Table S8: Comparison of SNV calls made from whole-genome sequence versus genotype data 

	Study
	Validation Techniques
	Concordance

	This study (average)
	Illumina Human1M-Duo or 610-Quad genotyping BeadChip
	98.58%

	J. C. Venter  [1]
	Affymetrix Mapping 550K Array Set, Illumina 650Y BeadChip
	92.53% (Affy 550K)

91.66% (Illumina 650Y)

91.63% (Overall)

	NA18507 [2]
	Illumina 550Y BeadChip
	99.57% (ELAND)

99.90% (MAQ)

	Chinese  [3]
	Illumina Human1M BeadChip
	99.90%

	Southern African (KB1) [4]
	Illumina Human1M BeadChip
	99.91% *

	Korean (AK1) [5]
	Illumina 370K BeadChip
	94.40% 


* This number is generated based on the false negative rate of 0.09 reported by the authors. The genotypes used in their study were inferred using the forward strand output from BeadStudio and the actual strand of the alleles from dbSNP. The authors then computed the false-negative rate (0.09) by taking the number of genotype SNV calls that were missed (not called) by the sequencing and dividing this by the total number of genotype SNVs. Therefore the number of 99.91% is not a direct concordance rate between sequencing and genotyping platforms, and for the purpose of evaluating the concordance rate between the two platforms as discussed here, may be over-estimated.
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