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Introduction

Pig manure Is a valuable resource for renewable energy production and crop fertilisation, but Inappropriate manure management can raise
environmental issues. Consequently, technology blocks such as anaerobic digestion (AD) and nitrification/denitrification (N/D) can be added to
the value chain to produce energy and organic fertiliser, and mitigate eutrophication Issues.

Occurrence of pathogens along the value chain raises further concerns. Listeria monocytogenes IS a zoonotic agent responsible for listeriosis and a
genetically heterogeneous species. Strains are divided In Clonal Complexes (CC). Some of these CC are more prevalent in specific ecological
niches.

This project aims to analyse the genomic diversity of L. monocytogenes occurring throughout the pig manure management chain. In the “One
Health” context, CC found along the manure treatment value chain were described, to draw a systemic and Innovative picture of pathogen flows

from manure to land application, thus the food system.

Materials & Methods
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