Background. Listeria monocytogenes is a foodborne pathogen responsible for listeriosis. The main virulence factor of L. monocytogenes is Internalin A (InlA) which facilitates the internalization of the bacterium into intestinal cells. The presence of premature stop-codons (PMSC) in inlA leads to truncated protein which is correlated to attenuated virulence of L. monocytogenes. Nowadays, literature reported 29 inlA mutations leading to a PMSC.  Objective. The aim of this study is to assess the prevalence of PMSC in L. monocytogenes strains isolated from food, food processing environments and clinical cases.  Materials and Methods. A total of 725 isolates collected between 2013-2022 during routine surveillance in the Lombardy, Tuscany, and Lazio Regions were selected considering origin and Sequence Type (ST). More than half of the isolates were food associated, 33% were from clinical cases and 12% of isolates were collected from food processing plants. All isolates were characterized using MLST or WGS and inlA was analysed to evaluate the presence of PMSC.  Results. A total of 224 isolates presented PMSC, of which 44% were isolated from food, 51% from food plants and only 2% from clinical cases. All isolates with PMSC belonged to serotype 1/2a and serotype 1/2c. Most food isolates harbouring PMSC belonged to ST9 and ST121, while in food processing environments ST325 isolates were predominant. Among clinical isolates, 80% of those with PMSC belonged to ST9.  Discussion and Conclusion. Consistently with literature, in our findings the presence of PMSC in inlA was more frequent in food and food processing plants than in clinical strains. Most isolates harbouring PMSC belonged to STs adapted to survive in food and food plants with a secondary role in clinical cases.  Perspectives. Even if truncated InlA confers attenuated virulence, severe clinical manifestations in fragile individuals are reported, suggesting the need to investigate additional factors involved in pathogenicity 
