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Introduction Material & methods

To reduce the risk of spreading antimicrobial resistance, The selected panel is composed of 74 Salmonella Distribution of serotype N=74
there is a need to better understand gene transfer strains of 47 human strains and 27 strains from

dynamics and in particular for Salmonella under one diverse sources (pig, N=6; food, N=5; poultry, N=2;

health setting. Mobile elements play a crucial role in the pets, N=2; feed, N=2; Bovine, N=1; environmental L

transmission pathways of acquired antibiotic resistance N=7, Kinder outbreak, N=2) isolated in 2023 and

2024. This panel was selected according to their
predicted resistance to at least three antimicrobial
classes by using lllumina sequencing data processed
with SeqSphere®.
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AMR profiles defined by both sequencing strategies and location of multiple or extra copies of ARGs
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Discussion

« Both sequencing platforms were concordant in detecting 88.8% of ARGs.

Conclusion

Long read sequencing combined to the plasmid

* No plasmid hosting ARGs were detected from any S. monophasic reconstruction pipeline identified duplicated genes as well

Typhimurium with ASSuT profile

as their located on different genomic entities (chromosome

* By short-read sequencing, 8 additional genes were detected, mainly and/or plasmid). Strains with multiple copies of ARGs from

associated with aminoglycoside class (N=4 strains).

the same antibiotic class might have an enhanced
* By using long-read sequencing, 24 genes were uniguely identified and 33

| | resistance phenotype that remains to be investigated.
extra copies of genes were detected either on both chromosome and

plasmids (N=26 Copies) or on plasmids only (N=7 copies).

References

[2] Mélder, F. et al. (2021) F1000Research 10, 33.  [4] Bortolaia V, et al. (2020) Journal of Antimicrobial

One S. Typhimurium from human origin harbored 3 blaTEM-1 copies

~ Logo licensed under CC-BY-SA-4.0 Chemotherapy 75(12), 3491-3500 1
Co-funded by PANDOMIC is co-funded by the European Union. Views and opinions expressed in this document are however those of the
the European Union author(s) only and do not necessarily reflect those of the European Union or the European Health and Digital Executive Agency. © PANDOMIC Consortium — All rights reserved

Neither the European Union nor the European Health and Digital Executive Agency can be held responsible for them.



