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1 Combining traditional methods with Next Generation Sequencing (NGS)
To perform typing and constitute an open access database for S. aureus
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MATERIAL & METHODS

Strains included:

40 encoding SE isolated from food matrices in Piedmont region \ / *,,

80 isolated during food borne outbreaks S | MLST 1.8

40 isolated from bovine mastitis e ResEinder 3.0
60 isolated from oropharyngeal swabs to healthy human volunteers Ea |

CSI Phylogeny 1.2

= Galaxy

usegalaxy.org

FastQC

Il progetto ICoNS ha ere i ioni z one di dati dei genomi

Trimmomatic

Unicycler
y https://sites.google.com/view/

staphylococcusdatabase/

RESULTS & CONCLUSIONS
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Whole Genome Sequencing: - large and accurate amount of data
] | - allow a deeper characterization
mg}; Open access database to provide useful information related to diagnostic and surveillance purpose
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