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 development of a specific detection unit for influenza virus

Objectives « optimization of the peptide arrangement for signal amplification
—_——————— « design of a detection platform and immobilisation method

background ligand: binding studies by SPR
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» assembly of a lysine dendron to provide the multivalent architecture
Outlook » arrangement of peptides in selected distances by click chemistry
« immobilisation on a SPR chip for kinetic studies
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