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Figure S1 Gene set enrichment analysis (GSEA) of biological processes for DEGs 1n the black co-expression module.
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Figure S2 Gene set enrichment analysis (GSEA) of molecular functions for DEGs 1n the black co-expression module.
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Figure S3 Gene set enrichment analysis (GSEA) of cellular components for DEGs in the black co-expression module.
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Figure S4 Gene set enrichment analysis (GSEA) of biological processes for DEGs 1n the green co-expression module.
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Figure S5 Gene set enrichment analysis (GSEA) of molecular functions for DEGs in the green co-expression module.
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Figure S6 Gene set enrichment analysis (GSEA) of cellular components for DEGs 1n the green co-expression module.
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Figure S7 Gene set enrichment analysis (GSEA) of molecular functions for DEGs 1n the brown co-expression module.
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Figure S8 Regulatory networks of ERF062, BZIP2, and UNE10 transcription factors.
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Figure S9 Regulatory networks of HSFA3 and GATA11 transcription factors.
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Figure S10 Regulatory networks of BHLH63, BZIP69, SRM1, and HSFAS transcription factors.



Figure S11 Regulatory networks of PHL6 and GATA7 transcription factors.
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Figure S12 Regulatory networks of WRKY 18-1/2/3 transcription factors.



