth 978 125 853 0.13 —— 0.96-1.73 9.63e-02 1.29 0.26
BAMSE_W1 333 71 262 0.21 —a— 1.09-2.45 1.75e-02 1.64 0.27
GINILISAnorth 539 38 501 0.07 —a— 0.71-2.19 4.42e-01 1.25 0.25
COPSAC 543 21 522 0.04 . 0.64-2.59 4.77e-01 1.29 0.28
GENR_HRC 1406 16 1390 0.01 F———#—> 084-383 1.28e-01 1.8 0.25
Iow 753 11 742 0.01 ——8——————> 044-3.23 7.26e-01 1.2 0.24
Fixed_effect 5571 - 1.30 - 1.74 5.05e-08 1.5 0.26
Random_effect 5571 - 1.30 - 1.74 5.05e-08 1.5 0.26
0 1 2 3
OR
Doct: i + itizati i 11:104857234
Study N Case Controls Prevalence Cl PVAL OR EAF
BAMSE_W2 1019 276 743 0.27 i 1.23-2.08 4.27e-04 1.6 0.15
GINILISAsouth 978 125 853 0.13 —— 1.14-224 851e-03 1.6 0.16
BAMSE_W1 333 71 262 0.21 A 1.27-3.41 3.70e-03 2.08 0.14
GINILISAnorth 539 38 501 0.07 —a— 0.50-2.14 9.22e-01 1.04 0.13
COPSAC 543 21 522 0.04 - 0.44-243 9.43e-01 1.03 0.17
GENR_HRC 1406 16 1390 0.01 —— 0.43-2.88 8.24e-01 1.11 0.15
oW 753 " 742 0.01 f——8———> 048-4.05 551e-01 14 0.14
Fixed_effect 5571 - 1.31-1.86 9.07e-07 1.56 0.15
Random_effect 5571 - 1.31-1.86 9.07e-07 1.56 0.15
T T T T T 1
0 1.33 267 4
OR
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Doctors-di d+ 16:5:

Study N Case Controls Prevalence Cl
BAMSE_W2 1019 276 743 0.27 i 0.49-0.76
GINILISAsouth 978 125 853 0.13 —— 0.55-0.99
BAMSE_W1 333 7 262 0.21 F—&——- 0.54-1.16
GINILISAnorth 539 38 501 0.07 —a— 0.32-1.00
COPSAC 543 21 522 0.04 f——#——> 0.33-143
GENR_HRC 1406 16 1390 0.01 F——®——> 040-1.79
ow 753 1 742 0.01 f———®——> 0.35-2.06
Fixed_effect 5571 - 0.59 - 0.79
Random_effect 5571 - 0.59 - 0.79

T T T T T 1

0 04 0.8 1.2

OR

PVAL

1.27e-05

4.37e-02

2.35e-01

4.30e-02

3.16e-01

6.62e-01

7.15e-01

3.07e-07

3.07e-07

OR

0.4

0.39

0.39
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Discovered in doctors-diagnosed plus sensitization phenotype (hay fever adjusted model) —
children

Doctors-diagnosed + sensitization (hay fever adj.) children 2:53770433

Study N Case Controls Prevalence Cl PVAL OR EAF
BAMSE_W2 973 265 708 0.27 - 1.31-3.33 2.10e-03 2.09 0.05
GINILISAsouth 978 125 853 0.13 - 1.30-4.29 7.05e-03 2.36 0.05
GINILISAnorth 539 38 501 0.07 A 0.78-6.83 1.57e-01 2.31 0.05
GENR_HRC 1402 16 1386 0.01 f————8—> 1.93-21.33 243e-03 6.41 0.04
Iow 753 1 742 0.01 p——®—> 1.17-20.15 5.06e-02 4.85 0.05
COPSAC 543 21 522 0.04 — 0.02-3.12 2.69e-01 0.23 0.05
Fixed_effect 5188 - 1.73 -3.32 1.40e-07 2.4 0.05
Random_effect 5188 _— 1.63 - 3.87 3.21e-05 2.51 0.05

T T T T T 1

0 267 5.33 8

OR

Doctors-diagnosed + sensitization (hay fever adj.) children 3:69108316

Study N Case Controls Prevalence Cl PVAL OR EAF
BAMSE_W2 973 265 708 0.27 HH 0.41-0.66 4.50e-08 0.52 0.47
GINILISAsouth 978 125 853 0.13 Hi— 0.57-1.05 1.03e-01 0.77 0.47
BAMSE_W1 326 70 256 0.21 Hi— 0.41-1.01 5.53e-02 0.64 0.49
GINILISAnorth 539 38 501 0.07 —a— 0.42-1.28 275e-01 0.74 0.47
COPSAC 543 21 522 0.04 —a— 0.48-1.67 7.26e-01 0.89 0.5
GENR_HRC 1402 16 1386 0.01 i 0.58-2.73 5.69e-01 1.25 0.47
oW 753 " 742 0.01 —— 0.31-1.77 4.96e-01 0.74 0.47
Fixed_effect 5514 - 0.56 - 0.76 6.59e-08 0.65 0.48
Random_effect 5514 > 0.56 - 0.85 4.95e-04 0.69 0.48

