Supplementary figures

Fig. S1. Effects of different salt concentrations on patchouli.
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Fig. S2. Sample PCA and correlation heat map.



/i

§
i HiT
w0 i
/.
i i

R
1
g

!!iﬁs’j !igig;!f};i

‘{;f’f*}fgjf il
F

Fig. S3. GO classification plots.
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Fig. S4. GSEA of DEGs highlighting key metabolic pathways influenced by salt stress and GSH treatment.
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Fig. S5. Power value curve of WGCNA.
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Fig. S6. A. The heatmap of gene expression in midnightblue. B. KEGG in midnightblue.



