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Figure S2. Visualization of Weighted Gene Co-expression Network Analysis (WGCNA) network on GC-NMR-OTU data. Weighted Correlation Network [UPPER] and characterization of turquoise module [BOTTOM]. In the network, the WGCNA detected module are colored according to the corresponding module labels. Pie charts represent the percentages and numbers of OTUs and metabolites falling in turquoise module. In the subnetwork of turquoise module the species with the highest BS are highlighted with a greater node size and colored in red, if increase in R samples, or in blue, if increase in NR samples.

