Supplemental Figures and Figure Legends

Figure S1. Chromosomal distribution of PaCRKs in the genome of sweet cherry (Prunus avium). Graphical representation of physical location of each PaCRK gene on chromosome.

Figure S2. Conserved motifs analysis with PaCRKs. Ten conserved motifs of PaCRKs were predicated by the software of MEME. 

Figure S3. Validation the expression of PaCRK1 in Arabidopsis. A. PCR amplification the VabZIP12 with genome of Arabidopsis. B. qRT-PCR analysis the expression of PaCRK1 in Arabidopsis.

Figure S4. PaCRK1 overexpression in the roots of Gisela 5. A. Recombinant plasmid used for overexpression assays, 35S, cauliflower mosaic virus 35S promoter; NOS, NOS terminator; LB: left border; RB: right border. B. Validation the transgenic plants by genomic DNA PCR. C. qRT-PCR analysis the expression of PaCRK1 in the transgenic lines. “*” means p-value < 0.05.

Figure S5. Transcriptome analysis the differentially expressed genes (DEGs) between PaCRK1 overexpression and WT. A. The DEGs were drew with volcano map. B. GO analysis the distribution of DEGs.
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