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Additional file 6: Fig. S6. Functional enrichment of the tomato gene clusters. A) Gene ontology 

(GO) terms enriched in upregulated genes at 7, 14 and 21 dpi (corresponding to gene clusters 

17,18,23,24,25,28,36) (255 genes). B) MapMan ontology of upregulated genes at 7, 14 and 21 dpi 

(corresponding to gene clusters 17,18,23,24,25,28,36) (255 genes). C) GO enrichment of upregulated 

genes at 14 and 21 dpi (corresponding to gene clusters 19 ,26 ,27 ,29 ,30 ,31 ,32 ,33 ,34 ,35, 43 ,45 

,46 ,47 ,48) (764 genes). D) GO enrichment of downregulated genes at 14 and 21 dpi (corresponding 

to gene clusters 5,6,8,9,10,16) (327 genes). GO analysis using the PANTHER GO-Slim biological 

process (statistical overrepresentation test). Selected statistically significant biological processes are 

shown (FDR adjusted p-value ≤0.05) for A), C) and D). MapMan ontology analysis in B) shows 

selected statistically significant MapMan BINs (Wilcoxon test and Benjamini-Hochberg FDR adjusted p-

values ≤0.05).
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