Supplementary Figures
Figure S1. GO enrichment analysis of the predicted miRNA targets. (a) Biological process, (b) Cellular component, (c) Molecular function.

Figure S2. The hypothetic model for miR390 mediated gene regulation in responding to cold stress in A. membranaceus. The red arrow indicates an up-regulated expression pattern and the green arrow indicates a down-regulated expression pattern.

Figure S3. The miRNA-mediated gene regulation network in response to cold stress in A. membranaceus leaves. The red and green boxes indicate that the miRNAs were up-regulated or down-regulated, respectively.
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Figure S1 (c)
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Figure S2. The hypothetic model for miR390 mediated gene regulation in responding to cold stress in A. membranaceus. The red arrow indicates an up-regulated expression pattern and the green arrow indicates a down-regulated expression pattern.
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