Comparison of transcriptomic and proteomic analyses to construct a new model for the promotion of starch synthesis by ABA in Euryale ferox Salisb. seeds
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Figure S1. PCA analysis was used to control the quality of data

Figure S2. The difference expression of protein. 

Figure S3. The DEP annotation by GO.
Figure S4. The DEG annotation by KEGG.
Table S1 Starch content during Vernalization in  Euryale ferox Salisb seed development

Table S2 Summary of the proteomic data during Vernalization in  Euryale ferox Salisb seed based on the iTRAQ technology.

Table S3 The list of module genes by WGCNA

Table S4 The list network genes weight

Table S5 The list of cor‐DEGs‐DEPs gene

Table S6 The PPC of network genes

Table S7 The key regulators expression by qRT-PCR

TableS8 The content of ABA

