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Supplementary Figure S1: Reduced abundance proteins: MS/MS data from 
Rpgrko and wild type PSC was analyzed to identify proteins with reduced 
abundance in Rpgrko PSC at 2 months (upper panel) and 4 months (lower panel) 
of age. Pathways represented by the identified proteins are represented here. 
	
  

	
  
	
  
	
  
	
  



Supplementary Figure S2: Increased abundance proteins: MS/MS data from 
Rpgrko and wild type PSC was analyzed to identify proteins with increased 
abundance in Rpgrko PSC at 2 months (upper panel) and 4 months (lower panel) 
of age. Pathways represented by the identified proteins are represented here. 

	
  
	
  



Supplementary Figure S3: Wild type retinal sections were stained with anti-
acetylated a-tubulin (AcT; red), anti-γ-tubulin (basal body marker; red) or 
detyrosinated tubulin (DeTyr; green; TZ and microtubule marker) and IDE (A), 
OFD1 (B) or IQGAP1 (C). Merge (yellow) shows co-localization of the tested 
antibodies at the inner segment (IS) or TZ (transition zone). IDE staining was 
detected primarily in the IS and OPL (outer plexiform layer). At higher 
magnification (See Figure 4), IDE staining can be detected in the TZ. Arrows in 
inset (B) indicate co-localization of OFD1 and γ-tubulin. Arrows in C indicate a 
predominant localization of IQGAP1 at the tip of the TZ. Scale bar: 10 µm. OLM: 
outer limiting membrane; ONL: outer nuclear layer; OS: outer segment. 
	
  

	
  


