Supplementary Fig. 5
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Supplementary Fig. 5. Integrated transcriptomic and metabolomic WGCNA. (A) Selection of the soft-thresholding power for weighted gene co-expression network construction. (B) Hierarchical clustering dendrogram showing the identified co-expression modules and the blue module most strongly associated with metabolic traits. (C) Heatmap showing correlations between the identified modules and the 50 metabolites with the highest absolute correlation coefficients. (D) Venn diagram showing the overlap among the 50 metabolites with the highest absolute correlation coefficients, 189 metabolites assigned to the blue module, and 73 metabolites associated with the machine-learning-prioritized core targets. (E) Correlation analysis of the six overlapping differential metabolites. (F) Relative abundance profiles of the six overlapping metabolites in the indicated groups. WGCNA, weighted gene co-expression network analysis.
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