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Figure S1. Phylogenetic tree based on a concatenated alignment of 25 bacteria-archaea distributed single-copy genes from 2,381 (at least 30% of the markers genes present) genomes of PaGeD. 
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Figure S2. Screenshot of the PaGeD web platform showing the Taxonomy Explorer interface. The map displays the global geographic distribution of genomes classified under the phylum Pseudomonadota. Genomes are color-coded by habitat category, and interactive features allow users to zoom, pan, and explore detailed metadata for each genome (URL: https://paged.cpqba.unicamp.br/taxonomy_explorer/taxon_map/phylum/Pseudomonadota).
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Figure S3. Distribution of species-level clusters with at least five members across the isolation sources. The bubble colors represent the class taxonomic level, and the size represents the number of genomes in each cluster. Only species-like clusters with at least five genomes were plotted. 

[image: Uma imagem contendo Gráfico

O conteúdo gerado por IA pode estar incorreto.]
Figure S4. Horizontal bar plot showing the number of genes annotated in each KEGG Level 2 functional category (Y-axis). Bars are colored according to their corresponding KEGG Level 1 category, as indicated in the legend.
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Figure S5. Functional stratification of hydrocarbon degradation pathways across microbial taxa. Average completeness of each metabolic pathway across (a) phyla and (b) genera. 
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Figure S6. Hydrocarbon degradation pathway completeness across the top 10 genomes with the highest catabolic gene content. Each row represents a degradation pathway, and each column corresponds to one of the top-ranking genomes. The size and color intensity of the bubbles indicate the completeness percentage of each pathway within each genome.
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Figure S7. Hydrocarbon degradation pathway completeness across the habitats. Each row represents a degradation pathway, and each column corresponds to one habitat. The size and color intensity of the bubbles indicate the average completeness percentage of each pathway within each habitat.
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Figure S8. Principal Coordinates Analysis (PCoA) of genomes based on hydrocarbon degradation gene profiles. The ordination is based on Jaccard distance using the presence-absence matrix of curated degradation genes. Each point represents a genome containing at least 15 hydrocarbon degradation genes, colored by its associated habitat.
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Figure S9. Global distribution of genomes encoding hydrocarbon degradation genes. Each point represents a genome mapped to its geographic origin. Point size reflects the number of hydrocarbon degradation genes annotated in the genome, while colors indicate the associated habitat category. 
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