L L L L L

0 1 2 3

OR

Discovered in self-reported food allergy phenotype (baseline model) — adults
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Self-rep: adults 5:1. 1
Study N Case Controls Prevalence Cl PVAL OR EAF
Lifelines 22096 2658 19438 0.12 HH 1.15-1.69 7.59e-04 1.39 0.02
KORA 2240 735 1505 0.33 HiH 0.89-1.74 2.09e-01 1.24 0.03
SHIP_TREND_B2 2975 136 2839 0.05 —— 0.90-3.30 1.24e-01 1.72 0.03
The_Raine_Study 1217 142 1075 0.12 —a— 1.08-4.12 2.99e-02 2.1 0.03
EGEA 849 107 742 0.13 F————8———> 1.64-7.09 1.01e-03 3.41 0.04
SHIP_START 4020 114 3906 0.03 —— 0.71-3.12 3.15e-01 1.49 0.03
SHIP_TREND_B1 981 48 933 0.05 i 0.49-4.16 5.36e-01 1.42 0.03
Fixed_effect 34378 > 1.26 - 1.70 6.74e-07 1.46 0.03
Random_effect 34378 - 1.25-1.87 4.63e-05 1.53 0.03
T T T T T 1
0 1.67 3.33 5
OR
pheno1_adults_7:151127104
Study N Case Controls Prevalence Cl PVAL OR EAF
Lifelines 22096 2658 19438 0.12 HiH 1.21-1.77 9.28e-05 1.46 0.02
KORA 2240 735 1505 0.33 —— 0.86-1.81 2.47e-01 1.25 0.03
BAMSE_W2 1408 616 792 0.44 —a— 1.06-2.50 2.74e-02 1.62 0.03
SHIP_START 4020 114 3906 0.03 —— 0.92-3.07 1.12e-01 1.68 0.03
EGEA 849 107 742 0.13 F——8——> 1.32-464 4.54e-03 2.48 0.04
SHIP_TREND_B2 2975 136 2839 0.05 —— 0.58-2.17 7.28e-01 1.13 0.03
RAINE 1217 142 1075 0.12 —— 0.36-1.65 5.03e-01 0.77 0.04
SHIP_TREND_B1 981 48 933 0.05 — 0.27-2.89 8.24e-01 0.88 0.04
YFS 1540 58 1482 0.04 - 0.10-3.03 4.36e-01 0.54 0.02
Fixed_effect 37326 - 1.24 - 1.64 8.47e-07 1.43 0.03
Random_effect 37326 - 1.20 - 1.67 4.83e-05 1.42 0.03
—r 1 1 T T 1
0 1.33 267 4
OR
pheno1_adults_15:41407730
Study N Case Controls Prevalence Cl PVAL OR EAF
Lifelines 22096 2658 19438 0.12 - 1.02-1.24 1.65e-02 1.13 0.1
KORA 2240 735 1505 0.33 = ol 1.20-1.80 2.28e-04 1.47 0.1
BAMSE_W2 1408 616 792 0.44 o 0.90-1.57 2.31e-01 1.19 0.08
SHIP_TREND_B2 2975 136 2839 0.05 —a— 1.01-2.16 5.42e-02 1.48 0.09
RAINE 1217 142 1075 0.12 —a— 0.83-1.79 3.03e-01 1.22 0.11
10w 981 85 896 0.09 —— 1.42-3.17 4.58e-04 2.12 0.12
EGEA 849 107 742 0.13 - 0.61-1.47 7.99e-01 0.94 0.12
SHIP_START 4020 114 3906 0.03 —a— 0.73-1.81 5.63e-01 1.15 0.09
SHIP_TREND_B1 981 48 933 0.05 —— 0.58-2.42 6.52e-01 1.18 0.08
YFS 1540 58 1482 0.04 —— 0.49-2.83 7.21e-01 1.18 0.05
Fixed_effect 38307 - 1.12-1.31 7.02e-07 1.21 0.09
Random_effect 38307 - 1.12 - 1.46 3.24e-04 1.28 0.09
—r 1 1 1 1 1
0 1.33 267 4
OR
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pheno1_adults_17:5907793

Study N Case Controls Prevalence Cl  PVAL OR EAF
Lifelines 22096 2658 19438 0.12 - 1.07-1.21 3.38e-05 1.14 0.35
KORA 2240 735 1505 0.33 HH 0.97-1.26 1.27e-01 1.11 0.37
BAMSE_W2 1408 616 792 0.44 . 1.01-1.38 3.50e-02 1.18 0.36
PIAMA 1248 221 1027 0.18 - 0.87-1.36 4.46e-01 1.09 0.34
SHIP_TREND_B2 2975 136 2839 0.05 —— 0.91-150 2.29e-01 1.17 0.36
RAINE 1217 142 1075 0.12 . 0.79-1.36 7.83e-01 1.04 0.36
SHIP_START 4020 114 3906 0.03 —— 0.79-1.38 7.79e-01 1.04 0.35
EGEA 849 107 742 0.13 —— 0.93-1.66 1.40e-01 1.24 0.39
oW 981 85 896 0.09 —— 0.75-1.46 7.80e-01 1.05 0.38
BAMSE_W1 309 128 181 0.41 —_— 0.64-1.26 5.32e-01 0.9 0.39
YFS 1540 58 1482 0.04 —a— 0.76 - 1.65 5.56e-01 1.12 0.36
SHIP_TREND_B1 981 48 933 0.05 —a— 0.55-1.35 5.18e-01 0.86 0.37
Fixed_effect ~ 39864 . 1.07 -1.18 8.63e-07 1.12 0.36
Random_effect 39864 . 1.07 -1.18 8.63e-07 1.12 0.36
T T T T T 1
0 1 2 3
OR
pheno1_adults_22:22556934
Study N Case Controls Prevalence Cl PVAL OR EAF
KORA 2240 735 1505 0.33 ——M———> 0.48-1.30 3.49e-01 0.79 0.98
SHIP_START 4020 114 3906 0.03 Hil— 0.12-0.48 4.71e-04 0.24 0.99
1ow 981 85 896 0.09 Hi— 0.09-0.38 3.11e-05 0.18 0.98
SHIP_TREND B2 2975 136 2839 0.05 f———M@—> 0.27-2.12 6.14e-01 0.76 0.99
Fixed_effect 10216 - 0.31-0.60 8.35e-07 0.43 0.99
Random_effect 10216 _— 0.18 - 0.87 2.07e-02 0.4 0.99
—r 1T 1 T T 1
0 0.4 0.8 1.2
OR
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Discovered in self-reported food allergy phenotype (hay fever adjusted model) — adults

Self-reported (hay fever adj.) adults 5:146894281

Study N Case Controls Prevalence Cl  PVAL OR EAF
Lifelines 21659 2617 19042 0.12 HH 1.20-1.79 1.94e-04 1.46 0.02
KORA 2110 659 1451 0.31 HiH 0.86-1.82 2.39e-01 1.25 0.03
The_Raine_Study 1217 142 1075 0.12 —a— 1.06-4.38 3.50e-02 2.15 0.03
SHIP_START 4019 114 3905 0.03 - 0.67-3.06 3.70e-01 1.43 0.03
SHIP_TREND_B2 1936 103 1833 0.05 F——®—> 1.20-5.74 249e-02 2.63 0.03
EGEA 839 106 733 0.13 F———®—> 1.46-6.99 3.65e-03 3.2 0.04
Fixed_effect 31780 > 1.31-1.80 1.95e-07 1.53 0.03
Random_effect 31780 - 1.28 - 2.09 8.95e-05 1.64 0.03

