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My research focuses on genomics, immunity and adaptation in non-model animal invertebrates, with a 
particular emphasis on the Mediterranean mussel Mytilus galloprovincialis. I use transcriptomic, 
genomic, and evolutionary approaches to understand how mussels interact with pathogens and cope 
with challenging and changing environments. Over the years, I have worked on the discovery and 
characterization of major immune gene families and bioactive peptides in mussels, contributing to a 
broader view of the molecular basis of mussel immunity. I have been involved as a lead author in the 
publication of the first draft of the mussel genome, helping to reveal the remarkable extent of gene 
presence/absence variation and its links to immune diversity and adaptation. My current interests 
include the evolution of dispensable genes, the molecular diversification of the key players in pathogen 
recognition and killing, and the genomic basis of resilience in organisms facing environmental stress or 
adapted to extreme environments. With an ongoing project in collaboration with several international 
colleagues, I am trying to obtain a comprehensive pangenome for the Mytilus species complex, with the 
aim to aid the scientific community in the interpretation of complex and often confusing omic data 
generated from mussels. 
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