Table S1. Sample exclusion for the CARe Affy6.0 datasets.
	Quality control filters
	ARIC
	CARDIA
	CFS
	JHS
	MESA

	Initial number of samples
	3269
	1209
	704
	2200
	1737

	Severe PCA outliers prior to quality control (CARDIA only)(see section 4)
	N/A
	210
	N/A
	N/A
	N/A

	Number of samples with <18 fingerprinting assays working
	5
	1
	3
	2
	6

	Number of samples with >3 discordant fingerprinting assays
	10
	4
	11
	5
	12

	Number of duplicates removed (samples with same identifiers)
	87
	6
	38
	0
	0

	Number of samples with genotyping <95%
	78
	5
	0
	2
	6

	Samples that create a large number of haploid heterozygous calls
	5
	0
	0
	1
	2

	Samples with extreme heterozygosity values
	12
	2
	4
	11
	12

	Low-level IBD/IBS sharing (PI_HAT>0.05) with a large number of samples
	55
	10
	12
	0
	7

	Nearest neighbor analysis outliers
	26
	16
	1
	31
	44

	Outliers from clustering based on missingness
	2
	0
	1
	3
	2

	Samples with high Mendel error rate
	N/A
	N/A
	2
	0
	N/A

	Total number of samples removed
	280
	254
	72
	55
	91

	Final number of samples
	2989
	955
	632
	2145
	1646


