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eAppendix
Participants
Danish IHPS cases were identified based on the Danish National Patient Register, which covers all hospital discharge diagnoses and operations performed since 1977.1 Eligible cases were defined as children who, in their first year of life, had a pyloromyotomy according to the Danish Classification of Surgical Procedures codes up through December 1995 (International Statistical Classification of Diseases, Eighth Revision (ICD-8) codes 41840, 41841, 44100) and the Nordic Classification of Surgical Procedures codes from January 1, 1996 (ICD-10 codes KJDH60, KJDH61). The total number of cases born between 1977 and 2008 and operated within the first year was 3366 (more than 90% of these were operated within the first two months). We excluded multiple births and major malformations at birth according to the EUROCAT classification (http://www.eurocat-network.eu/). We also excluded the following pregnancy complications: placenta praevia, placental abruption, placental insufficiency, hydramnios, isoimmunization, and preeclampsia. To ensure a high degree of genetic homogeneity in the genotyped sample, we obtained birthplace information from the Danish Civil Registry2, and only included cases who themselves as well as their parents were born in Scandinavia and whose grandparents were not born outside of Northwestern Europe. 1048 case samples were selected for genome-wide SNP genotyping, prioritizing most recent birth years. Of these, 46 were dropped after pre-testing, 1002 were submitted for genome-wide genotyping, and 1001 were successfully genotyped. The control group used in this study consisted of 2371 non-affected children from our ongoing GWAS of preterm delivery3, with the same exclusion criteria applied. 

Sampling, amplification and genotyping
All Danish samples were drawn from the Danish Newborn Screening Biobank and the Danish National Birth Cohort biobank, both of which are part of the Danish National Biobank. Sampling and genotyping of the discovery stage participants was undertaken in two rounds. In the first round, 1901 children were sampled from buffy coat (1440) or dried blood spot samples (461) as a part of our preterm delivery GWAS. DNA extraction and genotyping was performed at Johns Hopkins University Center for Inherited Disease Research (CIDR). For 55 samples whole-genome amplification was performed due to low yields of genomic DNA. GWAS genotyping was done with Illumina (Illumina, San Diego, CA, USA) Human 660W-Quadv1_A chip. In the second round, all IHPS cases as well as 500 extra samples from the preterm delivery GWAS were sampled using two 3mm punches from dried blood spot samples. For these samples, DNA was extracted and whole-genome amplified at Statens Serum Institut using a protocol optimized for dried blood spot samples as previously described.4 GWAS genotyping was again performed at CIDR using the Illumina Human 660W-Quadv1_A chip.  For the validation stage, we sampled 796 cases and 879 controls using punches of dried blood spot samples. DNA was extracted and whole-genome amplified at Statens Serum Institut. Genotyping of the seven selected SNPs was performed at deCODE Genetics using the Centaurus platform (Nanogen, Bothell, WA, USA) or TaqMan assays (Applied Biosystems). For the United States sample, NYS Congenital Malformations Registry records for cases and controls were linked to those of the NYS Newborn Screening Program to obtain the respective blood spots. Genomic DNA was extracted from 3 mm dried blood spot punches as described previously5 and extracted DNA was provided anonymously to LGC Genomics (Herts, UK) for genotyping. Prior to genotyping, whole genome amplification of the extracted DNA was conducted and amplification products were tested. For genotyping, case and control samples were distributed equally across each DNA plate and a competitive, allele-specific, primer extension pre-amplification method was used; repeat genotyping was conducted for 5% of all samples. For the Swedish sample, DNA was extracted from whole blood for all 129 sporadic cases. For the 742 Swedish controls, 362 were infants with DNA extracted from placenta biopsies, and the remaining 380 were middle aged anonymous blood donors for whom DNA was obtained from whole blood. All cases and controls in the additional Swedish familial sample had whole blood samples available. The Swedish samples were genotyped at Karolinska Institutet using TaqMan SNP assays (Applied Biosystems).
 
Quality control and imputation
In the discovery set genotypes for a total of 559390 SNPs were released in both genotyping rounds. Prior to imputation, we required participants to have a genotype call rate >97%, and we excluded SNPs based on a missing rate >2%, deviation from Hardy-Weinberg equilibrium in controls (P<10-3), minor allele frequency <0.5%, or discrepancies (P<10-7) in allele frequencies between the two genotyping rounds. We also converted the genotype data from NCBI build 36 to NCBI build 37 and aligned all genotypes to the forward strand. Finally, we excluded SNPs that did not match known variant positions in the 1000 Genomes project reference data. The remaining 529128 SNPs were used for imputation. We used a two-step procedure to impute unobserved genotypes using phased haplotypes from the integrated Phase I release of the 1000 Genomes Project.6 In a first pre-phasing step, we used SHAPEIT7 to estimate haplotypes for the IHPS study samples. In a second step, we imputed missing alleles for additional SNPs directly onto these phased haplotypes using IMPUTE2.8 After a first round of association testing, we selected imputed SNPs with P values <110-7 for further study. This fairly stringent initial P value threshold was chosen in order to have good statistical power in the combined analysis of discovery stage and validation stage results, even for variants with a low minor allele frequency. In order to achieve increased accuracy, we reimputed the most significantly associated regions using the original IMPUTE2 algorithm (i.e. without pre-phasing). There was however little difference compared to the pre-phasing approach. We chose imputed SNPs or insertion/deletions (indels) with minor allele frequencies (MAFs) of >1% and SNPTEST proper_info value of ≥0.5 for further analyses. This yielded a total of 9737928 imputed genetic variants.



eTable 1. Discovery stage, validation stage and combined results for three known IHPS loci, and one putative locus. The table shows chromosome; SNP name; base pair position; effect (Eff) allele; alternative (Alt) allele; Sample set; effect allele frequencies; numbers of cases and controls; Odds ratio estimate with 95% confidence interval (CI); P value for test of association; heterogeneity estimate (I2) with 95% CI; P value for Cochran’s Q test of heterogeneity (Het P)
	
	
	Position
	Alleles
	
	Frequency
	Number
	Odds Ratio
	
	I2 (%)
	

	chr
	SNP
	(bp)
	Eff
	Alt
	Sample Set
	Ca
	Con
	Ca
	Con
	(95% CI)
	P value
	(95% CI)
	Het P

	3
	rs11712066
	151830309
	A
	G
	Discovery
	0.8307
	0.7484
	1001
	2371
	1.64 (1.43–1.88) 
	3.2e-13
	
	

	
	
	
	
	
	Denmark
	0.8306
	0.7640
	791
	875
	1.51 (1.28–1.80)
	1.9e-06
	
	

	
	
	
	
	
	Sweden
	0.8307
	0.8029
	127
	718
	1.20 (0.85–1.71)
	0.30
	
	

	
	
	
	
	
	U.S.
	0.8569
	0.7946
	734
	689
	1.55 (1.27–1.88)
	1.1e-05
	
	

	
	
	
	
	
	Combined
	
	
	2653
	4653
	1.55 (1.42–1.70)
	2.6e-21
	0 (0–86)
	0.44

	3
	rs573872
	153472163
	G
	T
	Discovery
	0.2887
	0.2282
	1001
	2371
	1.38 (1.22–1.56)
	2.9e-07
	
	

	
	
	
	
	
	Denmark
	0.2898
	0.2163
	785
	869
	1.48 (1.26–1.73)
	1.1e-06
	
	

	
	
	
	
	
	Sweden
	0.3295
	0.2093
	129
	738
	1.86 (1.39–2.48)
	2.2e-05
	
	

	
	
	
	
	
	U.S.
	0.2330
	0.2182
	736
	692
	1.09 (0.91–1.30)
	0.34
	
	

	
	
	
	
	
	Combined
	
	
	2651
	4670
	1.37 (1.26–1.48)
	4.6e-14
	75 (29–91)
	0.01

	5
	rs29784
	172595308
	T
	C
	Discovery
	0.5395
	0.4504
	1001
	2371
	1.42 (1.28–1.58)
	1.0e-10
	
	

	
	
	
	
	
	Denmark
	0.5244
	0.4535
	780
	871
	1.33 (1.16–1.52)
	4.8e-05
	
	

	
	
	
	
	
	Sweden
	0.5814
	0.4265
	129
	735
	1.87 (1.43–2.44)
	4.0e-06
	
	

	
	
	
	
	
	U.S.
	0.4911
	0.4490
	733
	696
	1.18 (1.02–1.37)
	0.02
	
	

	
	
	
	
	
	Combined
	
	
	2643
	4673
	1.36 (1.27–1.46)
	7.5e-18
	69 (9–89)
	0.02

	19
	rs2228671
	11210912
	T
	C
	Discovery
	0.1404
	0.0955
	1001
	2371
	1.54 (1.31–1.82)
	2.5e-07
	
	

	
	
	
	
	
	Denmark
	0.1233
	0.1204
	791
	868
	1.03 (0.83–1.26)
	0.80
	
	

	
	
	
	
	
	Sweden
	0.1032
	0.0946
	126
	735
	1.10 (0.71–1.71)
	0.67
	
	

	
	
	
	
	
	U.S.
	0.1228
	0.1266
	737
	695
	0.97 (0.77–1.21)
	0.76
	
	

	
	
	
	
	
	Combined
	
	
	2655
	4669
	1.21 (1.09–1.35)
	4.2e-04
	80 (48–93)
	0.002

	
	
	
	
	
	
	
	
	
	
	
	
	
	


Eff, effect allele; Alt, alternative allele; Ca, cases; Con, controls; Frequency, effect allele frequency; CI, confidence interval; I2, heterogeneity estimate; Het P, P value for Cochran’s Q test of heterogeneity.
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eTable 2. Discovery stage, validation stage and combined results based on hierarchical logistic regression. The table shows chromosome; SNP name; base pair position; effect (Eff) allele; alternative (Alt) allele; Sample set; effect allele frequencies; numbers of cases and controls; Odds ratio estimate with 95% confidence interval (CI); P value for test of association; heterogeneity estimate (I2) with 95% CI; P value for Cochran’s Q test of heterogeneity (Het P), Between-study variance estimate (Var) based on a random effect model across studies for the slope of the logistic regression; P value for a likelihood ratio test of whether the random effect across studies for the slope of the logistic regression is needed (Het P Var).
	
