	Supplementary table 1. CNVs reported in individuals with an ASD indication for study not meeting criteria for likely significance.

	Case number
	Chr
	Band
	Gain/ loss
	Starting coordinate
	Ending coordinate
	Size of gaps on either side of CNV (start side/end side; kb)a
	Inheritance
	Other CNV

	26627
	1
	p21.1
	loss
	105,867,838
	106,039,460
	4434/0
	unk
	none

	5595
	1
	q44b
	gain
	245,985,930
	246,932,000
	23259/318
	pat
	none

	7035
	1
	q44b
	gain
	245,985,930
	246,932,000
	128/318
	pat
	none

	26164
	2
	p25.3
	loss
	74,468
	234,315
	11/9
	pat
	none

	8892
	2
	p21
	gain
	45,982,964
	46,297,023
	865/0
	mat
	none

	25653
	2
	q13
	loss
	108,793,575
	109,216,289
	349/961
	unk
	11q24.2q25 deletion

	22718
	2
	q21.2
	gain
	133,127,258
	133,509,725
	2025/2490
	unk
	none

	13744
	3
	p26.3
	loss
	46,141
	343,406
	46/0
	unk
	Xp22.33/Yp11.32 duplication

	20491
	3
	p26.3
	gain
	955,368
	1,785,005
	437/0
	mat
	none

	16123
	3
	p26.3
	loss
	1,711,180
	2,245,625
	148/321
	mat
	none

	10306
	3
	q23
	gain
	143,400,305
	143,572,801
	12/5
	pat
	none

	15066
	3
	q29
	gain
	198,615,692
	199,230,435
	76/271
	unk
	none

	26406
	4
	q22.1
	loss
	93,115,488
	93,363,285
	4612/0
	mat
	none

	21622
	4
	q35.2
	gain
	189,700,508
	189,960,829
	147/0
	mat
	13q12.12 deletion

	17377
	4
	q35.2
	gain
	190,207,913
	190,668,423
	56/605
	mat
	none

	20347
	5
	q12.1q12.2
	gain
	62,959,058
	63,216,341
	3679/1530
	unk
	none

	27535
	6
	p25.2p25.1
	loss
	4,062,114
	4,471,133
	472/418
	pat
	none

	25518
	6
	p23p22.3
	loss
	15,399,530
	15,560,374
	10/12
	unk
	none

	23956
	6
	p22.1
	loss
	27,527,854
	27,761,655
	0/3246
	unk
	none

	3183
	6
	p11.2
	gain
	57,668,543
	58,131,862
	56948/0
	unk
	16q12.1 deletion

	24225
	6
	q12
	gain
	65,377,750
	65,911,511
	61/92
	mat
	none

	20503
	6
	q12
	loss
	68,213,161
	68,415,185
	0/4964
	mat
	none

	25451
	6
	q15q16.1
	gain
	91,858,736
	92,474,275
	80/74
	mat
	none

	28883
	6
	q27
	gain
	168,935,185
	169,539,802
	6/10
	pat
	none

	11977
	7
	p22.3
	loss
	797,377
	887,448
	90/508
	mat
	Xp22.31 deletion

	16698
	7
	p21.1
	gain
	17,363,604
	17,719,683
	10780/0
	mat
	none

	24080
	7
	p11.2p11.1
	loss
	57,198,356
	57,622,921
	1599/4369
	mat
	none

	29493
	7
	q11.21
	loss
	64,247,063
	64,565,333
	43/289
	mat
	none

	1965
	7
	q36.3
	gain
	158,397,622
	159,788,150
	3051/33
	pat
	none

	9019
	8
	p23.2
	gain
	2,376,624
	2,908,591
	244/0
	pat
	none

	13747
	8
	p23.2
	loss
	4,253,907
	4,725,426
	77/324
	unk
	none

	2077
	8
	p22
	gain
	14,101,041
	14,316,575
	6405/1623
	mat
	none

	25525
	8
	q24.23
	gain
	138,578,844
	138,934,880
	2217/1924
	pat
	none

	16006
	8
	q24.3
	gain
	140,858,987
	141,140,175
	20457/235
	unk
	none

	29119
	8
	q24.3
	gain
	144,558,881
	144,889,419
	10/29
	pat
	none

	20927
	9
	p24.3
	gain
	506,320
	678,162
	0/0
	mat
	none

	21771
	9
	p24.3
	loss
	1,241,590
	1,519,128
	0/46
	mat
	none

	22960
	9
	p23
	gain
	9,839,207
	10,096,124
	2181/0
	mat
	none

	22365
	9
	p23
	loss
	9,839,207
	10,096,124
	2181/0
	pat
	none

	24137
	9
	q31.1
	loss
	105,402,119
	105,838,586
	58/51
	mat
	none

	21191
	9
	q34.3
	gain
	139,979,344
	140,168,105
	0/105
	pat
	none

	29497
	10
	q11.22
	gain
	46,404,718
	47,125,292
	879/813
	unk
	22q11.21q21.22 duplication

