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Fig.S1 Top protein domain distributions in coconut and P. palmivora revealed by InterProScan.(a) Top domain distribution of coconut transcripts; and (b) Top domain distribution of P. palmivora transcripts

Fig.S2 Top protein family distributions in coconut and P. palmivora revealed by InterProScan. (a) Top protein family distributions of coconut transcripts; and (b) Top protein family distributions of P. palmivora transcripts

Fig.S3. Top protein repeat distributions in coconut and P. palmivora. (a) Top protein repeat distributions of coconut transcripts; and (b) Top protein repeat distributions of P. palmivora transcripts.

Fig.S4 Pathway (KEGG) enrichment analysis of DEGs in coconut. The highly significant enriched pathways are shown with a low false discovery rate (Fisher FDR < 0.05). The percentage of DEGs in the total number of genes involved in the KEGG pathway is shown on the X-axis. The KEGG pathway is shown on the Y-axis. The size of the bubble indicates the number of DEGs. (a) associated enriched pathway up-regulated DEGs at 12 hpi; (b) associated enriched pathway of down-regulated DEGs at 24 hpi; (c) associated enriched pathway up-regulated DEGs at 24 hpi; (d) associated enriched pathway down-regulated at 36 hpi; and (e) associated enriched pathway up-regulated DEGs at 36 hpi.

Fig.S5Annotated plant-pathogen interaction pathway (KEGG).Up-regulated DEGs were mapped with plant-pathogen interaction pathway enzymes and are shown in different colors.

Fig.S6 Annotated plant hormone signal transduction pathway (KEGG). Up-regulated DEGs were mapped with plant hormone signal transduction pathway enzymes and are shown in different colors.

Fig.S7.1 and 7.2 CAZy enzyme classification in DEGs of P. palmivora (Glycoside Hydrolases: GHs; Glycosyl Transferases: GTs; Polysaccharide Lyases: PLs; Carbohydrate Esterases: CEs;  Auxiliary Activities: AAs; Carbohydrate-Binding Modules: CBMs)

Fig.S8 Pathway (KEGG) enrichment analysis of DEGs in P. palmivora. The highly significant enriched pathways have been shown with a low false discovery rate (Fisher FDR < 0.05). The percentage of DEGs in the total number of genes involved in the KEGG pathway is shown on the X-axis. The KEGG pathways are shown on the Y-axis. The size of the bubble also indicates the number of DEGs; (a): enriched pathway associated with up-regulated DEGs at 12 hpi, (b): enriched pathway associated with up-regulated DEGs at 24 hpi, and (c): enriched pathway associated with up-regulated DEGs at 36 hpi.
