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Introduction

Clostridioides difficile (CD) is a Gram positive, anaerobic, spore-forming bacterium. It is known to be the major cause of nosocomial infections associated
with antibiotic therapy. Despite being classified as an urgent Antibiotic Resistance Threat by the Centre for Disease Control and Prevention, its pathogenesis
control is poorly understood. Some of these ncRNAs regulate their targets by associating with their target messenger RNA to form an RNA duplex leading
to modulation of mMRNA translation and/or stability.

To understand the mechanism of action of ncRNA candidates selected in a previous work [1], we combine experimental (MAPS) and in silico (intaRNA)
approaches to identify their target genes. 2 Snakemake pipelines [2] have been developed to analyse these data.

MAPS intaRNA
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