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Senegalese sole (Solea senegalensis) has become one of Europe’s

most promising marine species, valued for its quality, market r, oL YT . seher
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" FUTURE PERSPECTIVES ——°

Bacterial challenge is going to be performed to sort resistant vs susceptible descendance using the concentration determined in the
pre-challenge. RNA and DNA is going to be extracted from target tissues for RNA-Seq and DNA-Seq analysis.
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