
S8 Fig. Genes belonging to KEGG metabolic pathways that are upregulated (red) or downregulated (blue) in ZLM vs. ZRM are superimposed onto a global 

metabolic network. Enzymes (genes) are represented as lines and their substrates and products are represented by nodes, only genes that were significantly DE 

are colored. Relevant pathways are labeled on the map. DE genes shown belong to KEGG pathway "mtu01100 metabolic pathways" (S6 and S7 Tables).
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