Supplementary table 3. CNVs reported in individuals without an ASD indication for study who were investigated because of overlap with ASD-associated CNVs and were subsequently reported to have autistic features.
	Case number
	Chr
	Band
	Gain/ loss
	Starting coordinate
	Ending coordinate
	Size (Mb)
	Size of gaps on either side of CNV (start side/end side; kb)a
	Inheritance
	Other abnormality

	30218
	1
	q21.1
	loss
	144,124,744
	144,398,381
	0.27
	332/400
	pat
	mosaic 17q11.1q11.2 duplication

	33621
	1
	q21.1
	loss
	144,124,744
	144,398,381
	0.27
	332/400
	pat
	none

	26819
	1
	q25.1q25.3
	loss
	172,099,066
	181,194,014
	9.09
	45/79
	unk
	4q32.3 duplication, 16p12.2p12.1 duplication

	28324
	1
	q25.2q25.3
	loss
	178,294,383
	178,749,915
	0.46
	62/84
	mat
	16p11.2 deletion

	14614
	2
	q37.1
	gain
	233,043,888
	233,227,429
	0.18
	0/874
	pat
	none

	11744
	3
	q29
	loss
	196,335,426
	197,719,622
	1.38
	0/0
	pat
	none

	28945
	4
	p16.3p16.1
	gain
	35,681
	7,240,404
	7.20
	36/92
	unk
	11q24.3q25 deletion

	28944
	4
	p16.3p16.1
	gain
	56,075
	7,240,404
	7.18
	9/92
	unk
	11q24.3q25 deletion

	26421
	4
	q28.3
	loss
	135,159,947
	135,464,063
	0.30
	4924/0
	mat
	none

	26819
	4
	q32.3
	gain
	168,751,967
	169,479,447
	0.73
	38/75
	unk
	1q25.1q25.3 deletion, 16p12.2p12.1 duplication

	8414
	4
	q35.2
	gain
	187,975,806
	188,695,942
	0.72
	0/356
	pat
	none

	19435
	4
	q35.2
	gain
	189,051,560
	189,277,198
	0.23
	356/114
	pat
	4q35.2 duplication

	19435
	4
	q35.2
	gain
	189,958,830
	190,151,921
	0.19
	0/56
	pat
	4q35.2 duplication

	11593
	6
	q27
	loss
	167,113,548
	170,686,234
	3.57
	429/214
	unk
	none

	18772
	6
	q27
	loss
	167,113,548
	170,686,234
	3.57
	429/214
	unk
	9p24.3p22.2 duplication

	14537
	6
	q27
	loss
	170,423,676
	170,669,360
	0.25
	409/0
	unk
	none

	26411
	7
	q31.1q32.1
	loss
	111,369,413
	127,266,866
	15.90
	4217/1237
	unk
	none

	29126
	7
	q31.33q32.2
	loss
	124,225,933
	129,360,521
	5.13
	76/43
	unk
	none

	28298
	7
	q35q36.3
	loss
	145,337,612
	158,490,400
	13.15
	10/8
	dn
	none

	18772
	9
	p24.3p22.2
	gain
	188,707
	17,261,346
	17.07
	189/10169
	unk
	6q27 deletion

	14081
	9
	q34.3
	loss
	139,459,573
	139,799,808
	0.34
	239/0
	dn
	none

	10704
	10
	p15.3
	gain
	2,650,802
	2,999,960
	0.35
	97/671
	unk
	none

	18553
	11
	q12.1q12.2
	gain
	56,613,461
	61,285,897
	4.67
	8366/73166
	mat
	none

	28944
	11
	q24.3q25
	loss
	128,252,353
	134,419,381
	6.17
	11/33
	unk
	4p16.3p16.1 duplication

	28945
	11
	q24.3q25
	loss
	128,252,353
	134,409,413
	6.16
	11/10
	unk
	4p16.3p16.1 duplication

	11252
	11
	q24.3q25
	loss
	125,831,991
	131,612,360
	5.78
	11/15
	dn
	none

	18151
	11
	q25
	gain
	132,626,207
	133,349,688
	0.72
	0/165
	mat
	none

	29340
	15
	q13.2q13.3
	loss
	28,742,017
	30,226,235
	1.48
	589/461
	unk
	none

	23858
	15
	q13.3
	loss
	29,207,889
	29,603,362
	0.40
	1048/1097
	unk
	16p11.2 deletion

	25432
	15
	q13.3
	loss
	29,207,889
	29,603,362
	0.40
	1048/1097
	dn
	none

	26734
	16
	p13.11
	gain
	15,446,641
	15,843,228
	0.40
	1211/4059
	mat
	none

	26819
	16
	p12.2p12.1
	gain
	21,482,208
	21,974,795
	0.49
	246/9
	unk
	1q25.1q25.3 deletion, 4q32.3 duplication

	28344
	16
	p12.2
	loss
	21,509,120
	21,698,983
	0.19
	285/275
	pat
	none

	23858
	16
	p11.2
	loss
	29,550,781
	30,059,319
	0.51
	601/689
	unk
	15q13.3 deletion

	28324
	16
	p11.2
	loss
	29,563,984
	30,066,186
	0.50
	36/213
	unk
	1q25.2q25.3 deletion

	30218
	17
	q11.1q11.2
	mosaic gain
	22,335,102
	23,690,994
	1.36
	205/80
	dn
	1q21.1 deletion

	28797
	18
	p11.32p11.21
	loss
	102,328
	15,079,388
	14.98
	102/1719
	unk
	18q22.3q23 deletion

	28797
	18
	q22.3q23
	loss
	69,172,132
	76,093,443
	6.92
	80/24
	unk
	18p11.32p11.21 deletion

	12446
	22
	q13.31q13.33
	loss
	44,331,681
	49,549,855
	5.22
	0/142
	unk
	none


Chr=chromosome; unk=unknown; mat=maternally inherited; pat=paternally inherited; dn=de novo. 
aSizes are number of kb between deleted oligo probes/BAC clones at the ends of the abnormality and the closest flanking non-deleted oligo probes/BAC clones.