	16830
	10
	q24.32
	gain
	103,169,248
	103,624,892
	544/914
	unk
	none

	24789
	11
	p15.4
	loss
	4,341,302
	4,565,755
	336/0
	unk
	none

	25766
	11
	q25
	gain
	131,229,517
	131,477,242
	139/344
	mat
	none

	2074
	12
	p13.33
	gain
	152,513
	591,006
	153/12299
	mat
	none

	11907
	12
	q25.32q24.33
	loss
	128,688,007
	129,005,939
	0/162
	mat
	12q24.33 duplication

	21622
	13
	q12.12
	loss
	23,056,087
	23,388,353
	1542/2180
	mat
	4q35.2 duplication

	11092
	13
	q14.2
	gain
	46,386,690
	46,844,653
	27496/780
	mat
	none

	12158
	14
	q32.31q32.32
	gain
	101,957,366
	102,479,478
	82/0
	mat
	none

	4384
	15
	q11.2b
	gain
	20,362,442
	20,646,318
	20362/1931
	mat
	none

	4627
	15
	q11.2b
	loss
	20,362,442
	20,646,318
	20362/1931
	mat
	none

	19873
	15
	q26.3
	gain
	98,471,976
	98,866,487
	380/283
	mat
	none

	15626
	15
	q26.3c
	gain
	98,692,091
	99,322,865
	0/0
	mat
	none

	15627
	15
	q26.3c
	gain
	98,692,091
	99,322,865
	0/0
	mat
	none

	3183
	16
	q12.1
	loss
	46,666,094
	47,101,700
	19533/10596
	unk
	6p11.2 duplication

	14098
	16
	q23.1
	gain
	73,485,555
	13,813,594
	626/1476
	unk
	none

	12888
	16
	q24.2q24.3
	gain
	87,083,692
	87,438,619
	638/0
	mat
	none

	23295
	17
	p13.3
	gain
	0
	518,799
	0/0
	unk
	none

	19939
	17
	p13.3
	gain
	1,191,629
	2,077,157
	400/235
	mat
	none

	14335
	17
	p11.2p11.1
	gain
	21,765,799
	22,187,133
	574/200
	pat
	none

	23647
	17
	p11.2p11.1
	loss
	21,765,799
	22,187,133
	574/200
	mat
	16p11.2 duplication

	15240
	18
	p11.32
	gain
	1,160,513
	1,605,962
	24/266
	mat
	none

	25557
	18
	q21.31
	gain
	53,203,717
	53,420,111
	1825/0
	pat
	none

	23698
	19
	q13.42
	gain
	60,494,898
	61,401,441
	121/0
	unk
	none

	20259
	19
	q13.43
	gain
	62,794,103
	63,011,579
	202/206
	pat
	none

	9901
	20
	p12.3p12.2
	gain
	8,965,717
	9,367,711
	402/1026
	mat
	none

	20963
	20
	q11.21
	loss
	29,297,619
	29,445,088
	3621/11
	unk
	7q11.23 duplication

	8586
	20
	q11.21
	gain
	29,493,206
	29,625,922
	9/35
	unk
	none

	20660
	20
	q12
	gain
	39,499,911
	39,677,519
	0/1623
	pat
	none

	25287
	21
	q22.11
	loss
	32,151,464
	32,681,416
	4381/2347
	unk
	none

	29497
	22
	q11.21q11.22
	gain
	20,269,722
	21,264,593
	499/73
	unk
	10q11.22 duplication

	27668
	X
	p22.33
	gain
	1,693,892
	2,394,230
	5/3
	unk
	Xp21.3 duplication

	18406
	X
	p22.32
	gain
	5,024,222
	5,271,791
	211/70
	mat
	none

	27668
	X
	p21.3
	gain
	28,801,975
	28,962,939
	11/10
	unk
	Xp22.33 duplication

	20296
	X
	q28
	gain
	151,700,875
	151,966,354
	268/393
	unk
	none

	21482
	Y
	p11.31
	gain
	2,411,697
	2,721,357
	0/0
	pat
	none


Chr=chromosome; unk=unknown; mat=maternally inherited; pat=paternally inherited

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.
bThis CNV is now thought to be benign and no longer reported as abnormal by our laboratory.

cThis CNV was found in siblings and was maternally inherited, while the abnormal phenotype was paternally inherited.