	
	Position
	Alleles
	
	Frequency
	Number
	Odds Ratio
	
	I2 (%)
	
	
	

	chr
	SNP
	(bp)
	Eff
	Alt
	Sample Set
	Cases
	Controls
	Cases
	Controls
	(95% CI)
	P
	(95% CI)
	Het P
	Var
	Het P_Var

	3
	rs11712066
	151830309
	A
	G
	Discovery
	0.8307
	0.7484
	1001
	2371
	1.64 (1.43–1.88)
	5e-13
	
	
	
	

	
	
	
	
	
	Denmark
	0.8306
	0.7640
	791
	875
	1.52 (1.28–1.80)
	2.3e-06
	
	
	
	

	
	
	
	
	
	Sweden
	0.8307
	0.8029
	127
	718
	1.19(0.85–1.68)
	0.32
	
	
	
	

	
	
	
	
	
	U.S.
	0.8569
	0.7946
	734
	689
	1.55 (1.27–1.88)
	1.5e-05
	
	
	
	

	
	
	
	
	
	Combined
	
	
	2653
	4653
	1.55 (1.42–1.70)
	9.5e-22
	0 (0–87)
	0.39
	0.00
	1

	3
	rs573872
	153472163
	G
	T
	Discovery
	0.2887
	0.2282
	1001
	2371
	1.38 (1.22–1.55)
	1.3e-07
	
	
	
	

	
	
	
	
	
	Denmark
	0.2898
	0.2163
	785
	869
	1.47 (1.26–1.72)
	1.7e-06
	
	
	
	

	
	
	
	
	
	Sweden
	0.3295
	0.2093
	129
	738
	1.88 (1.40–2.52)
	2.9e-05
	
	
	
	

	
	
	
	
	
	U.S.
	0.2330
	0.2182
	736
	692
	1.09 (0.91–1.29)
	0.35
	
	
	
	

	
	
	
	
	
	Combined
	
	
	2651
	4670
	1.36 (1.26–1.48)
	4.4e-14
	75 (30–91)
	0.01
	0.01
	0.65

	5
	rs29784
	172595308
	T
	C
	Discovery
	0.5395
	0.4504
	1001
	2371
	1.42 (1.28–1.58)
	4.9e-11
	
	
	
	

	
	
	
	
	
	Denmark
	0.5244
	0.4535
	780
	871
	1.32 (1.15–1.52)
	6e-05
	
	
	
	

	
	
	
	
	
	Sweden
	0.5814
	0.4265
	129
	735
	1.81 (1.39–2.36)
	1.1e-05
	
	
	
	

	
	
	
	
	
	U.S.
	0.4911
	0.4490
	733
	696
	1.18 (1.02–1.36)
	0.03
	
	
	
	

	
	
	
	
	
	Combined
	
	
	2643
	4673
	1.36 (1.27–1.46)
	5.2e-18
	68 (5–89)
	0.03
	0.00
	1

	11
	rs12721025
	116706047
	A
	G
	Discovery
	0.0911
	0.0569
	1001
	2371
	1.83 (1.48–2.27)
	3.4e-08
	
	
	
	

	
	
	
	
	
	Denmark
	0.0741
	0.0582
	789
	876
	1.28 (0.98–1.66)
	0.07
	
	
	
	

	
	
	
	
	
	Sweden
	0.0820
	0.0634
	128
	733
	1.33 (0.81–2.21)
	0.26
	
	
	
	

	
	
	
	
	
	U.S.
	0.0860
	0.0538
	738
	697
	1.66 (1.23–2.23)
	8.3e-04
	
	
	
	

	
	
	
	
	
	Combined
	
	
	2656
	4677
	1.58 (1.37–1.82)
	1.5e-10
	38 (0–79)
	0.19
	0.005
	0.94

	11
	rs77349713
	116765476
	C
	T
	Discovery
	0.0896
	0.0533
	1001
	2371
	1.76 (1.44–2.15)
	3.5e-08
	
	
	
	

	
	
	
	
	
	Denmark
	0.0712
	0.0554
	793
	876
	1.29 (0.98–1.70)
	0.07
	
	
	
	

	
	
	
	
	
	Sweden
	0.0930
	0.0760
	129
	730
	1.25 (0.78–2.00)
	0.35
	
	
	
	

	
	
	
	
	
	U.S.
	0.0867
	0.0603
	738
	697
	1.49 (1.12–1.98)
	6.9e-03
	
	
	
	

	
	
	
	
	
	Combined
	
	
	2661
	4674
	1.53 (1.33–1.75)
	9.4e-10
	27 (0–72)
	0.25
	0.002
	0.99

	11
	rs150758276
	117085874
	C
	G
	Discovery
	0.0392
	0.0188
	1001
	2371
	2.94 (2.02–4.27)
	1.5e-08
	
	
	
	

	
	
	
	
	
	Denmark
	0.0269
	0.0201
	781
	872
	1.35 (0.86–2.12)
	0.20
	
	
	
	

	
	
	
	
	
	Sweden
	0.0310
	0.0236
	129
	741
	1.33 (0.60–2.94)
	0.48
	
	
	
	

	
	
	
	
	
	U.S.
	0.0373
	0.0244
	738
	697
	1.57 (1.01–2.44)
	0.05
	
	
	
	

	
	
	
	
	
	Combined
	
	
	2649
	4681
	1.89 (1.50–2.39)
	4.7e-08
	66 (1–89)
	0.03
	0.07
	0.34

	19
	rs2228671
	11210912
	T
	C
	Discovery
	0.1404
	0.0955
	1001
	2371
	1.54 (1.32–1.82)
	9.3e-08
	
	
	
	

	
	
	
	
	
	Denmark
	0.1233
	0.1204
	791
	868
	1.03 (0.83–1.27)
	0.80
	
	
	
	

	
	
	
	
	
	Sweden
	0.1032
	0.0946
	126
	735
	1.10 (0.71–1.69)
	0.67
	
	
	
	

	
	
	
	
	
	U.S.
	0.1228
	0.1266
	737
	695
	0.96 (0.77–1.21)
	0.75
	
	
	
	

	
	
	
	
	
	Combined
	
	
	2655
	4669
	1.21 (1.09–1.35)
	3.2e-04
	81 (49–93)
	0.001
	0.03
	0.04



eTable 3. Association results for 222 imputed SNPs with P<10-6 across the 11q23.3 locus. The table is sorted by basepair position (NCBI build 37) and shows effect (Eff) and alternative (Alt) allele; effect allele frequency; info value from SNPTEST indicating imputation quality; odds ratio for association with IHPS; P-value (after genomic control, λ=1.05 from discovery scan); indicator of whether the SNP was genotyped (Gt); squared Pearson correlation coefficient (r2) of imputed SNP allele dosage to allele dosage for the top SNP at the locus (rs12721025); function class and gene name for SNPs in genes.
	Chr
	SNP
	Position
(bp)
	Alleles
Eff       Alt
	Eff 
Freq
	Info
	OR
	P-value
	Gt
	r2
	Class
	Gene

	11
	rs12718462
	116705719
	C
	T
	0.0639
	0.8583
	1.81
	2.6e-07
	0
	0.91
	
	

	11
	rs12721025
	116706047
	A
	G
	0.0670
	0.8387
	1.83
	1.0e-07
	0
	1.00
	downstream-variant-500B
	APOA1

	11
	rs12718464
	116707401
	A
	G
	0.0618
	0.9052
	1.77
	5.2e-07
	0
	0.84
	intron-variant
	APOA1

	11
	rs142174850
	116715784
	A
	G
	0.0624
	0.9663
	1.77
	1.9e-07
	0
	0.81
	utr-variant-3-prime
	SIK3

	11
	rs112618266
	116726709
	T
	C
	0.0634
	0.9947
	1.75
	1.9e-07
	0
	0.81
	intron-variant
	SIK3

	11
	rs78087637
	116731852
	G
	C
	0.0401
	0.8842
	2.07
	1.8e-07
	0
	0.68
	intron-variant
	SIK3

	11
	rs17120099
	116735460
	C
	A
	0.0633
	0.9950
	1.75
	1.7e-07
	0
	0.81
	intron-variant
	SIK3

	11
	rs17120119
	116747282
	G
	C
	0.0633
	0.9942
	1.75
	1.6e-07
	0
	0.80
	intron-variant
	SIK3

	11
	rs12278117
	116748169
	A
	G
	0.0633
	0.9943
	1.75
	1.6e-07
	0
	0.80
	intron-variant
	SIK3

	11
	rs12279433
	116748221
	T
	G
	0.0633
	0.9943
	1.75
	1.6e-07
	0
	0.80
	intron-variant
	SIK3

	11
	rs12292614
	116748515
	G
	A
	0.0633
	0.9943
	1.75
	1.6e-07
	0
	0.80
	intron-variant
	SIK3

	11
	rs12286581
	116748744
	C
	T
	0.0633
	0.9936
	1.75
	1.6e-07
	0
	0.80
	intron-variant
	SIK3

	11
	rs75294699
	116749072
	A
	C
	0.0630
	0.9912
	1.75
	1.6e-07
	0
	0.80
	intron-variant
	SIK3

	11
	rs146092979
	116749084
	A
	C
	0.0248
	0.6965
	2.85
	8.7e-08
	0
	0.52
	intron-variant
	SIK3

	11
	rs12275565
	116753552
	G
	A
	0.0635
	0.9938
	1.75
	1.4e-07
	0
	0.80
	intron-variant
	SIK3

	11
	rs12416987
	116754265
	C
	T
	0.0633
	0.9946
	1.75
	1.7e-07
	0
	0.80
	intron-variant
	SIK3

	11
	rs2044426
	116756183
	A
	G
	0.0633
	0.9946
	1.75
	1.7e-07
	0
	0.80
	intron-variant
	SIK3

