
646 Sites (366 Genes)

65 Sites (59 Genes)

15 Sites (15 Genes)

7 Sites (7 Genes)

Median or mean coverage ш 30X

FoldChange ш 1.20 or Foldchange ч 0.83

Differential analysis Wilcoxon test with p-value < 0.05

AUC ROC > 0.7

Sites in at least 25% of samples

Known in REDIportal database

Not already patented

Network analysis (Gene Ontology, STRING Database, DisGeNET Database)

Technical feasability (primer design, SNPs, homopolymers, … )

Suppl Figure 3: RNA editing site selection procedures from the 366 genes differentially edited between depressed patients (n=26) and controls (=31)