T T T T T 1

0 1.67 3.33 5

OR

pheno1_allrhin_adults_7:151127104

Study N Case Controls Prevalence Cl PVAL OR EAF
Lifelines 21659 2617 19042 0.12 HEH 1.19-1.75 2.14e-04 1.44 0.03
KORA 2110 659 1451 0.31 —— 0.80-1.81 3.74e-01 1.21 0.03
BAMSE_W2 1392 611 781 0.44 —a— 1.15-2.81 1.06e-02 1.79 0.03
SHIP_START 4019 114 3905 0.03 —a— 0.84-291 1.81e-01 1.56 0.03
SHIP_TREND_B1 4019 47 840 0.05 —a— 0.84-291 1.81e-01 1.56 0.03
SHIP_TREND_B2 4019 103 1833 0.05 —a— 0.84-291 1.81e-01 1.56 0.03
EGEA 839 106 733 0.13 F———®&—> 1.39-4.93 286e-03 2.62 0.04
RAINE 1217 142 1075 0.12 - 0.33-1.61 4.38e-01 0.73 0.04
YFS 1515 58 1457 0.04 H— 0.07-2.81 3.47e-01 0.45 0.02
Fixed_effect 35574 - 1.25-1.67 8.58e-07 1.44 0.03
Random_effect 35574 - 1.18 - 1.76 4.24e-04 1.44 0.03

—r 1 1 1 1 1

0 1.33 267 4

OR

pheno1_alirhin_adults_22:22556934

Study N Case Controls Prevalence Cl PVAL OR EAF
KORA 2110 659 1451 0.31 F—®—— A 0.39-1.16 1.63e-01 0.68 0.98
SHIP_START 4019 114 3905 0.03 Ha— 0.13-0.51 9.55e-04 0.26 0.99
SHIP_TREND_B1 4019 47 840 0.05 Ha— 0.13-0.51 9.55e-04 0.26 0.99
SHIP_TREND_B2 4019 103 1833 0.05 Ha— 0.13-0.51 9.55e-04 0.26 0.99
oW 981 85 896 0.09 Hi— 0.10-0.43 1.10e-04 0.2 0.98
Fixed_effect 7110 - 0.26 - 0.55 4.00e-07 0.38 0.99
Random_effect 7110 ~—— 0.16 - 0.73 6.07e-03 0.34 0.99

T T T T 71 1

0 0.4 0.8 1.2

OR
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Discovered in doctors-diagnosed food allergy phenotype (baseline model) — adults

Doctors-diagnosed adults 4:84493126

Study N Case Controls Prevalence Cl PVAL OR EAF
Lifelines 20088 650 19438 0.03 HiH 0.68-0.88 1.38e-04 0.78 0.24
KORA 1090 223 867 0.2 —— 0.63-1.05 1.07e-01 0.82 0.26
BAMSE_W2 637 181 456 0.28 —— 0.50-0.94 2.09e-02 0.69 0.22
EBB 205422 105 205317 5.11e-04 —®——> 064-128 577e-01 0.91 0.19
PIAMA 1089 62 1027 0.06 F——8———> 0.49-127 3.12e-01 0.79 0.22
oW 970 40 930 0.04 F——8—> 0.47-1.40 4.52e-01 0.82 0.25
BAMSE_W1 130 54 76 0.42 —8—— 0.33-1.13 1.16e-01 0.61 0.25
Fixed_effect 229426 - 0.71-0.86 7.90e-07 0.78 0.19
Random_effect 229426 - 0.71 - 0.86 7.90e-07 0.78 0.19

T T T T T 1

0 0.4 0.8 1.2

OR
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Doctors-diagnosed adults 9:116941113

Study N Case Controls Prevalence Cl PVAL OR EAF
Lifelines 20088 650 19438 0.03 —— 1.63-3.55 1.06e-05 2.4 0.02
EBB 205422 105 205317 5.11e-04 j—M——> 1.02-6.37 4.53e-02 2.55 0.02
oW 970 40 930 0.04 f—MW——> 0.65-7.61 249-01 222 0.02

Fixed_effect 226480

Random_effect 226480

e 1.71 - 3.40 5.92e-07 2.41 0.02

—_— 1.71 - 3.40 5.92¢-07 2.41 0.02

0 1.33 2.67 4
OR

Doctors-diagnosed adults 12:97466262

Study N Case Controls Prevalence Cl
Lifelines 20088 650 19438 0.03 i 1.16 - 1.87
KORA 1090 223 867 0.2 - 0.97-2.24
BAMSE_W2 637 181 456 0.28 - 1.12-2.69
EBB 205422 105 205317 5.11e-04 F—®——-> 1.01-3.18
PIAMA 1089 62 1027 0.06 - 0.77-291
Iow 970 40 930 0.04 F—8———— > 0.53-3.02
Fixed_effect 229296 - 1.29 -1.81
Random_effect 229296 - 1.29 -1.81

T T 1T 1T T 1

0 1 2 3

OR

PVAL

1.37e-03

7.57e-02

1.36e-02

4.49e-02

2.49e-01

6.08e-01

8.52e-07

8.52e-07

OR

1.48

EAF

0.06

0.06

0.08

0.06

0.06

0.06

0.06

0.06
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Doctors-diagnosed adults 13:50028384

Study N Case Controls Prevalence
Lifelines 20088 650 19438 0.03

KORA 1090 223 867 0.2

EBB 205422 105 205317 5.11e-04

Fixed_effect 226600

Random_effect 226600

Cl  PVAL OR EAF

Hl— 1.30-247 4.17e-04 1.79 0.03

— 1.33-333 210e-03 2.1 0.04

——M——> 095-533 6.39e-02 2.26 0.03

- 1.49 - 2.47 5.00e-07 1.92 0.03
- 1.49 - 2.47 5.00e-07 1.92 0.03
T T 1 1T 1T 1
1.33 267 4
OR

Study N
Lifelines 20088
KORA 1090
BAMSE_W2 637
EBB 205422
PIAMA 1089
Iow 970
BAMSE_W1 130

