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FIGURE LEGENDS 
 
 
Supplementary Figure 1: GTEx junction analysis showing that junction 29, skipping exon 39, is 
predominantly expressed in all tissues. 
 
Supplementary Figure 2: Probes for different SNP and CGH array platforms in the duplicated genomic 
region, as provided by DGV. 
 
Supplementary Data 1: Prioritized rare SNVs and indels from WGS. 
 
Supplementary Data 2: Rare CNVs from WGS. 
  



Supplementary Figure 1: GTEx junction analysis showing that junction 29, skipping exon 39, is predominantly expressed in all tissues. 

 
 
  



Supplementary Figure 2: Probes for different SNP and CGH array platforms in the duplicated genomic region, as provided by DGV. 

 


