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Figure S1 Heatmap of pearson’s correlation coefficient between replicates of samples
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Figure S2 The top 20 GO terms of DEGs in M-CKL vs M-TL
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Figure S3 The top 20 GO terms of DEGs in Z-CKL vs Z-TL
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Figure S4 The top 20 GO terms of DEGs in M-TL vs Z-TL
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Figure S5 The top 20 KEGG pathways of DEGs in M-CKL vs M-TL
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Figure S6 The top 20 KEGG pathways of DEGs in Z-CKL vs Z-TL
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Figure S7 The top 20 KEGG pathways of DEGs in M-TL vs Z-TL
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Figure S8 The top 20 GO terms of DEGs in M-CKR vs M-TR
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Figure S10 The top 20 GO terms of DEGs in M-TR vs Z-TR
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Figure S11 The top 20 KEGG pathways of DEGs in M-CKR vs M-TR
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Figure S12 The top 20 KEGG pathways of DEGs in Z-CKR vs Z-TR
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Figure S13 The top 20 KEGG pathways of DEGs in M-TR vs Z-TR
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Figure S14 Heatmap of metabolites of leaves and roots in ZM-4 and M9T337 under salt stress.
(a) Heatmap of metabolites of leaves in ZM-4 and M9T337 under salt stress. (b) Heatmap of
metabolites of roots in ZM-4 and M9T337 under salt stress.
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Figure S15 The top 20 KEGG pathways of DAMs in M-CKL vs M-TL
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Figure S16 The top 20 KEGG pathways of DAMs in Z-CKL vs Z-TL
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Figure S17 The top 20 KEGG pathways of DAMs in M-TL vs Z-TL
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Figure S18 The top 20 KEGG pathways of DAMs in M-CKR vs M-TR
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Figure S19 The top 20 KEGG pathways of DAMs in Z-CKR vs Z-TR
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Figure S20 The top 20 KEGG pathways of DAMs in M-TR vs Z-TR
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Figure S21 The main salt resistance genes and metabolites in phenylpropanoid biosynthesis
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