Fixed_effect 229426

Random_effect 229426

Doctors-diagnosed adults 15:67449660

Case Controls

650

223

181

105

62

40

54

19438

867

456

205317

1027

930

76

Prevalence

0.03

0.2

0.28

5.11e-04

Cl PVAL OR EAF
HH 1.12-1.43 1.80e-04 1.26 0.29
HiH 0.97-1.52 9.17e-02 1.21 0.3
H— 0.85-1.45 4.48e-01 1.11 0.3
—— 1.12-2.05 6.44e-03 1.52 0.29
—a— 0.91-1.99 1.41e-01 1.35 0.28
—a— 0.72-1.80 5.76e-01 1.14 0.32
—a— 0.76-2.35 3.14e-01 1.34 0.31
- 1.15-1.38 4.40e-07 1.26 0.29
i d 1.15 - 1.38 4.40e-07 1.26 0.29
—r 1 1 1T 1T 1
1 2 3
OR
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Discovered in sensitization phenotype (baseline model) — adults

Sensitization adults 1:202204213

Study N Case Controls Prevalence Cl PVAL OR EAF
EGEA 927 319 608 0.34 F—M——— 1.97-492 1.19e-06 3.11 0.03
low 736 156 580 0.21 A 0.84-3.02 1.68e-01 1.59 0.03
BAMSE_W2 1393 112 1281 0.08 —a— 1.05-4.24 3.58e-02 2.11 0.02
Fixed_effect 3056 - 1.72 - 3.34 2.46e-07 2.4 0.03
Random_effect 3056 _ 1.54 - 3.49 5.70e-05 2.32 0.03

| I B B . R —

0 1.67 3.33 5

OR

Sensitization adults 10:5918344

Study N Case Controls Prevalence Cl PVAL OR EAF
BAMSE_W2 1393 112 1281 0.08 - 0.95-2.79 7.68e-02 1.63 0.05
EGEA 927 319 608 0.34 f—M——> 1.86-599 5.23e-05 3.34 0.03
oW 736 156 580 0.21 —-— 0.95-3.31 8.01e-02 1.78 0.04
The_Raine_Study 927 84 843 0.09 —M——  1.12-457 2.30e-02 2.26 0.03
Fixed_effect 3983 - 1.58 - 2.90 9.75e-07 2.14 0.04
Random_effect 3983 o 1.54 - 2.99 6.62¢-06 2.14 0.04

| S B B . a——

0 1.67 3.33 5

OR
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Sensitization adults 10:47668777

Study N Case Controls Prevalence Cl PVAL OR EAF
BAMSE_W2 1393 112 1281 0.08 f———7——> 1.67-530 2.18e-04 2.97 0.04
EGEA 927 319 608 0.34 —M——> 1.31-4.38 4.65e-03 2.39 0.04
The_Raine_Study 927 84 843 0.09 —M—> 1.22-4.08 9.58e-03 2.23 0.04
Fixed_effect 3247 p— 1.79 - 3.57 1.58e-07 2.52 0.04
Random_effect 3247 _ 1.79 - 3.57 1.58e-07 2.52 0.04

T T T T T 1

0 1.33 267 4

OR
Sensitization adults 22:45640136

Study N Case Controls Prevalence Cl PVAL OR EAF
BAMSE_W2 1393 112 1281 0.08 —— 1.30-2.30 1.69e-04 1.73 0.48
The_Raine_Study 927 84 843 0.09 —-— 1.22-237 1.80e-03 1.7 0.48
KORA 780 181 599 0.23 —— 0.92-1.95 1.36e-01 1.34 0.09
BAMSE_W1 307 37 270 0.12 —— 0.84-242 1.83e-01 1.43 045
Fixed_effect 3407 - 1.33-1.90 3.09e-07 1.59 0.39
Random_effect 3407 - 1.33 -1.90 3.09e-07 1.59 0.39

T T T T T 1

0 1 2 3

OR
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Discovered in sensitization phenotype (hay fever adjusted model) — adults

Sensitization (hay fever adj.) adults 10:47668777

Study N Case Controls Prevalence Cl PVAL OR EAF
BAMSE_W2 1376 112 1264 0.08 f—M———> 169-5.56 2.37e-04 3.06 0.04
EGEA 914 317 597 0.35 A 1.36-4.52 2.90e-03 2.48 0.04
The_Raine_Study 927 84 843 0.09 —a— 1.27-4.34 6.23e-03 2.35 0.04
Fixed_effect 3217 i 1.85-3.72 7.31e-08 2.62 0.04
Random_effect 3217 i 1.85-3.72 7.31e-08 2.62 0.04

T T T T T 1

0 1.67 333 5

OR

pheno3_allrhin_adults_22:45640136

Study N Case Controls Prevalence Cl PVAL OR EAF
BAMSE_W2 1376 112 1264 0.08 —a— 1.35-241 7.53e-05 1.8 048
RAINE 927 84 843 0.09 —— 1.24-2.44 1.25e-03 1.74 0.48
KORA 779 180 599 0.23 —— 0.86-2.10 1.91e-01 1.35 0.09
BAMSE_W1 304 37 267 0.12 —— 0.84-2.53 1.77e-01 1.46 0.45
Fixed_effect 3386 - 1.37 - 1.99 1.34e-07 1.65 0.39
Random_effect 3386 - 1.37 - 1.99 1.34e-07 1.65 0.39

| N B B S — —

0 1 2 3

OR
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Discovered in doctors-diagnosed food allergy plus sensitization phenotype (baseline model)
— adults

Docte i + itization adults
Study N Case Controls Prevalence Cl  PVAL OR EAF
BAMSE_W2 1251 88 1163 0.07 F L { 1.77e-01 - 1.02e+00 5.52e-02 0.43 0.07
EGEA 553 54 499 0.1 | | 6.37e-04 - 1.11e-02 3.98e-16 0 0.05
The_Raine_Study 1217 22 1195 0.02 L3 2.10e-01-3.91e+00 8.96e-01 0.91 0.05
ow 579 17 562 0.03 | 2.67e-35-8.62e+26 6.25¢-02 0 0.05
Fixed_effect 3600 = 8.72e-02 - 3.33e-01 2.34e-07 0.17 0.06
Random_effect 3600
(I) ' 0'4 ‘ GTB ' 1‘2
OR
Doctors-diagnosed + sensitization adults 3:180026087

