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We aim to develop a user-friendly genome brows-
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Perform gene prediction with GeneMarkS2
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We used 50 randomly chosen datasets (28 GB
total) in the European Nucleotide Archive from o
201/ outbreak ot Salmonella enterica in Denmark.
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This study evaluates core-genome single nucleo-
tide polymorphism (SNP) analysis for ou
detection and linking of sources of subspeci
rovar tyohimurium and its variants in a /-
surveillance period in Denmark.
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