	Twin pair no.
	Gender
	member
	CNV
	chr
	band
	start (bp)
	stop (bp)
	size (kb)
	# probes
	log2
	SD
	gene content
	qPCR results

	1
	F
	affected
	gain
	14
	q11.2
	21814127
	22000569
	186
	9
	0.44963
	0.10909
	none
	false-positive

	3
	M
	unaffected
	loss
	1
	p33
	47653558
	47655788
	2
	6
	-0.43735
	0.12802
	FOXE3
	false-positive

	3
	M
	unaffected
	loss
	6
	p25.3
	1556196
	1557838
	2
	12
	-0.3692
	0.11333
	FOXC1
	false-positive

	6
	M
	affected
	gain
	1
	q21.2
	148047564
	148128219
	81
	7
	0.43298
	0.13366
	12 genes
	false-positive

	6
	M
	affected
	gain
	12
	p13.31
	6922387
	6926060
	4
	14
	0.45876
	0.09878
	C12orf57
	confirmed

	6
	M
	affected
	gain
	X
	p22.2
	15781338
	15787679
	6
	9
	0.41574
	0.15894
	AP1S2
	false-negative

	6
	M
	affected
	gain
	X
	p11.23
	47390509
	47397970
	7
	8
	0.47007
	0.10083
	ELK1, UXT
	confirmed

	6
	M
	affected
	gain
	X
	q28
	153245504
	153282881
	37
	101
	0.36517
	0.17143
	EMD, FLNA, RPL10, DNASE1L1
	confirmed

	6
	M
	affected
	gain
	X
	q28
	153424657
	153429437
	5
	30
	0.40302
	0.14437
	G6PD, IKBKG
	false-negative


Supplementary table 1. Overview of the molecular data of the 9 potential inter-twin CNV differences, derived from 2 dye-swap experiments on the OGT array for the affected twin member versus the unaffected member. Six of these copy number differences were excluded by means of qPCR: 4 CNVs were not confirmed, and were false-positive, and 2 CNVs were present in both twin members (false-negative in 1 twin member). Primer sequences are available upon request. Abbreviations: F: female; M: male. All genome coordinates are listed according to NCBI human genome build 36 (hg18, March 2006).