Study N Case Controls Prevalence Cl PVAL OR EAF

BAMSE_W?2 1251 88 1163 0.07 F—— 1.51-4.93 922e-04 2.73 0.04

EGEA 553 54 499 0.1 F——> 1.94-8.01 1.47e-04 3.94 0.06

The_Raine_Study 1217 22 1195 0.02 f L 0.66-5.37 2.41e-01 1.88 0.04

Fixed_effect 3021 e 1.91 -4.44 6.84e-07 2.91 0.04

Random_effect 3021 e 1.91 -4.44 6.84e-07 2.91 0.04

0 1.67 3.33 5
OR
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Doctors-diagnosed + sensitization adults 4:180911393

Study N Case Controls Prevalence (o] PVAL OR EAF
BAMSE_W2 1251 88 1163 0.07 - 1.15-298 1.14e-02 1.85 0.08
KORA 450 68 382 0.15 —— 1.46-4.25 1.28e-03 2.49 0.09
EGEA 553 54 499 041 f—M—> 1.88-5.93 4.10e-05 3.34 0.1
IoW 579 17 562 0.03 —— 0.42-3.35 7.52e-01 1.19 041
The_Raine_Study 1217 22 1195 0.02 - 0.34-2.86 9.74e-01 0.98 0.1
Fixed_effect 4050 - 1.61-2.83 1.66e-07 2.13 0.09
Random_effect 4050 —_— 1.42 -2.98 1.27e¢-04 2.06 0.09

T T T 1

0 1.67 3.33

OR

Study N Case Controls Prevalence
BAMSE_W2 1251 88 1163 0.07
The_Raine_Study 1217 22 1195 0.02
ow 579 17 562 0.03

Fixed_effect 3047

Random_effect 3047

Doctors-diagnosed + sensitization adults 8:17753408

cl PVAL OR EAF

2.36e+00 - 7.86e+00 2.06e-06 4.3 0.03

2.14e+00 - 2.32e+01 1.32e-03 7.04 0.02

1.65e-51 - 1.39e+43 2.15e-01 0 0.02

2.77e+00 - 8.18e+00 1.62e-08 4.76 0.02

2.77e+00 - 8.18e+00 1.62e-08 4.76 0.02
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Doctors-diagnosed + sensitization adults 14:33397346

Study N Case Controls Prevalence Cl PVAL OR EAF
BAMSE_W2 1251 88 1163 0.07 —_-— 1.41-3.16 2.65e-04 2.12 0.1
EGEA 553 54 499 0.1 —— 1.05-3.60 3.31e-02 1.95 0.1
KORA 450 68 382 0.15 - 0.54-2.08 8.61e-01 1.06 0.08
The_Raine_Study 1217 22 1195 0.02 f—MW——> 1.66-857 1.56e-03 3.77 0.09
IoOW 579 17 562 0.03 I L 0.86-5.73 1.30e-01 2.23 0.07
Fixed_effect 4050 - 1.52 -2.62 7.74e-07 1.99 0.09
Random_effect 4050 - 1.41-2.82 1.08e-04 1.99 0.09
1T T T T 1
1.67 3.33 5
OR

Discovered in doctors-diagnosed food allergy plus sensitization phenotype (hay fever

adjusted model) — adults
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Doctors-diagnosed + sensitization (hay fever adj.) adults 14:33397346

Study N Case Controls Prevalence Cl PVAL OR EAF
BAMSE_W2 1235 88 1147 0.07 —— 1.43-3.37 3.01e-04 2.2 0.1
EGEA 545 54 491 041 —— 1.24-3.98 7.12e-03 2.22 0.1
KORA 450 68 382 0.15 - 0.68-3.63 3.01e-01 1.57 0.08
The_Raine_Study 1217 22 1195 0.02 f—W——> 1.70-9.29 1.44e-03 3.98 0.09
Iow 579 17 562 0.03 f L 0.71-4.84 2.36e-01 1.85 0.07
Fixed_effect 4026 - 1.68 - 2.98 4.31e-08 2.23 0.09
Random_effect 4026 - 1.68 - 2.98 4.31e-08 2.23 0.09

I T I T

0 1.67 3.33

OR
Doctors-diagnosed + sensitization (hay fever adj.) adults 7:24587280

Study N Case Controls Prevalence Cl PVAL OR EAF
BAMSE_W2 1235 88 1147 0.07 —M— 1.88-4.68 3.25¢-06 2.96 0.08
The_Raine_Study 1217 22 1195 0.02 f 1l 0.79-5.73 1.35e-01 2.13 0.07
IowW 579 17 562 0.03 } L 1.25-10.33 2.87e-02 3.59 0.07
Fixed_effect 3031 i 1.96 - 4.26 8.70e-08 2.89 0.07
Random_effect 3031 i 1.96 - 4.26 8.70e-08 2.89 0.07

I T T T T T

0 1.67 3.33
OR
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Doctors-diagnosed + sensitization (hay fever adj.) adults 8:17753408

Study N Case Controls Prevalence
BAMSE_W2 1235 88 1147 0.07 ; L !
The_Raine_Study 1217 22 1195 0.02 F L
low 579 17 562 0.03 |
Fixed_effect 3031 e —
Random_effect 3031 R

T T T T T

0 6

OR

cl PVAL OR EAF

2.38e+00 - 8.37e+00 3.12e-06 4.46 0.03

2.32e+00 - 2.72e+01 9.55e-04 7.95 0.02

2.49e-47 - 6.37e+38 1.45e-01 0 0.02

2.87e+00 - 8.84e+00 1.86e-08 5.03 0.03

2.87e+00 - 8.84e+00 1.86e-08 5.03 0.03

Doctors-diagnosed + sensitization (hay fever adj.) adults 14:33397346

Study N Case Controls Prevalence Cl PVAL OR EAF
BAMSE_W2 1235 88 1147 0.07 —-— 1.43-3.37 3.01e-04 2.2 0.1
EGEA 545 54 491 041 —-— 1.24-3.98 7.12e-03 2.22 0.1
KORA 450 68 382 0.15 —-— 0.68-3.63 3.01e-01 1.57 0.08
The_Raine_Study 1217 22 1195 0.02 f—MW—> 1.70-9.29 1.44e-03 3.98 0.09
oW 579 17 562 0.03 } L { 0.71-4.84 2.36e-01 1.85 0.07
Fixed_effect 4026 - 1.68 - 2.98 4.31e-08 2.23 0.09
Random_effect 4026 - 1.68 - 2.98 4.31e-08 2.23 0.09
T T T 1 1
1.67 3.33 5
OR
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Figure E5: Plots from conditional analyses. Conditional analysis could not be
performed for variant rs28713513 which related to self-reported FA in adults as it was

not found in the LD reference panel.

