S3 Table. Genotyping and imputation methods for studies in Stage 1
	Study
	Genotyping platform
	QC filters and reasons for exclusion of participants
	N. of genotyped autosomal SNPs passing QC
	Imputation software
	NCBI Build for imputation reference (HapMap CEU)

	NFBC1966
	Illumina CNV 370 Duo
	SNPs:

Call rate <95%

HWE p-value <10-4 

MAF <1%
Participants:
Contaminated sample 

Sex mismatch
Cryptic relatedness 

Withdrew consent
	328,007
	IMPUTE v1.01
	Build 37 (1000 Genomes)

	ECRHS
	Illumina 610k
	SNPs:
Call rate <95%
HWE p-value <10-4 

MAF <1%
Participants:
Sex mismatch 

Cryptic relatedness

High X chromosomal heterozygosity for males
	582,892
	MACH 1.02
	Build 36, release 22

	EGEA
	Illumina 610k
	SNPs: 

Call rate <97%, 

HWE p-value <10-4 

MAF <5%

Participants:

Contaminated sample
Call rate <97%
Sex mismatch
Cryptic relatedness 
Non-European descent
	513,460
	MACH 1.02
	Build 36, release 22
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