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Background and Objectives

Antimicrobial resistance (AMR) plays an important role in the spread and
pathogenesis of Clostridioides difficile infection (CDI). An association
between AMR and CDI outbreaks has been identified!:?3, however, such

studies have been limited to a few strains in limited geographical regions.

This study aimed to investigate the prevalence of AMR genotypes in the global population of C. difficile.

Methods Sample size

1. All publicly available genomes were downloaded. SRA database
2. All non-redundant genomes were screened for quality and
contamination using kraken24.

3. Genomes of epidemic strains (sequence types (STs) 1, 2, E Quality screening

11 and 37) were screened for clonality (nucleotide identity = 2,088

> 99.98%) using SRST2°> and Sketch®, respectively. clonally screening

4. All remaining genomes were interrogated against several
AMR databases.”

Final database

Results

1. Population structure of C. difficile
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2. Overall AMR prevalence
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epidemic C. difficile lineages. Despite Its Intrinsic
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