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Figure S1. Predicted secondary structures of several novel miRNAs precursors. Mireap_v0.2

software with default parameters was used to prepare the hairpin structures of these novel
miRNAs. Capital letters indicate mature miRNAs sequence.
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pairs among all 6 samples. Red represents up-regulation and blue represents down-regulation. It
was completed by TBtools software with that the expression values of miRNAs were normalized

Figure S2. Heatmap of 301 differentially expressed miRNAs (DEMs) screened by comparisons in
using Z-score normalization.
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Figure S3. The process of the degradome sequencing



