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Figure S1 nCMS-HPn/nCMS-HPu and nCMS-TPu/nCMS-HPu volcano Plot
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Figure S2 GO biological process and molecular function of CMS-HPu/nCMS-HPu
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Figure S3 GO biological process of nCMS-HPn/nCMS-HPu
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Figure S4 GO cellular component of nCMS-HPn/nCMS-HPu
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Figure S5 GO molecular function nCMS-HPn/nCMS-HPu
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Figure S6
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Figure S6 Eigengene adjacency heatmap and Module-trait relationships
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