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Prediction of impacts of mutations on protein structure and interactions: SDM, a statistical
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Optopharmacology reveals a differential contribution of native GABAA receptors to dendritic and
somatic inhibition using azogabazine. Neuropharmacology, 2020, 176, 108135.
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Future Challenges. Cells, 2019, 8, 1189.
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<i>TEMPy«</[i>: a Python library for assessment of three-dimensional electron microscopy density fits.
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Finding ri%id bodies in protein structures: Application to flexible fitting into cryoEM maps. Journal of 0.8 33
Structural Biology, 2012, 177, 520-531. ’
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Uncoating. Journal of Virology, 2012, 86, 7207-7215.

MOLS sampling and its applications in structural biophysics. Biophysical Reviews, 2010, 2, 169-179. 3.2 1
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