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Fig. S1. Circular phylogenetic tree showing the taxonomic classification of ARG-hosting species in North America. From the innermost to the outermost rings, the layers represent phylum, class, order, family, genus, and species. The colors of the lines and nodes indicate different phyla. The outer symbols denote HPB: circles represent non-HPB, and triangles represent HPB. The accompanying bar chart indicates the proportion of pathogenic species within each phylum in North America.
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Fig. S2. Circular phylogenetic tree showing the taxonomic classification of ARG-hosting species in South America. From the innermost to the outermost rings, the layers represent phylum, class, order, family, genus, and species. The colors of the lines and nodes indicate different phyla. The outer symbols denote HPB: circles represent non-HPB, and triangles represent HPB. The accompanying bar chart indicates the proportion of pathogenic species within each phylum in South America.
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Fig. S3. Circular phylogenetic tree showing the taxonomic classification of ARG-hosting species in Africa. From the innermost to the outermost rings, the layers represent phylum, class, order, family, genus, and species. The colors of the lines and nodes indicate different phyla. The outer symbols denote human pathogenic bacteria (HPB): circles represent non-HPB, and triangles represent HPB. The accompanying bar chart indicates the proportion of pathogenic species within each phylum in Africa.
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Fig. S4. Circular phylogenetic tree showing the taxonomic classification of ARG-hosting species in Oceania. From the innermost to the outermost rings, the layers represent phylum, class, order, family, genus, and species. The colors of the lines and nodes indicate different phyla. The outer symbols denote HPB: circles represent non-HPB, and triangles represent HPB. The accompanying bar chart indicates the proportion of pathogenic species within each phylum in Oceania.
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Fig. S5 Similarity-based network of potential ARGs in Africa.
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