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Genomic Medicine’s Principal Challenges Introduction
/ Over the past decade, rational peptide design has become a promising strategy in drug discovery due to peptides' versatility in targeting
<O) % complex biological targets. Despite their potential, challenges like structural flexibility and unintended biological interactions persist. Beyond

their therapeutic potential, peptides hold the promise to redefine the frontier of gene delivery, enhancing vector targeting through insertion or
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About WhiteLab Genomics - experiments
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