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Figure S1: Comparison of Genome Quality Metrics Across Four Cerrado Strains. GC Content, BUSCO Completeness, and Contamination Rates.
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Figure S2. Taxonomic classification of phage sequences from the CER55 genome using Kaiju v1.9.0. The donut chart shows the percentage of reads mapped to different taxa within the phage sequences. Specifically, 49% of the reads are mapped to HK225, 46% to Enterobacteriaceae, and 5% to Escherichia. This distribution highlights the taxonomic composition of phage-related reads within the CER55 genome based on Kaiju's classification.
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Figure S3. Heatmap of Transporter Abundance and Diversity in Cerrado Lineages. The rows and columns have been clustered using correlation distance and average linkage methods.
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