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Figure S1	Densest subgraphs identified under low and high methane yield conditions across metagenomic, metatranscriptomic, and multi-omics networks. Subgraphs in (a) and (b) represent the multi-omics networks under low and high methane yield conditions. Blue nodes indicate genes from the metagenomic layer, whereas green nodes indicate genes from the metatranscriptomic layer. Numerical values on the edges represent the corresponding edge weights. Subgraphs in (c) and (d) correspond to the metagenomic networks under low and high methane yield conditions, respectively. Subgraphs in (e) and (f) correspond to the metatranscriptomic networks under low and high methane yield conditions. 
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Figures S2 (a)-(f): (a) Combined network at low-methane condition, (b) Combined network at high-methane condition, (c) Metagenomic network at low-methane condition, (d) Metagenomic network at high-methane condition, (e) Metatranscriptomic network at low-methane condition, (f) Metatranscriptomic network at high-methane condition
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