Metagenomic Insights into Viral Community Restructuring and Microbial Interactions in Waste Stabilization Ponds
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Figure S1. Cross-domain microbial association network in the waste stabilization pond (WSP) system inferred using a compositional data-aware SPIEC-EASI framework. Nodes represent taxa from viruses, bacteria, and microeukaryotes, shown in green, purple, and orange, respectively. Node size is proportional to node degree, indicating the number of statistically inferred associations connected to each taxon. Edges represent SPIEC-EASI-inferred conditional associations among microbial taxa, with red edges indicating positive associations and blue edges indicating negative associations
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Figure S2. Bacteria association network in the waste stabilization pond (WSP) system inferred using a compositional data analysis (CoDA) framework based on the SPIEC-EASI workflow. Nodes represent bacterial taxa, with node size proportional to node degree, indicating the number of statistically inferred associations connected to each taxon. Node colors indicate major bacterial taxonomic groups. Edges represent SPIEC-EASI-inferred conditional associations among viral taxa, with red edges indicating positive associations and blue edges indicating negative associations. Others represent less contributed and unclassified taxa.
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