Figure E5.1 Locus plot of the result of conditional analysis on rs116936231 (8:17753408) in
doctors-diagnosed FA + sensitization phenotype adults, baseline model.
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Figure E5.2 Locus plot of the result of conditional analysis on rs116936231 (8:17753408) in
doctors-diagnosed FA + sensitization phenotype adults, hay fever adjusted model.
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Figure E5.3 Locus plot of the result of conditional analysis on rs8022829 (14:33397346) in

doctors-diagnosed FA + sensitization phenotype adults, baseline model.
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Figure E5.4 Locus plot of the result of conditional analysis on rs8022829 (14:33397346) in
doctors-diagnosed FA + sensitization phenotype adults, hay fever adjusted model.
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Figure E5.5 Locus plot of the result of conditional analysis on rs6833463 (4:21244175) in
doctors-diagnosed FA + sensitization phenotype children, baseline model.
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Figure E5.6 Locus plot of the result of conditional analysis on rs11761070 (7:24587280) in
doctors-diagnosed FA + sensitization phenotype adults, hay fever adjusted model.
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Figure E5.7 Locus plot of the result of conditional analysis on rs74531285 (2:197132359) in
doctors-diagnosed FA phenotype children, baseline model.
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Figure E5.8 Locus plot of the result of conditional analysis on rs78609709 (2:53770433) in
doctors-diagnosed FA + sensitization phenotype children, hay fever adjusted model.
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Figure E5.9 Locus plot of the result of conditional analysis on rs117319649 (10:47668777) in
sensitization phenotype adults, baseline model.
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Figure E5.10 Locus plot of the result of conditional analysis on rs117319649 (10:47668777)
in sensitization phenotype adults, hay fever adjusted model.
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Figure E5.11 Locus plot of the result of conditional analysis on rs72705776 (4:180911393) in
doctors-diagnosed FA + sensitization phenotype adults, baseline model.
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Figure E5.12 Locus plot of the result of conditional analysis on rs1022311 (2:180555884) in
doctors-diagnosed FA phenotype children, baseline model.
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Figure E5.13 Locus plot of the result of conditional analysis on rs1022311 (2:180555884) in
doctors-diagnosed FA phenotype children, hay fever adjusted model.
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Figure E5.14 Locus plot of the result of conditional analysis on rs16849773 (1:202204213) in
sensitization phenotype adults, baseline model.
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Figure E5.15 Locus plot of the result of conditional analysis on rs55681581 (5:126981185) in
self-reported FA phenotype children, baseline model.
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Figure E5.16 Locus plot of the result of conditional analysis on rs11645276 (16:53092980) in
doctors-diagnosed FA + sensitization phenotype children, baseline model.
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Figure E5.17 Locus plot of the result of conditional analysis on rs62248296 (3:68324177) in
self-reported FA phenotype children, hay fever adjusted model.
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Figure E5.18 Locus plot of the result of conditional analysis on rs74991536 (1:231163221) in
doctors-diagnosed FA phenotype children, baseline model.
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Figure E5.19 Locus plot of the result of conditional analysis on rs74991536 (1:231163221) in

doctors-diagnosed FA phenotype children, hay fever adjusted model.
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Figure E5.20 Locus plot of the result of conditional analysis on rs76119799 (2:212415241) in
self-reported FA phenotype children, baseline model.
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Figure E5.21 Locus plot of the result of conditional analysis on rs76119799 (2:212415241) in
self-reported FA phenotype children, hay fever adjusted model.
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Figure E5.22 Locus plot of the result of conditional analysis on rs73174808 (3:177288324) in
self-reported FA phenotype children, baseline model.
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Figure E5.23 Locus plot of the result of conditional analysis on rs2055684 (3:69108316) in
doctors-diagnosed FA + sensitization phenotype children, baseline model.
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Figure E5.24 Locus plot of the result of conditional analysis on rs2055684 (3:69108316) in
doctors-diagnosed FA + sensitization phenotype children, hay fever adjusted model.
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Figure E5.25 Locus plot of the result of conditional analysis on rs4025780 (17:764038) in
doctors-diagnosed FA phenotype children, baseline model.
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Figure E5.26 Locus plot of the result of conditional analysis on rs138021736 (13:50028384)
in doctors-diagnosed FA phenotype adults, baseline model.
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Figure E5.27 Locus plot of the result of conditional analysis on rs11643761 (16:9065990) in
sensitization phenotype children, baseline model.
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Figure E5.28 Locus plot of the result of conditional analysis on rs117937277 (9:116941113)
in doctors-diagnosed FA phenotype adults, baseline model.
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Figure E5.29 Locus plot of the result of conditional analysis on rs16952200 (18:7602849) in
doctors-diagnosed FA phenotype children, hay fever adjusted model.
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Figure E5.30 Locus plot of the result of conditional analysis on rs114560495 (5:146894281)
in self-reported FA phenotype adults, baseline model.
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Figure E5.31 Locus plot of the result of conditional analysis on rs114560495 (5:146894281)

in self-reported FA phenotype adults, hay fever adjusted model.
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Figure E5.32 Locus plot of the result of conditional analysis on rs2692192 (3:180026087) in
doctors-diagnosed FA + sensitization phenotype adults, baseline model.
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Figure E5.33 Locus plot of the result of conditional analysis on rs61648937 (15:41407730) in
self-reported FA phenotype adults, baseline model.
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Figure E5.34 Locus plot of the result of conditional analysis on rs12650891 (4:94788391) in
doctors-diagnosed FA + sensitization phenotype adults, hay fever adjusted model.
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Figure E5.35 Locus plot of the result of conditional analysis on rs62305340 (4:84493126) in
doctors-diagnosed FA phenotype adults, baseline model.
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Figure E5.36 Locus plot of the result of conditional analysis on rs79989571 (3:53474278) in

self-reported FA phenotype children, hay fever adjusted model.
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Figure E5.37 Locus plot of the result of conditional analysis on rs10899967 (10:44509338) in
doctors-diagnosed FA phenotype children, baseline model.
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Figure E5.38 Locus plot of the result of conditional analysis on rs10265041 (7:151127104) in
self-reported FA phenotype adults, baseline model.
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Figure E5.39 Locus plot of the result of conditional analysis on rs10265041 (7:151127104) in

self-reported FA phenotype adults, hay fever adjusted model.
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Figure E5.40 Locus plot of the result of conditional analysis on rs73228469 (12:97466262) in
doctors-diagnosed FA phenotype adults, baseline model.
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Figure E5.41 Locus plot of the result of conditional analysis on rs12450646 (17:5907793) in

self-reported FA phenotype adults, baseline model.

