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Academic
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Advance your research with
industry-leading technology

FEP+ is Schrodinger's proprietary, physics-based free energy
perturbation technology for computationally predicting protein-
ligand binding and other molecular properties at an accuracy
approaching experimental methods across broad chemical space.

Schrodinger offers an affordable web-based solution for accessing
FEP+ and all required GPU computing for academic researchers
performing basic research. FEP+ for Academic Research is intended
to promote basic research in chemistry, molecular biology, and
related fields, and excludes use for commercial purposes such as
drug discovery or other IP generating activities. *
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