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Figure S1 BUSCO assessment results.
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Figure S2 KEGG enrichment analysis of DEGs from 27 paired groups.
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Figure S3 Ten cluster of DEGs in leaf and the relative KEGG enrichments.
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Figure S4 Ten cluster of DEGs in stem and the relative KEGG enrichments.
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Figure S5 Ten cluster of DEGs in rhizome and the relative KEGG enrichments.
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Figure S6 Module-tissue association from WGCNA analysis and KEGG enrichments

of modules with affinity for polyphyllin.



