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INTRODUCTION & AIM

" Sarcoids are the most common skin tumors in horses representing up to 90% (35-90%) of skin neoplasms in this species.

" They affect breeds of all ages and both sexes and can occur as single or multiple lesions in different forms, ranging from small, wart-
like lesions to large, ulcerated, fibrous growths.

" Highly impacting pathology for the veterinary field due to the high incidence, resistance to therapy and frequent recurrence.

" The aim was to better understand the host pathogen interaction by implementing knowledge on transcriptomic tumor
microenvironment.
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Functional analysis on DEGs: Gene Ontology (GO) obtained from sequencing
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Functional analysis on targets of miRNAs: Gene Ontology (GO) 'Biological Processes'
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