
B

A

Additional file 9: Fig. S9. Functional enrichment of the predicted target genes from the 

DEmiRNAs in response to TYLCV infection at 21 dpi. A) Gene ontology (GO) analysis using 

the PANTHER GO-Slim biological process (statistical overrepresentation test) of all the predicted 

targets from DEmiRNAs at 21 dpi (684 miRNAs-targets pairs, 470 unique targets). Selected 

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

ontology of predicted DE targets of DEmiRNAs at 21 dpi (352 miRNAs-targets pairs, 235 unique 

targets). Selected statistically significant MapMan BINs are shown (Wilcoxon test and Benjamini-

Hochberg FDR adjusted p-values ≤0.05). 
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