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Figure S1 Array CGH showing 1.16 Mb duplication at 16p13.11 in Patients 1, 4, 5 & 8

The scatterplot of chromosome view is displayed using DEVA software. The first track
is the cytogenetic ideaogram of chromosome 16 and the second to the fifth tracks are
the log, ratio data of Patients 1, 4, 5 and 8 respectively. The X axis represents the
coordinate on chromosome 16 and the Y axis repsents the log, ratio. The red dots
indcate the probes with log, ratio > 0 and blue dots denote probes with log, ratio < 0.

The area enclosed by the dashbox are enlarged below.
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Figure S2 Array CGH showing 0.26 Mb deletion at 15q11.2 in Patient 2

The scatterplot of chromosome view is displayed using DEVA software. The first track
is the cytogenetic ideaogram of chromosome 15 and the second track is the log, ratio
data of Patient 2. The X axis represents the coordinate on chromosome 15 and the Y axis
repsents the log, ratio. The red dots indcate the probes with log, ratio >0 and blue dots

denote probes with log, ratio < 0. The area enclosed by the dashbox are enlarged below.
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Figure S3 Array CGH showing 1.97 Mb deletion at 15q23—q24.1in Patient 3

The scatterplot of chromosome view is displayed using DEVA software. The first track
is the cytogenetic ideaogram of chromosome 15 and the second track is the log, ratio
data of Patient 3. The X axis represents the coordinate on chromosome 15 and the Y axis
repsents the log, ratio. The red dots indcate the probes with log, ratio > 0 and blue dots

denote probes with log, ratio < 0. The area enclosed by the dashbox are enlarged below.
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Figure S4 Array CGH showing 0.12 Mb deletion at 14q22.1 in Patient 6

The scatterplot of chromosome view is displayed using DEVA software. The first track
is the cytogenetic ideaogram of chromosome 14 and the second track is the log, ratio
data of Patient 6. The X axis represents the coordinate on chromosome 14 and the Y axis
repsents the log, ratio. The red dots indcate the probes with log, ratio >0 and blue dots
denote probes with log, ratio < 0. The area enclosed by the dashbox are enlarged below

with an additional track showing the gene in the region of deleton.
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Figure S5 Array CGH showing 14.53 Mb deletion at 18q22.1—q23 in Patient 7

The scatterplot of chromosome view is displayed using DEVA software. The first track
is the cytogenetic ideaogram of chromosome 18 and the second track is the log, ratio
data of Patient 7. The X axis represents the coordinate on chromosome 18 and the Y axis
repsents the log, ratio. The red dots indcate the probes with log; ratio > 0 and blue dots

denote probes with log, ratio < 0. The area enclosed by the dashbox are enlarged below.
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Figure S6 Array CGH showing 0.55 Mb duplication at 3q13.3 in the subject Patient 9

The scatterplot of chromosome view is displayed using DEVA software. The first track
is the cytogenetic ideaogram of chromosome 3 and the second track is the log, ratio
data of Patient 9. The X axis represents the coordinate on chromosome 3 and the Y axis
repsents the log, ratio. The red dots indcate the probes with log, ratio > 0 and blue dots

denote probes with log, ratio < 0. The area enclosed by the dashbox are enlarged below.
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Figure S7 Array CGH showing 0.61 Mb duplication at 1q44 in Patient 10

The scatterplot of chromosome view is displayed using DEVA software. The first track
is the cytogenetic ideaogram of chromosome 1 and the second track is the log, ratio
data of Patient 10. The X axis represents the coordinate on chromosome 1 and the Y axis
repsents the log, ratio. The red dots indcate the probes with log, ratio > 0 and blue dots

denote probes with log, ratio < 0. The area enclosed by the dashbox are enlarged below.
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Figure S8 Array CGH showing 0.08 Mb duplication at 11q24.1 in Patient 11

The scatterplot of chromosome view is displayed using DEVA software. The first track
is the cytogenetic ideaogram of chromosome 11 and the second track is the log, ratio
data of Patient 11. The X axis represents the coordinate on chromosome 11 and the Y
axis repsents the log, ratio. The red dots indcate the probes with log, ratio > 0 and blue
dots denote probes with log, ratio < 0. The area enclosed by the dashbox are enlarged

below.
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Figure S9 Array CGH showing 0.97 Mb duplication at 10p12.33—p12.32 in Patient 12

