
Fig. S5. Gene ontology (GO) analysis of downregulated genes in NbRPL10A-silenced samples when compared vector control (VC)

after nonhost pathogen Pseudomonas syringae pv. tomato T1 treatment. The differentially expressed genes from RNA seq data of N.

benthamiana were used for BLAST analysis to find Arabidopsis homologs and the unigenes from Arabidopsis were submitted to

pathway analysis using agriGo analysis tool (http://bioinfo.cau.edu.cn/agriGO/).
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