	11
	rs10892040
	116756986
	A
	G
	0.0633
	0.9946
	1.75
	1.7e-07
	0
	0.80
	intron-variant
	SIK3

	11
	rs11216174
	116757248
	G
	A
	0.0633
	0.9946
	1.75
	1.7e-07
	0
	0.80
	intron-variant
	SIK3

	11
	rs11216175
	116757398
	T
	C
	0.0633
	0.9946
	1.75
	1.7e-07
	0
	0.80
	intron-variant
	SIK3

	11
	rs148403721
	116757765
	A
	C
	0.0250
	0.6969
	2.82
	9.9e-08
	0
	0.52
	intron-variant
	SIK3

	11
	rs12284346
	116757793
	C
	T
	0.0633
	0.9946
	1.75
	1.7e-07
	0
	0.80
	intron-variant
	SIK3

	11
	rs12292278
	116758693
	C
	A
	0.0641
	0.9875
	1.76
	1.3e-07
	0
	0.80
	intron-variant
	SIK3

	11
	rs12294191
	116759824
	G
	A
	0.0635
	0.9938
	1.75
	1.4e-07
	0
	0.80
	intron-variant
	SIK3

	11
	rs117709132
	116760485
	T
	C
	0.0369
	0.8286
	2.22
	8.9e-08
	0
	0.66
	intron-variant
	SIK3

	11
	rs144010715
	116762553
	AG
	A
	0.0635
	0.9939
	1.75
	1.5e-07
	0
	0.80
	intron-variant
	SIK3

	11
	rs77349713
	116765476
	C
	T
	0.0641
	0.9904
	1.76
	1.1e-07
	0
	0.78
	intron-variant
	SIK3

	11
	rs74881320
	116765925
	C
	A
	0.0633
	0.9968
	1.74
	2.1e-07
	0
	0.79
	intron-variant
	SIK3

	11
	rs149874218
	116766310
	TTG
	T
	0.0634
	0.9970
	1.74
	2.1e-07
	0
	0.79
	intron-variant
	SIK3

	11
	rs17120131
	116772486
	C
	T
	0.0636
	0.9983
	1.73
	2.6e-07
	1
	0.79
	intron-variant
	SIK3

	11
	rs141023293
	116772917
	A
	G
	0.0252
	0.6974
	2.78
	1.3e-07
	0
	0.52
	intron-variant
	SIK3

	11
	rs17120132
	116773318
	A
	T
	0.0634
	0.9988
	1.73
	2.5e-07
	0
	0.79
	intron-variant
	SIK3

	11
	rs17120136
	116773761
	G
	T
	0.0631
	0.9964
	1.75
	1.9e-07
	0
	0.78
	intron-variant
	SIK3

	11
	rs78694306
	116774244
	T
	G
	0.0631
	0.9965
	1.74
	2.0e-07
	0
	0.78
	intron-variant
	SIK3

	11
	rs78832854
	116774475
	A
	T
	0.0643
	0.9921
	1.77
	8.0e-08
	0
	0.78
	intron-variant
	SIK3

	11
	rs115971514
	116774499
	C
	G
	0.0634
	0.9988
	1.73
	2.5e-07
	0
	0.79
	intron-variant
	SIK3

	11
	rs12280030
	116775196
	A
	T
	0.0634
	0.9988
	1.73
	2.5e-07
	0
	0.79
	intron-variant
	SIK3

	11
	rs12273762
	116777063
	A
	T
	0.0634
	0.9988
	1.73
	2.5e-07
	0
	0.79
	intron-variant
	SIK3

	11
	rs9651681
	116778065
	C
	T
	0.0634
	0.9982
	1.73
	2.6e-07
	0
	0.79
	intron-variant
	SIK3

	11
	rs35184536
	116778813
	G
	A
	0.0634
	0.9975
	1.73
	2.6e-07
	0
	0.79
	intron-variant
	SIK3

	11
	rs11216185
	116782974
	G
	T
	0.0635
	1.0000
	1.74
	2.2e-07
	1
	0.79
	intron-variant
	SIK3

	11
	rs142195028
	116784241
	A
	AG
	0.0634
	0.9984
	1.73
	2.7e-07
	0
	0.79
	intron-variant
	SIK3

	11
	rs149566815
	116784621
	T
	TAAAC
	0.0635
	0.9984
	1.72
	3.3e-07
	0
	0.78
	intron-variant
	SIK3

	11
	rs11216186
	116784692
	C
	T
	0.0635
	0.9984
	1.74
	1.9e-07
	0
	0.78
	intron-variant
	SIK3

	11
	rs79711490
	116785341
	T
	C
	0.0635
	0.9983
	1.74
	1.9e-07
	0
	0.78
	intron-variant
	SIK3

	11
	rs12277181
	116787320
	A
	G
	0.0649
	0.9807
	1.75
	1.6e-07
	0
	0.78
	intron-variant
	SIK3

	11
	rs12277092
	116787327
	T
	C
	0.0635
	0.9982
	1.74
	1.9e-07
	0
	0.78
	intron-variant
	SIK3

	11
	rs12418208
	116787633
	T
	C
	0.0635
	0.9982
	1.74
	2.0e-07
	0
	0.78
	intron-variant
	SIK3

	11
	rs12418209
	116787641
	T
	C
	0.0635
	0.9982
	1.74
	2.0e-07
	0
	0.78
	intron-variant
	SIK3

	11
	rs1006176
	116788133
	C
	T
	0.0635
	0.9982
	1.74
	2.0e-07
	0
	0.78
	intron-variant
	SIK3

	11
	rs1135663
	116788837
	T
	C
	0.0685
	0.9523
	1.73
	1.8e-07
	0
	0.78
	intron-variant
	SIK3

	11
	rs78692246
	116791307
	A
	G
	0.0595
	0.9982
	1.72
	7.4e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs10892047
	116793693
	T
	C
	0.0595
	0.9982
	1.72
	7.4e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs12292371
	116795948
	C
	G
	0.0601
	0.9911
	1.72
	7.1e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs12292434
	116796065
	A
	G
	0.0595
	0.9982
	1.72
	7.4e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs12285956
	116797475
	A
	G
	0.0595
	0.9982
	1.72
	7.4e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs79157715
	116800270
	A
	G
	0.0595
	0.9982
	1.72
	7.4e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs75776964
	116801061
	G
	C
	0.0595
	0.9982
	1.72
	7.4e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs74615346
	116802972
	C
	A
	0.0595
	0.9982
	1.72
	7.4e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs12270974
	116804005
	T
	C
	0.0595
	0.9982
	1.72
	7.4e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs12272491
	116804370
	T
	C
	0.0595
	0.9982
	1.72
	7.4e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs12418735
	116804762
	G
	T
	0.0595
	0.9982
	1.72
	7.5e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs77204473
	116805064
	G
	T
	0.0572
	0.9806
	1.77
	3.9e-07
	0
	0.74
	intron-variant
	SIK3

	11
	rs79207844
	116805441
	A
	G
	0.0574
	0.9805
	1.78
	2.7e-07
	0
	0.74
	intron-variant
	SIK3

	11
	rs12274590
	116805696
	A
	G
	0.0574
	0.9805
	1.78
	2.7e-07
	0
	0.74
	intron-variant
	SIK3

	11
	rs12273769
	116807173
	G
	T
	0.0595
	0.9982
	1.72
	7.5e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs12294657
	116807368
	C
	G
	0.0595
	0.9982
	1.72
	7.5e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs77136879
	116808453
	T
	C
	0.0595
	0.9982
	1.72
	7.5e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs7480278
	116809789
	G
	T
	0.0594
	0.9989
	1.72
	8.7e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs80015203
	116810906
	G
	A
	0.0594
	0.9989
	1.72
	8.7e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs117877581
	116810954
	G
	T
	0.0594
	0.9989
	1.72
	8.7e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs116597701
	116811487
	G
	C
	0.0594
	0.9989
	1.72
	8.7e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs78066444
	116812058
	C
	A
	0.0594
	0.9989
	1.72
	8.7e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs17120157
	116812628
	C
	T
	0.0594
	0.9990
	1.72
	8.7e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs75410648
	116813438
	T
	C
	0.0594
	0.9990
	1.72
	8.8e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs12421902
	116814646
	G
	A
	0.0594
	0.9990
	1.72
	8.8e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs11216193
	116815599
	T
	C
	0.0594
	0.9990
	1.72
	8.8e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs11216194
	116815738
	C
	G
	0.0594
	0.9990
	1.72
	8.8e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs11216195
	116815891
	A
	G
	0.0589
	0.9905
	1.72
	9.0e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs11216196
	116815892
	G
	T
	0.0604
	0.9863
	1.72
	7.2e-07
	0
	0.71
	intron-variant
	SIK3

	11
	rs35485516
	116816127
	C
	CAG
	0.0595
	0.9978
	1.72
	9.2e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs10892050
	116816394
	A
	C
	0.0594
	0.9990
	1.72
	8.8e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs11216197
	116816778
	G
	A
	0.0594
	0.9990
	1.72
	8.8e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs12293755
	116819264
	T
	A
	0.0595
	0.9989
	1.72
	8.7e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs202002623
	116819728
	GAAAC
	G
	0.0591
	0.9938
	1.72
	9.8e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs139552563
	116819732
	CAAAT
	C
	0.0591
	0.9937
	1.72
	9.8e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs12419047
	116819906
	A
	G
	0.0595
	0.9989
	1.72
	8.7e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs12421834
	116820023
	C
	A
	0.0595
	0.9989
	1.72
	8.8e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs12419437
	116820690
	A
	G
	0.0595
	0.9989
	1.72
	8.8e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs77467134
	116823107
	C
	T
	0.0595
	0.9990
	1.72
	8.8e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs76654964
	116823521
	A
	G
	0.0595
	0.9990
	1.72
	8.8e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs76146269
	116823617
	G
	A
	0.0595
	0.9990
	1.72
	8.8e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs12275355
	116824162
	G
	A
	0.0595
	0.9990
	1.72
	8.8e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs12289974
	116824286
	T
	C
	0.0595
	0.9990
	1.72
	8.8e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs2289890
	116824620
	A
	G
	0.0595
	0.9990
	1.72
	8.8e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs2289892
	116825240
	A
	G
	0.0594
	0.9990
	1.72
	8.8e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs12291040
	116826617
	C
	T
	0.0594
	0.9992
	1.72
	9.0e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs12270837
	116826643
	C
	A
	0.0594
	0.9992
	1.72
	9.0e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs878692
	116828939
	A
	C
	0.0594
	0.9993
	1.72
	9.0e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs12420857
	116829442
	T
	G
	0.0593
	0.9969
	1.72
	8.5e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs11216199
	116831016
	T
	C
	0.0594
	0.9993
	1.72
	8.9e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs183913976
	116831504
	CAGTAAA
	C
	0.0626
	0.9959
	1.72
	5.3e-07
	0
	0.70
	intron-variant
	SIK3

