
Figure S5. Quantitative analysis of the hit rate of genes at both the primary and 

secondary level of RNAi screening compared with starting genes based on 

specific associations. A. Candidates separated according to category 

(mechanisms = UPS, UPR, ERAD, or autophagy; worm bioinformatics = C. 

elegans microarray or interactome data; α-syn proteomic/genetics = proteomic or 

yeast genetic analyses). The highest hit rate came from genes that were co-

expressed with a known PD gene and are associated with a cellular mechanism 

implicated in PD. B. Candidates derived from microarray co-expression data for 

both DJ-1 and PINK1 are highly enriched at both the primary and secondary level 

of RNAi screening for α-syn modifiers. 


