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Introduction

« Staphylococcus pseudintermedius (S. pseudintermedius) is a commensal bacterium of canine skin and mucosal membranes.’

« S. pseudintermedius is also an opportunistic pathogen, causing disease when the host has underlying health issues'. It is the predominant pathogen responsible
for canine pyoderma.?

« Canine pyoderma is becoming increasingly challenging to treat due to the increase of antimicrobial resistance in S. pseudintermedius’. Specifically, MDR (multi-
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drug resistance) and MRSP (methicillin resistant S. pseudintermedius) pose great concerns to the veterinary community.’ rep7a_8_ORF11(pRE25) -
 Understanding genomic differences between commensal and pathogenic S. pseudintermedius isolates could lead to advancements in prevention and treatment
options.
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 The objectives of the study were to characterize phenotypic and genotypic
differences of S. pseudintermedius isolates from dogs with pyoderma and
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