	11
	rs10892051
	116832718
	A
	C
	0.0595
	0.9993
	1.72
	8.8e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs201165469
	116835569
	G
	GC
	0.0567
	0.9620
	1.77
	6.8e-07
	0
	0.71
	intron-variant
	SIK3

	11
	rs12281729
	116838130
	C
	A
	0.0595
	0.9988
	1.72
	7.8e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs12417152
	116839293
	C
	G
	0.0595
	0.9989
	1.72
	7.8e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs11216204
	116839614
	A
	G
	0.0595
	0.9989
	1.72
	7.8e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs12272305
	116839938
	A
	G
	0.0595
	0.9989
	1.72
	7.8e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs12279266
	116840033
	C
	T
	0.0595
	0.9989
	1.72
	7.8e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs12418324
	116842676
	T
	C
	0.0595
	0.9991
	1.72
	7.6e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs141350559
	116845272
	CTGTT
	C
	0.0595
	0.9991
	1.72
	7.5e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs74927399
	116846266
	C
	T
	0.0596
	0.9978
	1.72
	7.2e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs76949321
	116846343
	A
	G
	0.0595
	0.9997
	1.72
	8.4e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs11216209
	116848186
	C
	T
	0.0595
	0.9997
	1.72
	8.4e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs11216212
	116850351
	A
	T
	0.0595
	0.9997
	1.72
	8.4e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs146178826
	116851367
	G
	A
	0.0595
	0.9990
	1.72
	8.8e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs11216215
	116852687
	A
	T
	0.0595
	0.9997
	1.72
	8.4e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs10128690
	116853922
	A
	G
	0.0595
	0.9996
	1.72
	8.4e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs10128570
	116854021
	G
	A
	0.0595
	0.9997
	1.72
	8.4e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs10128571
	116854181
	G
	A
	0.0585
	0.9852
	1.74
	7.1e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs12287768
	116856322
	C
	A
	0.0595
	0.9996
	1.72
	8.4e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs12274771
	116856698
	G
	C
	0.0595
	0.9996
	1.72
	8.4e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs12274773
	116856709
	T
	C
	0.0595
	0.9996
	1.72
	8.4e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs75212922
	116856992
	A
	T
	0.0595
	0.9996
	1.72
	8.4e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs11216217
	116857652
	A
	G
	0.0595
	0.9996
	1.72
	8.4e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs80242245
	116862245
	G
	C
	0.0595
	0.9996
	1.72
	8.4e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs11216218
	116862661
	T
	C
	0.0595
	0.9996
	1.72
	8.4e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs11216219
	116862755
	T
	C
	0.0595
	0.9996
	1.72
	8.4e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs10128682
	116863458
	T
	C
	0.0596
	0.9995
	1.71
	1.0e-06
	0
	0.73
	intron-variant
	SIK3

	11
	rs75826529
	116865100
	A
	T
	0.0596
	0.9995
	1.71
	1.0e-06
	0
	0.73
	intron-variant
	SIK3

	11
	rs74460214
	116865207
	C
	T
	0.0596
	0.9995
	1.71
	1.0e-06
	0
	0.73
	intron-variant
	SIK3

	11
	rs79349393
	116865367
	G
	A
	0.0596
	0.9995
	1.71
	1.0e-06
	0
	0.73
	intron-variant
	SIK3

	11
	rs10892056
	116870411
	C
	G
	0.0596
	0.9996
	1.71
	1.0e-06
	0
	0.73
	intron-variant
	SIK3

	11
	rs12278943
	116874358
	C
	T
	0.0595
	0.9988
	1.72
	8.4e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs138181556
	116879723
	A
	G
	0.0595
	0.9986
	1.72
	8.5e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs79870586
	116886721
	A
	G
	0.0598
	0.9968
	1.71
	9.3e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs80054374
	116890667
	G
	A
	0.0598
	0.9962
	1.71
	9.7e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs77955134
	116892368
	A
	G
	0.0597
	0.9964
	1.72
	8.0e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs77594377
	116892446
	A
	G
	0.0597
	0.9964
	1.72
	8.0e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs142310263
	116892994
	C
	CAAATCTCATT
	0.0597
	0.9963
	1.72
	8.0e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs139663973
	116893588
	C
	T
	0.0252
	0.6979
	2.77
	1.6e-07
	0
	0.52
	intron-variant
	SIK3

	11
	rs71842888
	116894309
	C
	CAAACAAACAAACAAACAAA
	0.0609
	0.9522
	1.75
	5.4e-07
	0
	0.71
	intron-variant
	SIK3

	11
	rs2186844
	116896913
	T
	C
	0.0596
	0.9973
	1.72
	8.9e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs12289032
	116899580
	T
	C
	0.0597
	0.9970
	1.72
	9.0e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs146943088
	116899825
	C
	A
	0.0597
	0.9970
	1.72
	9.0e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs75216569
	116907715
	G
	A
	0.0598
	0.9961
	1.71
	9.7e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs80273401
	116908706
	C
	T
	0.0599
	0.9961
	1.71
	9.8e-07
	0
	0.73
	intron-variant
	SIK3

	11
	rs148143761
	116950556
	G
	A
	0.0368
	0.8192
	2.17
	2.4e-07
	0
	0.65
	intron-variant
	SIK3

	11
	rs145802214
	116998912
	C
	A
	0.0625
	0.9733
	1.72
	7.1e-07
	0
	0.68
	
	

	11
	rs146067038
	117000179
	G
	A
	0.0614
	0.9960
	1.70
	9.8e-07
	0
	0.68
	
	

	11
	rs12421425
	117001960
	T
	C
	0.0613
	0.9959
	1.71
	9.2e-07
	0
	0.68
	
	

	11
	rs17120367
	117002828
	T
	C
	0.0613
	0.9957
	1.71
	8.8e-07
	0
	0.68
	
	

	11
	rs17120370
	117003388
	C
	T
	0.0613
	0.9956
	1.71
	8.5e-07
	0
	0.68
	
	

	11
	rs74735277
	117003418
	T
	C
	0.0613
	0.9956
	1.71
	8.4e-07
	0
	0.68
	
	

	11
	rs75208249
	117003623
	C
	G
	0.0613
	0.9957
	1.71
	8.2e-07
	0
	0.68
	
	

	11
	rs114945429
	117004201
	T
	G
	0.0612
	0.9960
	1.71
	8.0e-07
	0
	0.68
	
	

	11
	rs12417098
	117004853
	A
	G
	0.0612
	0.9960
	1.71
	7.8e-07
	0
	0.68
	
	

	11
	rs201990566
	117008345
	GT
	G
	0.0669
	0.9533
	1.72
	4.2e-07
	0
	0.64
	
	

	11
	rs115991973
	117010091
	A
	G
	0.0610
	0.9943
	1.72
	7.5e-07
	0
	0.68
	
	

	11
	rs116384608
	117010123
	G
	A
	0.0610
	0.9943
	1.72
	7.5e-07
	0
	0.68
	
	

	11
	rs77661993
	117010474
	C
	A
	0.0610
	0.9944
	1.72
	7.4e-07
	0
	0.68
	
	

	11
	rs12419272
	117015516
	G
	C
	0.0620
	0.9790
	1.72
	6.4e-07
	0
	0.67
	intron-variant
	PAFAH1B2

	11
	rs2306471
	117016450
	T
	C
	0.0609
	0.9960
	1.72
	6.4e-07
	0
	0.67
	intron-variant,nc-transcript-variant
	LOC100506982,PAFAH1B2

	11
	rs12419436
	117017455
	G
	T
	0.0609
	0.9963
	1.72
	6.3e-07
	0
	0.67
	intron-variant
	PAFAH1B2

	11
	rs12420725
	117017530
	G
	A
	0.0609
	0.9963
	1.72
	6.3e-07
	0
	0.67
	intron-variant
	PAFAH1B2

	11
	rs12417984
	117017714
	A
	G
	0.0609
	0.9963
	1.72
	6.3e-07
	0
	0.67
	intron-variant
	PAFAH1B2

	11
	rs139864910
	117017762
	C
	A
	0.0609
	0.9960
	1.72
	6.2e-07
	0
	0.67
	intron-variant
	PAFAH1B2

	11
	rs145384144
	117017839
	C
	G
	0.0361
	0.8069
	2.27
	8.5e-08
	0
	0.60
	intron-variant
	PAFAH1B2

	11
	rs139146464
	117019867
	G
	A
	0.0611
	0.9932
	1.72
	6.2e-07
	0
	0.67
	intron-variant
	PAFAH1B2

	11
	rs143494314
	117023706
	T
	C
	0.0607
	0.9917
	1.73
	5.8e-07
	0
	0.67
	intron-variant
	PAFAH1B2

	11
	rs35500922
	117025319
	AT
	A
	0.0609
	0.9988
	1.72
	6.1e-07
	0
	0.67
	intron-variant
	PAFAH1B2

	11
	rs12418349
	117025932
	G
	A
	0.0609
	0.9988
	1.72
	6.1e-07
	0
	0.67
	intron-variant
	PAFAH1B2

