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ABSTRACT 
Olive production is the main agricultural activity in Tunisia. In this study, we investigated the microbial diversity 
isolated from soil and one of the major olive tree pests, namely the Olive psyllid, Euphyllura olivina Costa 
(Homoptera: Psyllidae). We aimed to explore the scarcely known microbiota in Tunisian olive orchards is the 
first step for elucidating the microbial interactions that meddle the biological control. A total of 215 bacterial and 
fungal strains were randomly isolated from eight different biotopes situated in Sfax (Tunisia) with different 
management practices. 16S rRNA and ITS gene sequencing were used to identify the microbial community 
increasing the board view. The different olive cultivars depicted distinct communities and exhibited dissimilar 
amounts of bacteria and fungi with distinct ecological functions that coud be considered promising resources in 
biological control. 
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