-|0910 P

—
N

oNRO®
1

© o0 K

NBRO®O

]
o
(5]
o
(]

0.
0.
0.
0.
0.
o

@)

©

o

@0

o

«NLRP1 CTB-162E12.1- «RP11-960B9.2 <AIPL1
HHiHH— | | —H
WSCD1- ~BTF3P14
| F——t———HiH | il
RNU6-1264P~ RP11-636N17.1-
| |
FAM64A-
1
| | I | | |
54 5.6 5.8 6 6.2 6.4

Chromosome 17 (Mb)

126



Figure E5.42 Locus plot of the result of conditional analysis on rs7108444 (11:104857234) in
doctors-diagnosed FA + sensitization phenotype children, baseline model.
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Figure E5.43 Locus plot of the result of conditional analysis on rs56296494 (10:5918344) in
sensitization phenotype adults, baseline model.
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Figure E5.44 Locus plot of the result of conditional analysis on rs6007514 (22:45640136) in
sensitization phenotype adults, baseline model.
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Figure E5.45 Locus plot of the result of conditional analysis on rs6007514 (22:45640136) in
sensitization phenotype adults, hay fever adjusted model.

P %
e 0.8-1.0 o
o 0.6-0.8
34° 0.4-0.6
0 0.2-0.4 0
) =
0.0-0.2 ® o
o @
o 2 o
(]
o
o
~
1 -
0 -
«RP4-753M9.1 NUP50- UPK3A- RIBC2-» FBLN1l-
- H——HH—H I ™ m WA FHHHHH— HH-H—
ARHGAP8- «CTA-217C2.1 FAM118A- «CTA-941F9.9
- Ht+HHH—H frta HHH |
«PHF21B «CTA-217C2.2 «SMC1B «RNU6-1161P
B —H——t——1 | HHH 1
RP1-127820.4 CTA-268H5.12- “RP1-102D24.5
«KIAA0930
B
(—MIR‘1249
CTA-268H5.14

I I 1 I
45.2 45.4 45.6 45.8 46
Chromosome 22 (Mb)

130



Figure E5.46 Locus plot of the result of conditional analysis on rs2033784 (15:67449660) in
doctors-diagnosed FA phenotype adults, baseline model.
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Figure E5.47 Locus plot of the result of conditional analysis on rs66609926 (2:61067286) in
sensitization phenotype children, baseline model.
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Figure E5.48 Locus plot of the result of conditional analysis on rs66609926 (2:61067286) in
sensitization phenotype children, hay fever adjusted model.
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Figure E6: Heatmaps of food allergy meta-analysis estimates compared with effects of other atopic diseases from previous GWAS.
Effects were compared with A) atopic dermatitis, B) age of allergy onset, C) allergic rhinitis, D) asthma, E) atopic diseases, F) childhood
onset asthma

Heatmap of food allergy meta-analysis estimates

children reference acdults
Beta
. 050
025
0.00
rs I (—
rs11811788
rs115161931
rs114503346
5‘2? & v:*b & $ & $ &
S o & > o S i o
ot & 3 L N 9o & Lo
& IS o 5 B > 5
< S o O g > & K
P a 1) S & & IS 2
5 £ & & g s & §
& K 5 S * &
g § & & & &
RS ° & *
& & <3
£ S &
S & E;
5 &
& ()
; &
S 5
& i
Q

A Model

Reference: Budu-Aggrey A, Kilanowski A, Sobczyk MK, Shringarpure SS, Mitchell R, Reis K, et al. European and multi-ancestry genome-wide association meta-analysis of atopic
dermatitis highlights importance of systemic immune regulation. Nat Commun. 2023;14(1):6172.

134



rs9431
rs78037977
rs7728612
rs7559046
rs7521390
rs73739621
rs7140939
rs6905282
rs6780858
r$6594499
rs6531663
rs597808
rs56062135
rs55646091
rs4971089
rs4938576
rs4795400
rs4705962
rs4574025
rs45613035
rs45610037
rs2918302
rs$2085423
rs1853573
rs184587444
rs13398375
rs12123821
rs115045402
rs11236791
rs11071559
rs10791824

Heatmap of food allergy meta-analysis estimates

children reference

Model

adults

Beta

i

0.2

0.0

Reference: Ferreira MAR, Vonk JM, Baurecht H, Marenholz I, Tian C, Hoffman JD, et al. Age-of-onset information helps identify 76 genetic variants associated with allergic
disease. PLoS Genet. 2020;16(6):e1008725.

135



Heatmap of food allergy meta-analysis estimates

children reference adults

rs9648346 -

7936323

rs7717955 -

rs7328203 ‘

rs6470578 _
1s62257549 -
rs61977073

rs5743618
Beta

1s2815765 03
rs2519093 I 02
rs2428494 - 01
12164068

0.0
rs2030519

rs17294280 - - 0.1

rs1504215 -

rs148505069
rs1438673 -
rs13395467
rs11671925
rs11256017
> e > i o s o e e > N > N & N N N
g &F &£ & & & & & N g & & F & &F £ &
S > o > & S & N S 3 > N > A S A7 IS
g & & & ¥ 5 & 8 < g & & & 5 & 5§ &
~ R 2 2 o 9 9 N
5 & 5 s 5 &£ 5 ¢ & §F & £ 0§ £ & & 0§
g £ & £ o & ¢ & S o ¢ §F & 2 e P2 @
X > S : 3 ()
& S ¢ & @ & s 8 & 5 & @
Q <.'?° & b* Q (}O Qofa b‘ﬁ
o
I R g & &
I S IS S
3 IS z
g S 4 $
9 e § &
& IS 1S IS
o % o i
Q S Q Xy
S §
Q Q
C Model

Reference: Waage J, Standl M, Curtin JA, Jessen LE, Thorsen J, Tian C, et al. Genome-wide association and HLA fine-mapping studies identify risk loci and genetic pathways
underlying allergic rhinitis. Nature Genetics. 2018;50(8):1072-80.

