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Hundreds of starting points to develop
protein-protein interaction modulators
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Crystallographic fragment screening facilitates the identification of weak but efficient small molecules (frag-
ments) while elucidating their binding mode and position. This enables structure-guided optimization of
bound fragments into potent modulators. Here, the ~1000-fragment large F2X-Universal Library was screened
against a spliceosomal protein-protein complex and resulted in hundreds of hits.
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