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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 log2 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 log2 ratio. The red dots 

indcate the probes with log2 ratio > 0 and blue dots denote probes with log2 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 log2 ratio 

data of Patient 2. The X axis represents the coordinate on chromosome 15 and the Y axis 

repsents the log2 ratio. The red dots indcate the probes with log2 ratio >0 and blue dots 

denote probes with log2 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 log2 ratio 

data of Patient 3. The X axis represents the coordinate on chromosome 15 and the Y axis 

repsents the log2 ratio. The red dots indcate the probes with log2 ratio > 0 and blue dots 

denote probes with log2 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 log2 ratio 

data of Patient 6. The X axis represents the coordinate on chromosome 14 and the Y axis 

repsents the log2 ratio. The red dots indcate the probes with log2 ratio >0 and blue dots 

denote probes with log2 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 log2 ratio 

data of Patient 7. The X axis represents the coordinate on chromosome 18 and the Y axis 

repsents the log2 ratio. The red dots indcate the probes with log2 ratio > 0 and blue dots 

denote probes with log2 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 log2 ratio 

data of Patient 9. The X axis represents the coordinate on chromosome 3 and the Y axis 

repsents the log2 ratio. The red dots indcate the probes with log2 ratio > 0 and blue dots 

denote probes with log2 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 log2 ratio 

data of Patient 10. The X axis represents the coordinate on chromosome 1 and the Y axis 

repsents the log2 ratio. The red dots indcate the probes with log2 ratio > 0 and blue dots 

denote probes with log2 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 log2 ratio 

data of Patient 11. The X axis represents the coordinate on chromosome 11 and the Y 

axis repsents the log2 ratio. The red dots indcate the probes with log2 ratio > 0 and blue 

dots denote probes with log2 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 log2 ratio 

data of Patient 12. The X axis represents the coordinate on chromosome 10 and the Y 

axis repsents the log2 ratio. The red dots indcate the probes with log2 ratio > 0 and blue 

dots denote probes with log2 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 log2 ratio 

data of Patient 13. The X axis represents the coordinate on chromosome 17 and the Y 

axis repsents the log2 ratio. The red dots indcate the probes with log2 ratio > 0 and blue 

dots denote probes with log2 ratio ≤ 0. The area enclosed by the dashbox are enlarged 

below.  
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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 log2 ratio 

data of Patient 14. The X axis represents the coordinate on chromosome 6 and the Y axis 

repsents the log2 ratio. The red dots indcate the probes with log2 ratio > 0 and blue dots 

denote probes with log2 ratio ≤ 0. The area enclosed by the dashbox are enlarged below.  
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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 log2 ratio 

data of Patient 15. The X axis represents the coordinate on chromosome 5 and the Y axis 

repsents the log2 ratio. The red dots indcate the probes with log2 ratio > 0 and blue dots 

denote probes with log2 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 NETO1 and FBXO15, 

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

 

	
  


