
 

Supplementary Figure S1. Protein-protein interaction analysis via STRING database. (a) Network 

analysis of the proteins belonging to the protein categories listed in Figure 4b and related to the “protein-

containing complex”, “translation” and “RNA binding”, being visualized in a STRING confidence-

interaction network (edges). The difference in line thickness represents the strength of the supporting data. 

Nodes in red indicate proteins related to “translation”, in blue those related to “proteolysis”, and in green 

and purple proteins associated with “RNA processing” and “RNA binding”, respectively. Proteins 

containing WD40 repeats are illustrated in yellow. Red-colored edge indicates the novel interaction derived 

from our study. (b) STRING network analysis of proteins belonging, among others, to the “protein folding” 

and “chaperone” categories. Nodes in red and blue indicate proteins related to “protein folding” and 

“chaperone” categories, respectively. Edges in red indicate interactions derived from our experiments. 


