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While rooted in the field of Pharmaceutical/Medicinal Chemistry, our work can be described best as Molecular and Computational Biophysics. We use, modify and combine computational tools with wet lab binding studies for
medicinal chemistry applications. Here we identify and improve ligands and inhibitors of potential therapeutically relevant drug targets.[1-3] For selected model systems, we dissect binding events into details to not only
understand binding affinity, but also binding kinetics and thermodynamics — always closely linked to molecular interactions.[4-7] This basic research helps to improve our understanding of molecular recognition and allows us
to develop better computational models. While most current drugs target proteins, our current work focuses on the exploration of RNA as a druggable target.[8] This approach will open up novel treatment opportunities
beyond the state of the art.
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ORGANIC SYNTHESIS OF SMALL MOLECULES
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When a donor (Cy3) is excited and an
acceptor (Cy5) is in close proximity, a non-

radiative energy transfer occurs, leading
to an increased emission of the acceptor.
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