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ABSTRACT
Staphylococcus aureus is implicated in several serious infections such as meningitis and pneumonia. Whole Genome Sequencing Analysis is superior to bacterial typing methods as it provides better resolution of bacterial isolates and is particularly suitable for highly clonal bacteria such as S. aureus. We used whole genome sequencing to elucidate an outbreak of S. aureus in the paediatric emergency ward of Korle-Bu Teaching Hospital (KBTH) in Ghana. The major clone of S. aureus identified among the outbreak isolates was ST 15. The genomics data confirmed cross contamination of multiple surfaces in the emergency ward by multiple lineages of ST 15 and the door handle of the ward was implicated in the several transmission events. The data also suggests that ST 15 is widely disseminated at KBTH, as it was implicated in several infections in the hospital (during the period of the outbreak) that were unrelated to the transmission events in the paediatric emergency ward. This investigation highlights the need for proper disinfection of environmental surfaces at KBTH.
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