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Introduction

Salmonella bacteria are one of the main causes of food and waterborne diseases (FWD) in Lithuania. Phenotypic serotyping has been used in suspected outbreaks of Salmonella spp. in current time. The

Implementation and development of sequencing research can be used for deeper outbreak investigations and may enable the detection of cross-border Salmonella spp. spread. The pilot study was
conducted with European funding.
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