Table S2. Genotype concordance with SNP array-based calls on the chromosome 1 test set.
	Mode
	# concordant genotypes 
	# discordant genotypes
	Genotyping concordance

	CNG
	11,369
	146
	98.7

	CNG – PEM
	681
	3
	99.6

	CNG – BJA
	1,018
	3
	99.7



Displayed are values for the genotyping concordance, i.e., the number of copy-number genotypes concordant with a previously published microarray-based study 
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 divided by total number of copy-number genotypes. Genotype concordance was determined running CopySeq with different modes: CNG, genotype concordance was calculated applying the copy-number genotyping functionality of CopySeq; CNG – PEM, CopySeq was applied with PEM-based boundary redefinition; CNG – BJA, CopySeq was applied with BJA-based boundary redefinition.
