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FIG S9. PLAAC analysis of GerG. Predicted prion-like domains (PrDs) in GerG are 

highlighted in red. Each amino acid is color coded by its enrichment log-likelihood ratio in PrDs. 

4*PAPA represents PrD prediction using the PAPA algorithm, while FoldIndex predicts 

intrinsically unfolded protein regions (16). 

 

 