136



Heatmap of food allergy meta-analysis estimates

children reference adults

159877891
15981625
159394288
159372120
rs917117
15911263
rs848 I
15813915
158103278
158029440
157936323 —_—
15766406
157636495
157626218
157622814
15734999
1573072483
1572833417
1572787718
rs714417
157132277
157014953
13653178
r$625228
156011033

4526212
154145717

153826620 Beta

53751289
13730775
1534173062 06

rs3027001
rs3024655 03
rs301819 )
15274945
52595389 00
152305479 ||
15223819 03
52164068
52066844
rs1930781
517669032
1517637472
517485347
517293632

a3

=)
5
3
3
3

51504215
1513405741
r$13383994
1513277355
13099273
1512935657 ]
rs12788104
512697352
512453988
512365699

r$1233578
512303699
r$12196306

31214598
1511746314
rs11670020
rs111365807
1511071559 I
rs11042902
rs10912564
510875596
r$10853952
1510416530
1510178845
510131197

@
R

D Model Reference: Han Y, Jia Q, Jahani PS, Hurrell BP, Pan C, Huang P, et al. Genome-wide
analysis highlights contribution of immune system pathways to the genetic architecture of asthma. Nat Commun. 2020;11(1):1776.

137



Heatmap of food allergy meta-analysis estimates

children reference adults

rs9889262
rs9383820
rs9372120
rs921650
rs848
157936323
rs7717955
1576167968 —
rs7512552
rs740474
17214661
rs7137828
rs6990534
rs6977955
rs6869502 _____
rs6594499
rs61192126
60946162

rs56375023
1s55646091 [
1s5029937 N
154848612
154801001
rs479844
154574025 Beta

rs4145717
4090390
1s3749833 04
rs3097670

rs3091307 0.2

152507978

e ks
s!

rs2104047

r$2025758

rs17607589

rs16903574

51444789

513088318

1512596613

rs12123821 |
1511652139

rs11169225
rs10947428
r$10910095
rs10883723
rs10760123

rs1064213
10519067

rs1048990
rs10174949
rs10068717
rs10033073

E Model Reference: Ferreira MA, Vonk JM, Baurecht H, Marenholz |, Tian

C, Hoffman JD, et al. Shared genetic origin of asthma, hay fever and eczema elucidates allergic disease biology. Nat Genet. 2017;49(12):1752-7.

138



1513277355
1s917115
rs1321859
rs9391997
rs2428494
rs1117490
rs10036789
rs16903574
rs2051809
117622378
15743618
rs2069763
512634152
rs13416555
rs4807630
rs4574025
rs28406364
rs56308324
rsB8066625
rs2066844 _
rs35032408
rs56062135
rs11071559
rs1950897
511178648
3122929
1562623446
rs10774625
rs7936312
rs61894547
rs479844
rs174621
rs12365699
1512788104
rs943451
rs7518129

Heatmap of food allergy meta-analysis estimates

children

reference

Model

adults

Beta

I 0.4

0.2

0.0

Reference: Pividori, Milton et al. “Shared and distinct genetic risk factors for childhood-

onset and adult-onset asthma: genome-wide and transcriptome-wide studies.” The Lancet. Respiratory medicine vol. 7,6 (2019): 509-522.

139



Figure E7: Comparison of effect sizes of lead SNPs (N=37) between main model and
hay fever adjusted model (OR * 95% confidence interval).
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Figure E8: Comparison of effect sizes (OR * 95% confidence interval) of lead SNPs
(N=37) between children and adults.
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Figure E9: MAGMA enrichment analysis of gene expression data. P-values of MAGMA
enrichment for children in A) self-reported food allergy phenotype with hay fever
adjustment, B) self-reported food allergy main model, C) doctors-diagnosed food
allergy with hay fever adjustment, D) doctors-diagnosed plus food-specific

sensitization and for adults in E) doctors-diagnosed food allergy phenotype with gene

expression data from 54 GTex tissues (version 8) is shown. Enrichment -log10(p-

value) of each tissue is displayed on y-axis and tissues are plotted on x-axis. Tissue

types reaching Bonferroni corrected significance are highlighted in red.
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Figure E10: Manhattan plots of gene-based tests computed by MAGMA based on
meta-analysis results from children on A) self-reported food allergy main model, B)
self-reported food allergy hay fever adjusted model, C) doctors-diagnosed food allergy
main model, D) doctors-diagnosed food allergy hay fever adjusted model, E) food-
specific sensitization main model, F) food-specific sensitization hay fever adjusted
model, G) doctors-diagnosed plus food-specific sensitization main model, H) doctors-
diagnosed plus food-specific sensitization hay fever adjusted model.
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Figure E11: Manhattan plots of gene-based tests computed by MAGMA based on
meta-analysis results from adults on A) self-reported food allergy main model, B) self-
reported food allergy hay fever adjusted model, C) doctors-diagnosed food allergy
main model, D) food-specific sensitization main model, E) food-specific sensitization
hay fever adjusted model, F) doctors-diagnosed plus food-specific sensitization main
model, G) doctors-diagnosed plus food-specific sensitization hay fever adjusted

model.

A

55
5.0 .
45 .

4.0
. .

-log10 P-value

Chromosome

-log10 P-value

Chromosome

154



55

5.0

4.5

anjea-d4 g Lbol-

17 18 19 202122

13 14 15 16

12

Chromosome

anjea-4 o Lbol-

17 18 19202122

15 16

14

®

Chromosome

55

5.0

4.5

4.0

17 18 19202122

14 15 16

13

w

anjeA-4 g Lbol-

Chromosome

155



anjea-d4 g Lbol-

17 18 19 202122

13 14 15 16

12

Chromosome

anjea-4 o Lbol-

17 18 19202122

15 16

14

®

Chromosome

156



Figure E12: Venn diagrams showing the overlap of mapped genes across phenotypes
for A) children main meta-analysis, B) children hay fever adjusted meta-analysis, C)
adults main meta-analysis, D) adults hay fever adjusted meta-analysis
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