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Title of the project: Characterising new peptide-based inhibitors of influenza virus designed 
by AI 
Objectives :  
We use phage display and new AI tools to discover high affinity peptide inhibitors of influenza virus 
replication. Hits are analysed by biophysical and structural methods. This represents a possible future 
therapeutic approach. 

Abstract :  
In collaboration with G. Uguzzoni (BGE, CEA), this interdisciplinary project integrates AI, structural biology, 
and protein engineering to develop inhibitors of influenza polymerase assembly. The viral polymerase is a 
heterotrimeric complex essential for viral replication. We have identified key contact regions between 
influenza polymerase subunits and are targeting these with high-affinity synthetic peptides by combining 
phage display–directed evolution and AI-based computational design. The proposed project will 
characterize new sets of AI-predicted peptides for target binding and inhibitory potency. 

Methods :  
Molecular biology, protein biochemistry, computational analysis, biophysical characterisation. 
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Requested domains of expertise :  
Protein purification, SDS-PAGE, computer skills, good English level. 
 
 


