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Figure S1. The temporal distribution of high-quality P. mirabilis genomes.
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Figure S2. (a) Phylogenetic trees from the core genome showed the relationships among P. mirabilis isolates, and our isolates were shown in red dots, the genomes were annotated with geographical regions and isolation resources. (b) Core genome SNP phylogenetic tree annotated with geographical distributions and isolate sources, and our isolates were shown in red dots.
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Figure S3. NMDS analysis based on the Bray-Curtis distance of AMR genes in P. mirabilis strains isolated from clinical specimens and environmental samples.
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Figure S4. The profiles of complete plasmid sequences identified in P. mirabilis population. (a) The distribution of various mobility plasmids among the top five predicted plasmid types by MOB-suite. (b) The frequency of conjugative plasmids in top five predicted plasmid types.
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Figure S5. The comparative analysis of gene structures among the three complete IncC plasmids carrying NDM-1, these genes were associated with bacterial defence, virulence, and AMR.
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Figure S6. The profiles of complete plasmids carrying NDM-1 in their entirety. (a) The distribution of various mobility plasmids among the top 15 predicted plasmid types by MOB-suite. (b) The frequency of conjugative plasmids in top 15 predicted plasmid types.
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Figure S7. The phylogenetic analysis of TEM-1 carrying plasmids. (a) The core genome-based phylogenetic tree of 3 TEM-1-carrying IncC-type plasmids and eight phylogenetically related plasmids. (b) The rearrangement distances of NZ_CP040039.1 plasmids with five phylogenetically related plasmids predicted by Pling.



II.  Supplementary Tables
Table S1. The genome quality of P. mirabilis strains isolated in our study.
Table S2. The detailed information about P. mirabilis strains downloaded from the NCBI GenBank database.
Table S3. The average copy number of each type of AMR genes.
Table S4. The detailed information of AMR genes in P. mirabilis populations.
Table S5. The distribution of AMR genes among environmental isolates and clinical isolates of P. mirabilis.
Table S6. The distribution of AMR genes among plasmids, phages, and chromosomes of P. mirabilis.
Table S7. The detailed information about complete plasmids in P. mirabilis obtained from PLASDB.
Table S8. The detailed information about complete NDM-1-carrying plasmids obtained from PLASDB.
Table S9. The detailed information about 35 phylogenetically related plasmids of CP098445.1 (NDM-1-carrying IncC plasmid identified in P. mirabilis).
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