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	Supplemental Figure 1. A scatterplot comparing the prevalence of loci among 21 IncC plasmids (y-axis) to the prevalence among the 438 non-IncC plasmids in the dataset (x-axis).  Red lines represent the user-defined prevalence cutoff values and the 75 loci in the upper-left quadrant meet or exceed the user-defined stringency criteria.
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	Supplemental Figure 2a. Screenshot of the Lociq R-shiny application showing the graphical representations of the plasmids.  Conserved IncC plasmid fragments are represented by numbered black bars, AMR genes by red bars and stress tolerance genes by yellow bars.  User-selected plasmid pairs from the two drop-down menus are dynamically drawn to scale by the application and the screen contains multiple tabs for tabular descriptions of plasmid structural components, plasmid AMR genes and AMR composition of the full plasmid dataset.
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	Supplemental Figure 2b. Screenshot of the Lociq R-shiny application detailing the plasmid fragments from the first user-selected plasmid.  From left to right, the columns display: master record row number, Fragment ID, number of loci on the fragment, the loci and allelic variants present on the fragment, distance between neighboring fragments, AMR gene content in the interfragment space, start position of the fragment, end position of the fragment, fragment size, current plasmid ID and the order that the fragment appears on the plasmid.  Note that fragments may be divided into multiple parts if the plasmid typing loci are separated by a distance greater than the user-defined threshold.



	[image: Graphical user interface, text, application, table, email

Description automatically generated]

	Supplemental Figure 2c. Screenshot of the Lociq R-shiny application detailing the position and neighboring fragment information for the AMR genes located on the plasmid.
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	Supplemental Figure 2d.  Screenshot of the Lociq R-shiny application displaying a searchable datasheet for the AMR genes present in the plasmid dataset.  This tab allows the user to filter the datasheet for plasmids that contain an AMR gene of interest (e.g. blaKPC alleles) and evaluate differences in the position and neighboring fragments of the AMR gene between plasmids.
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	Supplemental Figure 3.  Comparison of an IncC plasmid to an IncC-IncHIA2 hybrid plasmid.  IncC fragments are represented by black bars and IncHIA2 fragments are represented by white bars.  This diagram shows that the 5’ region of NZ_CP028197.1 is similar to the IncC plasmid NZ_MK101346.1.  However, NZ_ CP028197.1 has a large region between IncC fragments 2 and 5 that contains plasmid fragments of the IncHIA2 plasmid type.  The numbered black bars represent plasmid fragments, red bars represent AMR genes and yellow bars represent stress-tolerance genes.  Strand orientation is in relation to the plasmid indexing locus and forward orientation is represented by gene presence above the sequence line.
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	Supplemental Figure 4a.  A comparison of the IncC Lociq ST74 plasmids NZ_CP020024.1 & NZ_CP040039.1 to the IncC Lociq ST75 plasmids NZ_LT985224l1 & NZ_MF150121.1.  The numbered black bars represent plasmid fragments and red bars represent AMR genes.  Strand orientation is in relation to the plasmid indexing locus and forward orientation is represented by gene presence above the sequence line.
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	Supplemental Figure 4b.  A comparison of the IncC Lociq ST74 plasmid NZ_CP040029.1 to the IncC Lociq ST75 plasmids NZ_MF150118.1 & NZ_CP028996.1.  The numbered black bars represent plasmid fragments, red bars represent AMR genes and yellow bars represent stress-tolerance genes.  Strand orientation is in relation to the plasmid indexing locus and forward orientation is represented by gene presence above the sequence line.
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	Supplemental Figure 4c.  A comparison of the IncC Lociq ST74 plasmid NZ_CP040034.1 to the IncC Lociq ST75 plasmids NZ_AP018672.1 & NZ_CP023724.1.  The numbered black bars represent plasmid fragments, red bars represent AMR genes and yellow bars represent stress-tolerance genes.  Strand orientation is in relation to the plasmid indexing locus and forward orientation is represented by gene presence above the sequence line.
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