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[image: ]Supplementary Figure 1 Fold change of miRNA expression in inoculated groups as compared to control groups. miR156a, miR159f and miR166c showed the most induction of expression in TR4_I as compared to TR4_C. X axis represents log2(Mean of TR4_I/Mean of TR4_C) or log2(Mean of R1_I/Mean of R1_C).
[bookmark: _Ref523235004][bookmark: _GoBack]Supplementary Figure 2 sRNA mapping profile of Ma02_g06960. The X axis represents the full length of the gene sequence of Ma02_g06960. The Y axis represents the mapped read abundance when aligning sequenced reads to the gene sequence. Above zero means that the reads mapped to the sense strand, while below zero means that the reads mapped to the antisense strand. Green color represents 21 nt reads. Blue color represents 24 nt reads. The abundance of mapped reads was induced in TR4_I and R1_I as compared to TR4_C and R1_C, respectively.
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