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Supplementary Figures and Tables  
 

Supplementary Figure S1: Gene expression variance between and within strains 

indicates that most of the variance is due to expression changes between strains 

Boxplots comparing the distributions of the standard deviations of expression signals 

within CNVs (CNV+), outside CNVs (CNV-), and of both groups combined (ALL) for 

brain and liver at four developmental time-points. The “between strains” standard 

deviations (white boxes) and the “within strain” standard deviations (gray boxes) were 

calculated using standard ANOVA (** P < 0.001). 
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Supplementary Figure S2: Variance of expression in different parts of the CNS of 

genes within CNVs, in neighboring regions, and elsewhere in the genome   

Boxplot distribution of signal variances for transcripts expressed in the bed nucleus of 

the stria terminalis (STR), the hippocampus (HIP), the hypothalamus (HYP), the 

periaqueductal gray (PER) and the pituitary gland (PIT), and mapping within CNVs 

(black), 50 - 250 kb of the nearest CNV breakpoint (gray), or further away (white) are 

shown. The data were computed using the GSE4734 mouse expression dataset 

(Hovatta et al., Genome Biol, 2007). The black (largest two-tailed P = 4 x 10-4, Mann-

Whitney U test (U = 2396773)) and the gray distributions (largest two-tailed P = 0.094, 

Mann-Whitney U test; one exception is pituitary gland) are significantly different from the 

white in all monitored tissues. The numbers of transcripts for which expression could be 

detected are indicated. 
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Supplementary Figure S3: Clustering results produced by Mfuzz 

Graphs showing the three clusters of liver time-course expression profiles obtained with 

Mfuzz (Futschik & Carlisle, J Bioinform Comput Biol, 2005). Membership values are 

color-coded, with red and orange shades denoting high and low membership values, 

respectively (see inset on the bottom right). Time-courses were included in a given 

cluster only if their membership values were ≥ 0.5 (see Methods section for details). 
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Supplementary Figure S4: 

Assessed transcripts were ranked decreasingly by the sum of squares deviations from 

the mean between strains for each developmental time-points. CNV transcripts are 

represented by a disk and non-CNV transcripts by a circle, respectively. Data from brain 

are shown, while data from liver are presented in Figure 4. We observe in both brain 

and liver a statistically significant enrichment of CNV-transcripts amongst the transcripts 

with the highest score, i.e. the transcripts that vary more between strains (see text for 

details). 
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Supplementary Table S1: Proportion of variance of expression due to copy 

number changes through development 

Supplementary Table S2: Proportion of variance of expression due to copy 

number changes for different brain substructures 

Supplementary Table S3: Genes and quantitative PCR assays 

 

 

 

 



 

 

 
 



 

 



 

 

 


