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SUPPLEMENTARY FIGURE 
 

 
Supplementary Figure S1. Contribution of causal genes to the most common IRD subtypes. 
Pie charts showing the relative contribution of the main causal genes in disease pathogenesis of 
the RP (a), LCA (b) and CD/CRD (c) cohorts. Genes implicated in less than 10 RP cases or in less 
than 2 LCA or CD/CRD cases are grouped.  
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Supplementary Table S1. List of all identified variants, their frequency and associated inheritance 
pattern in the genetically solved cohort. 
 
 
Supplementary Table S2. Novel variants identified in this study (not reported in ClinVar and LOVD). 
 
 
Supplementary Table S3. In silico IRD gene panel used for clinical and whole exome sequencing 
analyses. 