The scatterplot of chromosome view is displayed using DEVA software. The first track
is the cytogenetic ideaogram of chromosome 10 and the second track is the log, ratio
data of Patient 12. The X axis represents the coordinate on chromosome 10 and the Y
axis repsents the log, ratio. The red dots indcate the probes with log, ratio > 0 and blue

dots denote probes with log, ratio < 0. The area enclosed by the dashbox are enlarged

below.
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Figure S10 Array CGH showing 0.12 Mb duplication at 17q21.33 in Patient 13

The scatterplot of chromosome view is displayed using DEVA software. The first track
is the cytogenetic ideaogram of chromosome 17 and the second track is the log, ratio
data of Patient 13. The X axis represents the coordinate on chromosome 17 and the Y
axis repsents the log, ratio. The red dots indcate the probes with log, ratio > 0 and blue

dots denote probes with log, ratio < 0. The area enclosed by the dashbox are enlarged

below.
Location:/chr17 : 52,934 - 78,637,123 v Number of Plots:| 2 = m Search Annotation|
> ® & >
K Qs*" @'ks @ @*s @*‘ Qe‘s @p &.p @*’ @*
4 ‘4 NS ‘4 A4 » > o> ) ® \J
® > P 4 k4 W » § & N <
L b b e e b e b e b b e b a1y
Cytogenetic Ideogram
A e B S e i L
125 E
0.90 = E
0.60 = E
0.30 = 3 }v Chromosome 17
00° kN
h Click to Open Text 2

0.30 = ‘Start Position: 44,800,000 E
E End Position: 47,600,000 k|
E Length: 2,800,001 3
0.90 = Linear Value: 1.0000 E
E color: FEFEFE 3
OTHER:g2133 = T T

N I B R R | I

455 o
555132A06_CGX0117_2013-08-08_10-40:all_data:Cy3/Cy5

T T

= B oo
(=3=1=1=3=1=}
TR

[log2]

.0.00 Patient 13

00D NBWN =,

2000000000
SO0 80805608000660660

LbbbbLbLLE ©OOO00

(=3=1=1=3=1=1

w O ol w - M .u,oo Patient 13

O 0000000

llog2]

L obbbbbbLL DOBOOD
. wmqmmsunaodnuhmm
8800000000.

unl ok und sl snd b

12



Figure S11 Array CGH showing 0.64 Mb duplication at 6q14.1 in Patient 14

The scatterplot of chromosome view is displayed using DEVA software. The first track
is the cytogenetic ideaogram of chromosome 6 and the second track is the log ratio
data of Patient 14. The X axis represents the coordinate on chromosome 6 and the Y axis
repsents the log, ratio. The red dots indcate the probes with log; ratio > 0 and blue dots

denote probes with log, ratio < 0. The area enclosed by the dashbox are enlarged below.

( — S oy ) STA |
Location:/ chré: 0 - 170,899,992 v! Number of Plots: 2 T Q1K Search Annotanon\
S QR QSR -~ QSR O
-~ "9\‘9 @\9 ’p‘p &~ @@ ‘Q\‘s B 04 S & & S & & ©

IN N o« Y

Cytogenetic Ideogram
iat e A

3
125 g
090 - E
0.60 - 3
0.30 - E & Chromosome 6
00: Click to Open Text £
-0.30 = Start Position: 75,900,000 3
E End Position: 82,900,000 q
-0.60 £ Length: 8,000,001 3
-0.90 = Linear Value: 1.0000 [
a2E color: ESEBES 3
YT P I R . T = __ 1 i It

Segments in Ratio Data:530957A03_2012-03-09_10-24(Cy3/Cy5):all_data
TP et et b e et At et
3 !

.0.00 Patient 14

.0.0D Patient 14

13



Figure S12 Array CGH showing 0.58 Mb deletion at 5q33.1 in Patient 15

The scatterplot of chromosome view is displayed using DEVA software. The first track
is the cytogenetic ideaogram of chromosome 5 and the second track is the log ratio
data of Patient 15. The X axis represents the coordinate on chromosome 5 and the Y axis
repsents the log, ratio. The red dots indcate the probes with log; ratio > 0 and blue dots

denote probes with log, ratio < 0. The area enclosed by the dashbox are enlarged below.
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Figure S13 Chromosome 18q deletion

The 18q deletion in Patient 7 is shown as UCSC custom track. The chromosome 18
ideogram is displayed at the top of the figure with a red box specifying the region
delineated below. The blue bar indicates the hemizgyous 18q deletion present in Patient
7. The locations of RefSeq genes are shown in the bottom with NETOI and FBXO15,

genes in 18q region associated with increased risk of autism, highlighted by red circle.
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