
Additional file 3: Fig. S3. Functional enrichment of upregulated genes upon TYLCV infection at 21 

dpi. Gene ontology (GO) analysis of upregulated genes at 21 dpi (4980 genes with a ratio ≥1.5-fold, FDR 

adjusted p-value ≤0.05, when comparing TYLCV-infected samples versus mock samples) using the 

PANTHER GO-Slim biological process (statistical overrepresentation test). Only selected statistically 

significant biological processes are shown (FDR adjusted p-value p≤ 0.05). 
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