	11
	rs12420250
	117028727
	A
	G
	0.0620
	0.9881
	1.75
	2.5e-07
	0
	0.66
	intron-variant
	PAFAH1B2

	11
	rs78166985
	117029785
	T
	A
	0.0609
	0.9989
	1.72
	5.8e-07
	0
	0.67
	intron-variant
	PAFAH1B2

	11
	rs200545029
	117030633
	C
	T
	0.0609
	0.9989
	1.72
	5.8e-07
	0
	0.67
	intron-variant
	PAFAH1B2

	11
	rs142017584
	117031363
	A
	G
	0.0609
	0.9989
	1.72
	5.8e-07
	0
	0.67
	intron-variant
	PAFAH1B2

	11
	rs12281009
	117032959
	G
	A
	0.0615
	0.9981
	1.75
	2.3e-07
	0
	0.66
	intron-variant
	PAFAH1B2

	11
	rs150984554
	117035016
	A
	G
	0.0609
	0.9990
	1.72
	5.7e-07
	0
	0.67
	intron-variant
	PAFAH1B2

	11
	rs12420127
	117035319
	G
	A
	0.0607
	0.9976
	1.72
	7.2e-07
	0
	0.67
	intron-variant
	PAFAH1B2

	11
	rs116773440
	117039461
	C
	A
	0.0609
	0.9990
	1.72
	5.7e-07
	0
	0.67
	intron-variant,utr-variant-3-prime
	PAFAH1B2

	11
	rs77678768
	117040505
	C
	G
	0.0609
	0.9990
	1.72
	5.7e-07
	0
	0.67
	intron-variant,utr-variant-3-prime
	PAFAH1B2

	11
	rs34169524
	117045200
	AT
	A
	0.0700
	0.9131
	1.82
	2.6e-08
	0
	0.61
	intron-variant
	PAFAH1B2

	11
	rs80353869
	117048122
	A
	G
	0.0559
	0.9319
	1.81
	3.7e-07
	0
	0.66
	
	

	11
	rs12419178
	117050918
	T
	C
	0.0611
	0.9985
	1.72
	6.5e-07
	0
	0.67
	intron-variant
	SIDT2

	11
	rs34783152
	117051139
	A
	AG
	0.0614
	0.9947
	1.73
	5.0e-07
	0
	0.67
	intron-variant
	SIDT2

	11
	rs76883864
	117051725
	T
	C
	0.0609
	0.9990
	1.72
	5.8e-07
	0
	0.67
	intron-variant
	SIDT2

	11
	rs2046150
	117053433
	A
	C
	0.0611
	0.9984
	1.72
	6.5e-07
	0
	0.67
	intron-variant
	SIDT2

	11
	rs34033077
	117054370
	CT
	C
	0.0631
	0.9784
	1.71
	8.6e-07
	0
	0.66
	intron-variant
	SIDT2

	11
	rs2046149
	117054709
	G
	C
	0.0612
	0.9982
	1.71
	7.9e-07
	0
	0.67
	intron-variant
	SIDT2

	11
	rs11606672
	117056059
	T
	C
	0.0612
	0.9980
	1.71
	7.9e-07
	0
	0.67
	intron-variant
	SIDT2

	11
	rs2306472
	117058062
	T
	C
	0.0612
	0.9979
	1.71
	7.9e-07
	0
	0.67
	intron-variant
	SIDT2

	11
	rs188351692
	117059131
	T
	C
	0.0612
	0.9978
	1.71
	7.9e-07
	0
	0.67
	intron-variant
	SIDT2

	11
	rs7933134
	117059794
	C
	G
	0.0613
	0.9975
	1.71
	7.7e-07
	0
	0.67
	intron-variant
	SIDT2

	11
	rs12419470
	117061775
	T
	C
	0.0613
	0.9979
	1.71
	7.9e-07
	0
	0.67
	intron-variant
	SIDT2

	11
	rs61703672
	117061825
	T
	C
	0.0606
	0.9888
	1.72
	7.4e-07
	0
	0.67
	intron-variant
	SIDT2

	11
	rs3213459
	117062489
	C
	T
	0.0613
	0.9978
	1.71
	7.9e-07
	0
	0.67
	intron-variant
	SIDT2

	11
	rs2301174
	117063709
	G
	C
	0.0612
	0.9979
	1.71
	7.9e-07
	0
	0.67
	intron-variant
	SIDT2

	11
	rs11605883
	117064776
	G
	C
	0.0613
	0.9978
	1.71
	7.9e-07
	0
	0.67
	intron-variant
	SIDT2

	11
	rs3781985
	117065066
	C
	G
	0.0613
	0.9978
	1.71
	7.9e-07
	0
	0.67
	intron-variant
	SIDT2

	11
	rs80183569
	117065153
	A
	G
	0.0613
	0.9978
	1.71
	7.9e-07
	0
	0.67
	intron-variant
	SIDT2

	11
	rs11606480
	117065533
	A
	G
	0.0613
	0.9978
	1.71
	7.9e-07
	0
	0.67
	intron-variant
	SIDT2

	11
	rs112712475
	117065772
	A
	C
	0.0613
	0.9978
	1.71
	7.9e-07
	0
	0.67
	intron-variant
	SIDT2

	11
	rs2269399
	117066353
	C
	G
	0.0637
	0.9935
	1.71
	5.8e-07
	0
	0.65
	intron-variant,nc-transcript-variant
	LOC100652768,SIDT2

	11
	rs74385934
	117068444
	A
	G
	0.0636
	0.9940
	1.71
	5.1e-07
	0
	0.65
	intron-variant
	LOC100652768

	11
	rs7112573
	117069023
	C
	T
	0.0637
	0.9934
	1.71
	5.8e-07
	0
	0.65
	intron-variant
	LOC100652768

	11
	rs2269398
	117069788
	T
	C
	0.0625
	0.9815
	1.72
	6.2e-07
	0
	0.65
	intron-variant
	LOC100652768

	11
	rs2239678
	117070596
	T
	C
	0.0640
	0.9882
	1.72
	4.8e-07
	0
	0.65
	intron-variant,nc-transcript-variant
	LOC100652768,TAGLN

	11
	rs2170317
	117070740
	C
	A
	0.0637
	0.9934
	1.71
	5.8e-07
	0
	0.65
	intron-variant
	LOC100652768,TAGLN

	11
	rs12970
	117074109
	A
	G
	0.0637
	0.9940
	1.74
	2.1e-07
	0
	0.65
	synonymous-codon
	TAGLN

	11
	rs2269397
	117074299
	C
	T
	0.1024
	0.8312
	1.63
	2.8e-07
	0
	0.46
	intron-variant
	TAGLN

	11
	rs139944026
	117076875
	A
	G
	0.0567
	0.9537
	1.78
	5.9e-07
	0
	0.64
	synonymous-codon
	PCSK7

	11
	rs11216315
	117080640
	G
	C
	0.0637
	0.9933
	1.71
	5.6e-07
	0
	0.65
	intron-variant
	PCSK7

	11
	rs12417682
	117082109
	A
	G
	0.0608
	0.9968
	1.72
	7.2e-07
	0
	0.67
	intron-variant
	PCSK7

	11
	rs77683187
	117085210
	C
	A
	0.0636
	0.9940
	1.71
	4.9e-07
	0
	0.65
	intron-variant
	PCSK7

	11
	rs150758276
	117085874
	C
	G
	0.0249
	0.6972
	2.94
	4.0e-08
	0
	0.49
	intron-variant
	PCSK7

	11
	rs36028244
	117085914
	C
	CTTA
	0.0645
	0.9699
	1.72
	4.4e-07
	0
	0.64
	intron-variant
	PCSK7

	11
	rs2238005
	117088082
	T
	C
	0.0638
	0.9967
	1.71
	5.0e-07
	1
	0.64
	intron-variant
	PCSK7

	11
	rs2239009
	117089722
	C
	G
	0.0634
	0.9970
	1.72
	4.6e-07
	0
	0.65
	intron-variant
	PCSK7

	11
	rs78628783
	117092051
	T
	C
	0.0634
	0.9958
	1.72
	4.6e-07
	0
	0.65
	intron-variant
	PCSK7

	11
	rs80351364
	117092394
	T
	A
	0.0634
	0.9955
	1.72
	4.7e-07
	0
	0.65
	intron-variant
	PCSK7

	11
	rs6589606
	117092886
	T
	C
	0.0637
	0.9818
	1.73
	3.9e-07
	0
	0.64
	intron-variant
	PCSK7

	11
	rs17120523
	117094591
	G
	A
	0.0585
	0.9214
	1.79
	4.3e-07
	0
	0.65
	intron-variant
	PCSK7


eTable 4. Association results for 50 imputed SNPs with P<10-6 across the 11q23.3 locus that were also previously found to associate with levels of total and/or HDL cholesterol.9 The table is sorted by basepair position (NCBI build 37) and shows effect (Eff) and alternative (Alt) allele; effect allele frequency; info value from SNPTEST indicating imputation quality; odds ratio for association with IHPS; P-value (after genomic control, λ=1.05 from discovery scan); squared Pearson correlation coefficient (r2) of imputed SNP allele dosage to allele dosage for the top SNP at the locus (rs12721025); lipid trait; effect allele for association with lipid trait; effect estimate and P value for the lipid trait association.
	Chr
	SNP
	bp
	Eff
	Alt
	Freq
	Info
	OR
	P
	r2
	Trait
	Eff_lipids
	Beta
	P_lipid

	11
	rs17120119
	116747282
	G
	C
	0.0633
	0.9942
	1.74
	1.6e-07
	0.80
	Total-C
	C
	4.8
	1.9e-06

	11
	rs12279433
	116748221
	T
	G
	0.0633
	0.9943
	1.74
	1.6e-07
	0.80
	HDL-C
	T
	-3.3
	8.7e-04

	11
	rs12279433
	116748221
	T
	G
	0.0633
	0.9943
	1.74
	1.6e-07
	0.80
	Total-C
	T
	-4.7
	2.7e-06

