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Results:

TABLE 1. The table represents the Isolate ID, the original source of the isolate, and a basic benchtop
confirmation of the replicons, plasmids, and the transconjugant replicons. Additionally, data focuses on
the IncA/C region present with each strain. Strain SE142 is not shown as the data was not available at the
time of this poster. The regions that are positive are in blue.

FIGURE 3. The total number of positive transfer factors were divided by the total possible transfer factors (187). Variation was noted in every serovar except
SE462 and SE696. Variation between the sequencing platforms remained consistently inconsistent, which points to potential challenges in monitoring
plasmid transfer factors between platforms. While not definitive, this may be influenced by the serovar.

FIGURE 1. AMR By Platform. Annotated antibiotic resistance varied by sequencing. Using ResFinder, the
assemblies were analyzed and there is variation between the sequencing platforms regarding AMR. The MDRO
designation refers to resistance to at least seven antibiotics (likely ESBL). Variation exists between platform and
between assembly strategy.

* Disparities exist between sequencing platforms
 Hybrid approaches may be necessary
 With improved bioinformatics comes improved results
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FIGURE 2. Subsample of Virulence Factors. The assemblies were loaded into the Salmonella Virulence Factor DB (FDA) and compared. The first 154 out of 594 genes were selected for the figure. Overall, there appears to
be decent agreement between ONT and PacBio. If a gene is picked up by PacBio, the polished assembly also carries that gene. The same, and even the opposite, is true for ONT. There seems to be some consistency

between which genes are lost with ONT and the ONT Polished Assemblies (Data not Shown). The views and opinions expressed on this poster do not represent the views and opinions of the FDA.



	Slide Number 1



