Supplementary figures

Upregulated genes in tolerant cultivar
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Supplementary figure 1. Heat maps of all upregulated DEGs in V11E0022 involved in different

biological processes and pathways, and antiporters under salt stress conditions.
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Supplementary figure 2. KEGG analysis of all DEGs in V11E0022 cultivar under salt stress
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Supplementary figure 3. KEGG analysis of all DEGs in V11EOQ135 cultivar under salt stress

treatment.
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Supplementary figure 4. KEGG analysis of upregulated DEGs in V11E0022 cultivar under

salt stress treatment.
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Supplementary figure 5. KEGG analysis of upregulated DEGs in V11E0135 cultivar under

salt stress treatment.