	11
	rs12292614
	116748515
	G
	A
	0.0633
	0.9943
	1.74
	1.6e-07
	0.80
	Total-C
	A
	3.7
	2.3e-04

	11
	rs12286581
	116748744
	C
	T
	0.0633
	0.9936
	1.74
	1.6e-07
	0.80
	Total-C
	T
	4.7
	2.3e-06

	11
	rs12275565
	116753552
	G
	A
	0.0635
	0.9938
	1.75
	1.4e-07
	0.80
	Total-C
	A
	4.3
	2.1e-05

	11
	rs12416987
	116754265
	C
	T
	0.0633
	0.9946
	1.74
	1.7e-07
	0.80
	Total-C
	T
	4.7
	2.5e-06

	11
	rs2044426
	116756183
	A
	G
	0.0633
	0.9946
	1.74
	1.7e-07
	0.80
	Total-C
	A
	-4.7
	3.1e-06

	11
	rs10892040
	116756986
	A
	G
	0.0633
	0.9946
	1.74
	1.7e-07
	0.80
	Total-C
	A
	-4.7
	2.9e-06

	11
	rs11216174
	116757248
	G
	A
	0.0633
	0.9946
	1.74
	1.7e-07
	0.80
	Total-C
	A
	4.5
	6.9e-06

	11
	rs11216175
	116757398
	T
	C
	0.0633
	0.9946
	1.74
	1.7e-07
	0.80
	Total-C
	T
	-4.7
	2.8e-06

	11
	rs12284346
	116757793
	C
	T
	0.0633
	0.9946
	1.74
	1.7e-07
	0.80
	Total-C
	T
	4.7
	2.6e-06

	11
	rs12292278
	116758693
	C
	A
	0.0641
	0.9875
	1.74
	1.3e-07
	0.80
	Total-C
	A
	4.7
	2.5e-06

	11
	rs12294191
	116759824
	G
	A
	0.0635
	0.9938
	1.75
	1.4e-07
	0.80
	HDL-C
	A
	3.3
	9.2e-04

	11
	rs12294191
	116759824
	G
	A
	0.0635
	0.9938
	1.75
	1.4e-07
	0.80
	Total-C
	A
	4.8
	1.9e-06

	11
	rs17120132
	116773318
	A
	T
	0.0634
	0.9988
	1.73
	2.5e-07
	0.79
	HDL-C
	A
	-3.3
	8.3e-04

	11
	rs17120132
	116773318
	A
	T
	0.0634
	0.9988
	1.73
	2.5e-07
	0.79
	Total-C
	A
	-4.7
	2.5e-06

	11
	rs17120136
	116773761
	G
	T
	0.0631
	0.9964
	1.74
	1.9e-07
	0.78
	HDL-C
	T
	3.3
	8.2e-04

	11
	rs17120136
	116773761
	G
	T
	0.0631
	0.9964
	1.74
	1.9e-07
	0.78
	Total-C
	T
	4.7
	2.7e-06

	11
	rs12280030
	116775196
	A
	T
	0.0634
	0.9988
	1.73
	2.5e-07
	0.79
	HDL-C
	A
	-3.4
	7.5e-04

	11
	rs12280030
	116775196
	A
	T
	0.0634
	0.9988
	1.73
	2.5e-07
	0.79
	Total-C
	A
	-4.7
	2.7e-06

	11
	rs11216186
	116784692
	C
	T
	0.0635
	0.9984
	1.74
	1.9e-07
	0.78
	HDL-C
	T
	3.4
	7.7e-04

	11
	rs11216186
	116784692
	C
	T
	0.0635
	0.9984
	1.74
	1.9e-07
	0.78
	Total-C
	T
	4.7
	2.4e-06

	11
	rs1006176
	116788133
	C
	T
	0.0635
	0.9982
	1.74
	2.0e-07
	0.78
	HDL-C
	T
	3.3
	8.3e-04

	11
	rs1006176
	116788133
	C
	T
	0.0635
	0.9982
	1.74
	2.0e-07
	0.78
	Total-C
	T
	4.7
	2.4e-06

	11
	rs17120157
	116812628
	C
	T
	0.0594
	0.9990
	1.71
	8.7e-07
	0.73
	Total-C
	T
	4.5
	7.9e-06

	11
	rs10892050
	116816394
	A
	C
	0.0594
	0.9990
	1.71
	8.8e-07
	0.73
	Total-C
	A
	-4.9
	8.7e-07

	11
	rs2289890
	116824620
	A
	G
	0.0595
	0.9990
	1.71
	8.8e-07
	0.73
	Total-C
	A
	-4.9
	1.0e-06

	11
	rs2289892
	116825240
	A
	G
	0.0594
	0.9990
	1.71
	8.8e-07
	0.73
	Total-C
	A
	-4.9
	9.7e-07

	11
	rs12291040
	116826617
	C
	T
	0.0594
	0.9992
	1.71
	9.0e-07
	0.73
	Total-C
	T
	4.9
	9.4e-07

	11
	rs12270837
	116826643
	C
	A
	0.0594
	0.9992
	1.71
	9.0e-07
	0.73
	Total-C
	A
	5.0
	5.7e-07

	11
	rs12420857
	116829442
	T
	G
	0.0593
	0.9969
	1.72
	8.5e-07
	0.73
	Total-C
	T
	-4.9
	8.8e-07

	11
	rs10892051
	116832718
	A
	C
	0.0595
	0.9993
	1.71
	8.8e-07
	0.73
	Total-C
	A
	-4.9
	9.2e-07

	11
	rs12281729
	116838130
	C
	A
	0.0595
	0.9988
	1.72
	7.8e-07
	0.73
	Total-C
	A
	4.3
	2.0e-05

	11
	rs11216215
	116852687
	A
	T
	0.0595
	0.9997
	1.72
	8.4e-07
	0.73
	Total-C
	A
	-4.9
	8.2e-07

	11
	rs12287768
	116856322
	C
	A
	0.0595
	0.9996
	1.72
	8.4e-07
	0.73
	Total-C
	A
	4.9
	7.9e-07

	11
	rs12274771
	116856698
	G
	C
	0.0595
	0.9996
	1.72
	8.4e-07
	0.73
	Total-C
	C
	4.9
	8.6e-07

	11
	rs12274773
	116856709
	T
	C
	0.0595
	0.9996
	1.72
	8.4e-07
	0.73
	Total-C
	T
	-4.9
	8.7e-07

	11
	rs11216218
	116862661
	T
	C
	0.0595
	0.9996
	1.72
	8.4e-07
	0.73
	Total-C
	T
	-4.9
	8.2e-07

	11
	rs11216219
	116862755
	T
	C
	0.0595
	0.9996
	1.72
	8.4e-07
	0.73
	Total-C
	T
	-4.9
	8.5e-07

	11
	rs2186844
	116896913
	T
	C
	0.0596
	0.9973
	1.71
	8.9e-07
	0.73
	Total-C
	T
	-4.7
	2.2e-06

	11
	rs12421425
	117001960
	T
	C
	0.0613
	0.9959
	1.70
	9.2e-07
	0.68
	Total-C
	T
	-4.7
	2.7e-06

	11
	rs17120367
	117002828
	T
	C
	0.0613
	0.9957
	1.70
	8.8e-07
	0.68
	Total-C
	T
	-4.8
	2.0e-06

	11
	rs17120370
	117003388
	C
	T
	0.0613
	0.9956
	1.70
	8.5e-07
	0.68
	Total-C
	T
	4.7
	2.1e-06

	11
	rs2306471
	117016450
	T
	C
	0.0609
	0.9960
	1.71
	6.4e-07
	0.67
	Total-C
	T
	-4.8
	1.3e-06

	11
	rs12420725
	117017530
	G
	A
	0.0609
	0.9963
	1.71
	6.3e-07
	0.67
	Total-C
	A
	4.6
	4.0e-06

	11
	rs12420127
	117035319
	G
	A
	0.0607
	0.9976
	1.71
	7.2e-07
	0.67
	Total-C
	A
	4.7
	2.4e-06

	11
	rs2046149
	117054709
	G
	C
	0.0612
	0.9982
	1.70
	7.9e-07
	0.67
	Total-C
	C
	4.7
	2.4e-06

	11
	rs2306472
	117058062
	T
	C
	0.0612
	0.9979
	1.70
	7.9e-07
	0.67
	Total-C
	T
	-4.8
	1.9e-06

	11
	rs7933134
	117059794
	C
	G
	0.0613
	0.9975
	1.70
	7.7e-07
	0.67
	Total-C
	C
	-4.7
	2.4e-06

	11
	rs3213459
	117062489
	C
	T
	0.0613
	0.9978
	1.70
	7.9e-07
	0.67
	Total-C
	T
	4.4
	9.7e-06

	11
	rs2301174
	117063709
	G
	C
	0.0612
	0.9979
	1.70
	7.9e-07
	0.67
	Total-C
	C
	4.6
	3.4e-06

	11
	rs2269399
	117066353
	C
	G
	0.0637
	0.9935
	1.70
	5.8e-07
	0.65
	Total-C
	C
	-4.6
	3.4e-06

	11
	rs2269397
	117074299
	C
	T
	0.1024
	0.8312
	1.50
	2.8e-07
	0.46
	Total-C
	T
	4.9
	1.2e-06

	11
	rs11216315
	117080640
	G
	C
	0.0637
	0.9933
	1.70
	5.6e-07
	0.65
	Total-C
	C
	4.5
	7.6e-06

	11
	rs6589606
	117092886
	T
	C
	0.0637
	0.9818
	1.70
	3.9e-07
	0.64
	Total-C
	T
	-4.3
	1.4e-05

	11
	rs17120523
	117094591
	G
	A
	0.0585
	0.9214
	1.71
	4.3e-07
	0.65
	Total-C
	A
	4.0
	6.2e-05










eTable 5. Characteristics of the samples included in the lipid measurement study.
	
