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Fig. S1 Tertiary structures of the CeqSnRK proteins
Protein models were obtained using the SWISS-MODEL online server
Fig. S2 Ka/Ks ratios of orthologs
Left image represents orthologs of CeqSnRK with EgrSnRK and PtSnRK. Right image represents orthologs of CeqSnRK with AtSnRK and OsSnRK
Fig. S3 Relative expression of CeqSnRK genes in roots following different NaCl treatments as determined by RT-qPCR
The Y-axis and X-axis indicate relative expression levels and salt concentration of stress treatment, respectively. Mean values and standard deviations (SDs) were obtained from three biological and three technical replicates. The error bars indicate standard deviation. **P < 0.01 and *P < 0.05
Fig. S4 Relative expression of CeqSnRK genes in shoots following different NaCl treatments as determined by RT-qPCR
The Y-axis and X-axis indicate relative expression levels and salt concentration of stress treatment, respectively. Mean values and standard deviations (SDs) were obtained from three biological and three technical replicates. The error bars indicate standard deviation. **P < 0.01 and *P < 0.05
Fig. S5 Relative expression of 25 selected CeqSnRK genes in shoots at different times following NaCl treatment as determined by RT-qPCR
The Y-axis and X-axis indicate relative expression levels and the time course of stress treatment, respectively. Mean values and standard deviations (SDs) were obtained from three biological and three technical replicates. The error bars indicate standard deviation. **P < 0.01 and *P < 0.05
Fig. S6 Correlation matrix of expression among the CeqSnRK genes under NaCl treatment
Correlation analysis of the expression of CeqSnRK genes under NaCl treatment in roots (left) and shoots (right). Correlations are indicated by the size and color of circles. * and ** represent correlations with P-value ≤ 0.05 and P-value ≤ 0.01, respectively
Table S1 Details of the identified CeqSnRK genes.
Table S2 The prediction of subcellular localization.
Table S3 Details of SnRK genes from Arabidopsis, rice, grapevine , and Populous trichocarpa.
Table S4 Detailed information for the 20 motifs in the SnRK proteins of Casuarina equisetifolia.
Table S5 Ka/Ks ratios of paralogous and orthologous gene pairs.
Table S6 Promoter analysis of the CeqSnRK genes.
Table S7 Promoter analysis of the CeqSnRK genes.
Table S8 List of primer sequences used for qRT-PCR analysis of the CeqSnRK genes.

