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Supplementary Fig. 1. Predicted miRNA-target gene-pathway networks of the early infection stage (40 dpi).
Note: In the network visualization, the squares represent miRNAs (red represent the up-regulated miRNAs, green represent the down-regulated miRNAs), the circles represent KEGG pathways, and the triangles represent target genes. 
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Supplementary Fig. 2. Predicted miRNA-target gene-pathway networks of the middle infection stage (80 dpi).
Note: The definitions of squares, circles, triangles, and square colors see Fig. 1.
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Supplementary Fig. 3. Predicted miRNA-target gene-pathway networks of the late infection stage (120 dpi).
Note: The definitions of squares, circles, triangles, and square colors see Fig. 1.
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Supplementary Fig. 4. Predicted miRNA-target gene-pathway networks of all infection stages.
Note: The definitions of the circles and triangles see Fig. 1. Orange squares represent the miRNAs prolong with the whole infection stages.
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Supplementary Fig. 5. Summary of STEM Analysis.
Note: Each small square represents a different profile of clustered miRNAs obtained by STEM. The vertical axis represents the expression difference relative to the first time point (uninfected), and the horizontal axis represents the different time points. The blue, orange, and green squares represent significant changing profiles, respectively, while the gray squares indicate non-significant ones. "Gene: counts" represents the number of genes annotated in the profiles.
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