Background: Listeria monocytogenes (Lm), the cause of listeriosis, is associated with high hospitalization rates and is considered a severe problem because of its capability to persist in food plant environments for years. In case of an outbreak caused by Lm and generated by a food plant contamination it is essential to extensively check food processing environments for the presence of the outbreak clone. Here, we propose a molecular approach for rapid and high throughput detection of outbreak clones in food plants. We developed an allele specific Reai­ Time PCR test relating to a Whole Genome Sequencing (WGS)-investigated ltalian outbreak occurred in 2022 and caused by a Lm of Sequence Type (ST) 155 (strain GCL_0029_1). After validation of this method, we screened more than 500 Lm isolates from suspected food plant environments (slaughterhouses, and food processing plants) in Lombardy and Emilia-Romagna Regions of ltaly to detect possible GCL_0029_1 isolates.We analysed the economie and time benefits of our approach in this WGS defined outbreak, as a case study for further outbreak management.  Methods: During the outbreak investigation, 135 outbreak isolates (109 human, 21 food and 5 environmental) of ST155 and CGCL_0029_1 were sequenced on Illumina Nextseq and Miseq platforms or downloaded from the IRIDA-ARIES national database of human isolates. A SNP­ based phylogenetic analysis was performed with Snippy software with this dataset and ST155 outgroups. Based on the SNP-analysis, GCL_0029_1-exclusive SNPs were identified and an allele specific Reai-Time PCR was developed, validated and automated. 587 isolates of Lm were screened with this PCR for cluster membership and just a few needed WGS confirmation. Results: The SNP-analysis identified six GCL_0029_1-exclusive SNPs suitable for allele and clone specific Real-Time PCR. Among them, we chose a single SNP to target clone GCL 0029_1. A positive contrai for Listeria spp was included (gene prs). The validation with WGS-classified Lm isolates showed high sensibility and specificity of this PCR. This rapid approach permitted to analyse 587 Lm isolates in five days, with a definitive result for 552 of them that resulted unrelated to the GCL_0029_1. Only 35 isolates, with a non-conclusive PCR result, were sequenced by WGS, revealing the presence of STs other than ST155. Conclusions: Our Real-Time PCR approach resulted rapid and less expensive than WGS in checking outbreak clones and persistent contaminations in food plants. This can be a useful mixed approach for future outbreak scenarios 