	
	Samples divided into total cholesterol quartiles

	
	All samples
	Quartile 1
(<= 58 mg/dL)
	Quartile 2
(58-70 mg/dL)
	Quartile 3
(70-84 mg/dL)
	Quartile 4
(>84 mg/dL)

	Characteristic
	Cases 
(n=46)
	Controls
(n=189)
	Cases 
(n=20)
	Controls
(n=46)
	Cases 
(n=10)
	Controls
(n=48)
	Cases 
(n=11)
	Controls
(n=45)
	Cases 
(n=5)
	Controls
(n=50)

	Boys, No. (%)
	44 (96)
	177 (94)
	18 (90)
	44 (96)
	10 (100)
	46 (96)
	11 (100)
	40 (89)
	5 (100)
	47 (94)

	Year of birth, range
	1998-2003
	1997-2003
	1998-2002
	1998-2002
	1998-2003
	1998-2002
	1998-2002
	1998-2002
	1999-2002
	1997-2003

	Year of birth, mean (SD)
	2000 (1)
	2000 (1)
	2000 (1)
	2000 (1)
	2000 (1)
	2000 (1)
	2000 (1)
	2000 (1)
	2000 (1)
	2000 (1)

	Maternal age, mean (SD), y
	29 (5)
	30 (4)
	30 (5)
	31 (4)
	27 (4)
	30 (5)
	31 (4)
	30 (4)
	29 (3)
	30 (4)

	Gestational age, mean (SD), wk
	40.1 (1.7)
	40.0 (1.2)
	40.3 (1.4)
	40.1 (1.0)
	40.0 (1.0)
	40.2 (0.8)
	40.0 (2.6)
	40.0 (1.3)
	39.4 (1.6)
	39.7 (1.6)

	Season of birth, No. (%)
Winter
Spring
Summer
Autumn
	17 (37)
5 (11)
15 (33)
9 (20)
	44 (23)
44 (23)
45 (24)
56 (30)
	8 (40)
2 (10)
5 (25)
5 (25)
	11 (24)
12 (26)
9 (20)
14 (30)
	5 (50)
0 (0)
3 (30)
2 (20)
	11 (23)
11 (23)
8 (17)
18 (38)
	4 (36)
2 (18)
4 (36)
1 (9)
	7 (16)
8 (18)
17 (38)
13 (29)
	0 (0)
1 (20)
3 (60)
1 (20)
	15 (30)
13 (26)
11 (22)
11 (22)

	
Age at diagnosis, mean (SD), d
	34 (14)b
	-
	32 (14)c
	-
	39 (13)
	-
	36 (17)
	-
	30 (16)
	-

	Included in genetic study, No. (%)
	34 (74)
	189 (100)
	14 (70)
	46 (100)
	8 (80)
	48 (100)
	8 (73)
	45 (100)
	4 (80)
	50 (100)


Abbreviations: ICD-10, International Statistical Classification of Diseases, Tenth Revision
aCases were defined by surgery code for pyloromyotomy (ICD-10 codes KJDH60, KJDH61) in the Danish National Patient Register.
bBased on 45 cases with age at diagnosis information available.
cBased on 19 cases with age at diagnosis information available.

eTable 6. Odds ratios (ORs) for IHPS in infants according to LDL and HDL cholesterol and triglyceride levels in plasma from umbilical cord blood.
	
	Cases
	Controls
	OR (95% CI)
	P
	P nonlinearity

	
	N
	Mean
	n
	Mean
	
	
	

	LDL cholesterol
	46
	23.26
	189
	26.24
	
	0.12b
	0.24d

	Quartile 1 (LDL level ≤ 18)a
	19
	14.32
	52
	14.58
	1.00 (reference)
	
	

	Quartile 2 (18 < LDL level ≤ 24)
	11
	22.00
	46
	21.91
	0.59 (0.25–1.39)
	
	

	Quartile 3 (24 < LDL level ≤ 32)
	11
	28.91
	50
	28.84
	0.57 (0.24–1.34)
	
	

	Quartile 4 (32 < LDL level)
	5
	47.60
	41
	42.73
	0.29 (0.10–0.87)
	
	

	OR per 10 mg/dL increase
	–
	–
	–
	–
	0.74 (0.53–1.03)
	0.08c
	

	
	
	
	
	
	
	
	

	HDL cholesterol
	46
	19.13
	189
	21.60
	
	0.04b
	0.05d

	Quartile 1 (HDL level ≤ 14)a
	20
	10.60
	47
	11.83
	1.00 (reference)
	
	

	Quartile 2 (14 < HDL level ≤ 20)
	11
	18.55
	54
	18.00
	0.46 (0.20–1.07)
	
	

	Quartile 3 (20 < HDL level ≤ 26)
	5
	24.00
	42
	23.90
	0.24 (0.08–0.73)
	
	

	Quartile 4 (26 < HDL level)
	10
	34.40
	46
	33.70
	0.46 (0.18–1.13)
	
	

	OR per 10 mg/dL increase
	–
	–
	–
	–
	0.68 (0.45–1.02)
	0.06c
	

	
	
	
	
	
	
	
	

	Triglycerides
	46
	36.43
	189
	40.11
	
	0.02b
	0.004d

	Quartile 1 (triglyceride level ≤ 28)a
	21
	20.67
	44
	23.45
	1.00 (reference)
	
	

	Quartile 2 (28 < triglyceride level ≤ 36)
	8
	33.25
	48
	33.38
	0.33 (0.13–0.83)
	
	

	Quartile 3 (36 < triglyceride level ≤ 44)
	7
	39.71
	53
	40.45
	0.25 (0.09–0.68)
	
	

	Quartile 4 (44 < triglyceride level)
	10
	69.80
	44
	63.68
	0.48 (0.20–1.15)
	
	

	OR per 10 mg/dL increase
	–
	–
	–
	–
	0.88 (0.71–1.08)
	0.21c
	


aQuartiles of LDL cholesterol, HDL cholesterol, or triglycerides (mg/dL).
bOmnibus test for no difference in ORs between quartiles using conditional logistic regression.
cTest for no change in risk per 10 mg/dL increase using conditional logistic regression.
dTest for nonlinearity using conditional logistic regression and comparing a model including measurements as a quadratic term to a model only including measurements as a linear term.

eTable 7. Disease family based association results based on 94 familial cases and 93 unaffected controls in 37 Swedish pedigrees.
	Chr
	SNP
	Risk allele
	Alternative allele
	Observed
	Expected
	Chisq
	P

	3
	rs11712066
	A
	G
	51
	47
	2.13
	0.14

	3
	rs9851769
	T
	C
	39
	38.5
	0.02
	0.90

	5
	rs29784
	T
	C
	65
	57
	3.46
	0.06

	11
	rs12721025
	A
	G
	8
	7
	0.29
	0.59

	11
	rs150758276
	C
	G
	1
	1.5
	0.33
	0.56

	11
	rs77349713
	C
	T
	9
	7
	1.14
	0.29

	19
	rs2228671
	T
	C
	11
	13
	0.62
	0.43






eTable 8. Discovery stage, validation stage and combined results for boys. The table shows chromosome; SNP name; base pair position; effect (Eff) allele; alternative (Alt) allele; Sample set; effect allele frequencies; numbers of cases and controls; Odds ratio estimate with 95% confidence interval (CI); P value for test of association; heterogeneity estimate (I2) with 95% CI; P value for Cochran’s Q test of heterogeneity (Het P), P value for test of heterogeneity between boys and girls10 (Sex Het P).
	
	
	Position
	Alleles
	
	Frequency
	Number
	Odds Ratio
	
	I2 (%)
	
	

	chr
	SNP
	(bp)
	Eff
	Alt
	Sample Set
	Cases
	Controls
	Cases
	Controls
	(95% CI)
	P value
	(95% CI)
	Het P
	Sex
Het P

	3
	rs11712066
	151830309
	A
	G
	Discovery
	0.8341
	0.7524
	826
	1276
	1.65 (1.41–1.94)
	3.5e-10
	
	
	

	
	
	
	
	
	Denmark
	0.8238
	0.7537
	661
	410
	1.53 (1.24–1.89)
	8.9e-05
	
	
	

	
	
	
	
	
	Sweden
	0.8241
	0.7906
	108
	382
	1.24 (0.84–1.84)
	0.28
	
	
	

	
	
	
	
	
	U.S.
	0.8555
	0.7946
	616
	577
	1.53 (1.24–1.89)
	8.8e-05
	
	
	

	
	
	
	
	
	Combined
	
	
	2211
	2645
	1.56 (1.40–1.73)
	2.4e-16
	0 (0–79)
	0.60
	1.00

	3
	rs573872
	153472163
	G
	T
	Discovery
	0.2875
	0.2269
	826
	1276
	1.39 (1.20–1.61)
	9.5e-06
	
	
	

	
	
	
	
	
	Denmark
	0.2831
	0.1973
	657
	408
	1.61 (1.30–1.98)
	8.8e-06
	
	
	

	
	
	
	
	
	Sweden
	0.3318
	0.1990
	110
	392
	2.00 (1.44–2.78)
	3.3e-05
	
	
	

	
	
	
	
	
	U.S.
	0.2326
	0.2160
	617
	581
	1.10 (0.91–1.33)
	0.33
	
	
	

	
	
	
	
	
	Combined
	
	
	2210
	2657
	1.39 (1.26–1.54)
	2.2e-11
	75 (32–91)
	0.01
	0.27

	5
	rs29784
	172595308
	T
	C
	Discovery
	0.5327
	0.4455
	826
	1276
	1.41 (1.25–1.60)
	6.0e-08
	
	
	

	
	
	
	
	
	Denmark
	0.5168
	0.4596
	654
	408
	1.26 (1.06–1.50)
	0.01
	
	
	

	
	
	
	
	
	Sweden
	0.5773
	0.4271
	110
	391
	1.83 (1.35–2.48)
	7.9e-05
	
	
	

	
	
	
	
	
	U.S.
	0.4903
	0.4546
	616
	584
	1.15 (0.98–1.35)
	0.08
	
	
	

