Supplementary Figures

Figure S1. The structure of ENO2 mutant (eno2-).
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Figure S2. Phytohormone signal transduction pathway and related miRNAs that regulate seed germination.
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Figure S3. TF-miRNA-gene regulatory network.

Cytoscape (Cytoscape_3.7.1) was used to analyze these miRNAs and their target genes. The red circles rep-
resent miRNAs, and the green and purple circles were their target genes. The gene with purple circles were
also transcription factors.