	
	
	
	
	
	Combined
	
	
	2206
	2659
	1.33 (1.22–1.44)
	1.6e-11
	65 (0–88)
	0.04
	0.15

	11
	rs12721025
	116706047
	A
	G
	Discovery
	0.0858
	0.0574
	826
	1276
	1.67 (1.28–2.18)
	1.6e-04
	
	
	

	
	
	
	
	
	Denmark
	0.0782
	0.0526
	659
	409
	1.53 (1.06–2.21)
	0.02
	
	
	

	
	
	
	
	
	Sweden
	0.0872
	0.0735
	109
	388
	1.20 (0.70–2.07)
	0.50
	
	
	

	
	
	
	
	
	U.S.
	0.0856
	0.0582
	619
	584
	1.51 (1.11–2.08)
	0.01
	
	
	

	
	
	
	
	
	Combined
	
	
	2213
	2657
	1.54 (1.30–1.83)
	4.8e-07
	0 (0–66)
	0.76
	1.00

	11
	rs77349713
	116765476
	C
	T
	Discovery
	0.0831
	0.0540
	826
	1276
	1.60 (1.25–2.06)
	2.4e-04
	
	
	

	
	
	
	
	
	Denmark
	0.0747
	0.0489
	663
	409
	1.57 (1.08–2.29)
	0.02
	
	
	

	
	
	
	
	
	Sweden
	0.1000
	0.0876
	110
	388
	1.16 (0.70–1.92)
	0.57
	
	
	

	
	
	
	
	
	U.S.
	0.0848
	0.0642
	619
	584
	1.35 (0.99–1.84)
	0.06
	
	
	

	
	
	
	
	
	Combined
	
	
	2218
	2657
	1.47 (1.25–1.73)
	4.1e-06
	0 (0–77)
	0.64
	0.22

	11
	rs150758276
	117085874
	C
	G
	Discovery
	0.0360
	0.0193
	826
	1276
	2.46 (1.54–3.93)
	1.2e-04
	
	
	

	
	
	
	
	
	Denmark
	0.0283
	0.0197
	653
	406
	1.45 (0.80–2.63)
	0.22
	
	
	

	
	
	
	
	
	Sweden
	0.0273
	0.0267
	110
	394
	1.02 (0.41–2.57)
	0.96
	
	
	

	
	
	
	
	
	U.S.
	0.0339
	0.0257
	619
	584
	1.33 (0.83–2.14)
	0.24
	
	
	

	
	
	
	
	
	Combined
	
	
	2208
	2660
	1.65 (1.25–2.17)
	4.2e-04
	38 (0–79)
	0.19
	0.04

	19
	rs2228671
	11210912
	T
	C
	Discovery
	0.1453
	0.0839
	826
	1276
	1.87 (1.53–2.29)
	8.1e-10
	
	
	

	
	
	
	
	
	Denmark
	0.1278
	0.1179
	661
	407
	1.10 (0.84–1.43)
	0.50
	
	
	

	
	
	
	
	
	Sweden
	0.1009
	0.0816
	109
	392
	1.26 (0.76–2.10)
	0.37
	
	
	

	
	
	
	
	
	U.S.
	0.1252
	0.1304
	619
	583
	0.95 (0.75–1.21)
	0.70
	
	
	

	
	
	
	
	
	Combined
	
	
	2215
	2658
	1.32 (1.16–1.51)
	2.0e-05
	85 (64–94)
	1.4e-04
	0.02





eTable 9. Discovery stage, validation stage and combined results for girls. The table shows chromosome; SNP name; base pair position; effect (Eff) allele; alternative (Alt) allele; Sample set; effect allele frequencies; numbers of cases and controls; Odds ratio estimate with 95% confidence interval (CI); P value for test of association; heterogeneity estimate (I2) with 95% CI; P value for Cochran’s Q test of heterogeneity (Het P), P value for test of heterogeneity between boys and girls10 (Sex Het P).
	
	
	Position
	Alleles
	
	Frequency
	Number
	Odds Ratio
	
	I2 (%)
	
	

	chr
	SNP
	(bp)
	Eff
	Alt
	Sample Set
	Cases
	Controls
	Cases
	Controls
	(95% CI)
	P value
	(95% CI)
	Het P
	Sex Het P

	3
	rs11712066
	151830309
	A
	G
	Discovery
	0.8143
	0.7438
	175
	1095
	1.50 (1.12–2.00)
	4.6e-03
	
	
	

	
	
	
	
	
	Denmark
	0.8654
	0.7731
	130
	465
	1.89 (1.28–2.78)
	1.2e-03
	
	
	

	
	
	
	
	
	Sweden
	0.8684
	0.8189
	19
	323
	1.46 (0.56–3.82)
	0.44
	
	
	

	
	
	
	
	
	U.S.
	0.8644
	0.7946
	118
	112
	1.65 (1.01–2.70)
	0.05
	
	
	

	
	
	
	
	
	Combined
	
	
	442
	1995
	1.62 (1.32–1.99)
	3.7e-06
	0 (0–58)
	0.82
	1.00

	3
	rs573872
	153472163
	G
	T
	Discovery
	0.2943
	0.2297
	175
	1095
	1.39 (1.08–1.79)
	0.01
	
	
	

	
	
	
	
	
	Denmark
	0.3242
	0.2332
	128
	461
	1.58 (1.17–2.14)
	3.0e-03
	
	
	

	
	
	
	
	
	Sweden
	0.3158
	0.2244
	19
	332
	1.60 (0.79–3.24)
	0.19
	
	
	

	
	
	
	
	
	U.S.
	0.2353
	0.2297
	119
	111
	1.03 (0.67–1.59)
	0.89
	
	
	

	
	
	
	
	
	Combined
	
	
	441
	1999
	1.39 (1.17–1.65)
	1.6e-04
	0 (0–85)
	0.45
	0.27

	5
	rs29784
	172595308
	T
	C
	Discovery
	0.5714
	0.4562
	175
	1095
	1.57 (1.25–1.98)
	1.0e-04
	
	
	

	
	
	
	
	
	Denmark
	0.5635
	0.4482
	126
	463
	1.59 (1.20–2.11)
	1.1e-03
	
	
	

	
	
	
	
	
	Sweden
	0.6053
	0.4227
	19
	330
	2.09 (1.07–4.09)
	0.03
	
	
	

	
	
	
	
	
	U.S.
	0.4957
	0.4196
	117
	112
	1.36 (0.94–1.97)
	0.10
	
	
	

	
	
	
	
	
	Combined
	
	
	437
	2000
	1.56 (1.34–1.82)
	2.1e-08
	0 (0–70)
	0.73
	0.15

	11
	rs12721025
	116706047
	A
	G
	Discovery
	0.1162
	0.0562
	175
	1095
	2.57 (1.69–3.90)
	2.8e-05
	
	
	

	
	
	
	
	
	Denmark
	0.0539
	0.0632
	130
	467
	0.84 (0.46–1.54)
	0.58
	
	
	

	
	
	
	
	
	Sweden
	0.0526
	0.0499
	19
	331
	1.06 (0.24–4.59)
	0.94
	
	
	

	
	
	
	
	
	U.S.
	0.0882
	0.0310
	119
	113
	3.03 (1.26–7.27)
	0.01
	
	
	

	
	
	
	
	
	Combined
	
	
	443
	2006
	1.86 (1.36–2.54)
	9.5e-05
	72 (20–90)
	0.01
	1.00

	11
	rs77349713
	116765476
	C
	T
	Discovery
	0.1204
	0.0524
	175
	1095
	2.48 (1.69–3.64)
	1.1e-05
	
	
	

	
	
	
	
	
	Denmark
	0.0539
	0.0610
	130
	467
	0.88 (0.48–1.60)
	0.66
	
	
	

	
	
	
	
	
	Sweden
	0.0526
	0.0625
	19
	328
	0.83 (0.19–3.58)
	0.81
	
	
	

	
	
	
	
	
	U.S.
	0.0966
	0.0398
	119
	113
	2.58 (1.17–5.70)
	0.02
	
	
	

	
	
	
	
	
	Combined
	
	
	443
	2003
	1.86 (1.39–2.49)
	3.4e-05
	70 (14–90)
	0.02
	0.22

	11
	rs150758276
	117085874
	C
	G
	Discovery
	0.0540
	0.0182
	175
	1095
	5.20 (2.59–10.45)
	1.4e-05
	
	
	

	
	
	
	
	
	Denmark
	0.0195
	0.0204
	128
	466
	0.96 (0.35–2.59)
	0.94
	
	
	

	
	
	
	
	
	Sweden
	0.0526
	0.0195
	19
	333
	2.79 (0.61–12.84)
	0.17
	
	
	

	
	
	
	
	
	U.S.
	0.0546
	0.0177
	119
	113
	3.21 (1.03–9.99)
	0.03
	
	
	

	
	
	
	
	
	Combined
	
	
	441
	2007
	3.00 (1.85–4.87)
	8.5e-06
	60 (0–87)
	0.06
	0.04

	19
	rs2228671
	11210912
	T
	C
	Discovery
	0.1171
	0.1091
	175
	1095
	1.08 (0.76–1.54)
	0.67
	
	
	

	
	
	
	
	
	Denmark
	0.1000
	0.1226
	130
	461
	0.80 (0.51–1.25)
	0.32
	
	
	

	
	
	
	
	
	Sweden
	0.1176
	0.1079
	17
	329
	1.10 (0.38–3.22)
	0.86
	
	
	

	
	
	
	
	
	U.S.
	0.1102
	0.1071
	118
	112
	1.03 (0.57–1.86)
	0.92
	
	
	

	
	
	
	
	
	Combined
	
	
	440
	1997
	0.98 (0.77–1.25)
	0.87
	0 (0–68)
	0.75
	0.02






eFigure 1. Distribution of total, LDL, and HDL cholesterol as well as triglycerides at birth in infants who later developed IHPS (cases) and controls who did not develop the disease. Bars indicate mean values and error bars indicate standard error of the mean.
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