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Optimal design of adaptively sampled NMR experiments for measurement of methyl group dynamics
with application to a ribosome-nascent chain complex. Journal of Magnetic Resonance, 2021, 326,
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Interactions between nascent proteins and the ribosome surface inhibit co-translational folding. 13.6 97
Nature Chemistry, 2021, 13, 1214-1220. '
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Analysis of conformational exchange processes using methyl-TROSY-based Hahn echo measurements
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folding outcomes in a disease-causing protein. Nature Communications, 2021, 12, 6447.

Common sequence motifs of nascent chains engage the ribosome surface and trigger factor.

Proceedings of the National Academy of Sciences of the United States of America, 2021, 118, . 71 13

Two-dimensional NMR lineshape analysis of single, multiple, zero and double quantum correlation
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High-resolution ex vivo NMR spectroscopy of human Z I+ 1-antitrypsin. Nature Communications, 2020, 11, 19.8 15
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NMR Lineshape Analysis of Intrinsically Disordered Protein Interactions. Methods in Molecular 0.9 8
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Binding of Monovalent and Bivalent Ligands by Transthyretin Causes Different Short- and
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Nature and Regulation of Protein Folding on the Ribosome. Trends in Biochemical Sciences, 2019, 44,
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Probing the dynamic stalk region of the ribosome using solution NMR. Scientific Reports, 2019, 9,
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Cross&€Peaks in Simple Twoa€bimensional NMR Experiments from Chemical Exchange of Transverse

Magnetisation. Angewandte Chemie - International Edition, 2019, 58, 8784-8788. 13.8 10
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Systematic mapping of free energy landscapes of a growing filamin domain during biosynthesis.
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The ribosome and its role in protein folding: looking through a magnifying glass. Acta
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The Significance of the Location of Mutations for the Native-State Dynamics of Human Lysozyme. 0.5 20
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A structural ensemble of a ribosomea€“nascent chain complex during cotranslational protein folding.
Nature Structural and Molecular Biology, 2016, 23, 278-285.
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The H50Q Mutation Induces a 10-fold Decrease in the Solubility of i+-Synuclein. Journal of Biological
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Increasing the sensitivity of NMR diffusion measurements by paramagnetic longitudinal relaxation
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Targetin% the Intrinsically Disordered Structural Ensemble of I+-Synuclein by Small Molecules as a
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A Nanobody Binding to Non-Amyloidogenic Regions of the Protein Human Lysozyme Enhances Partial

Unfolding but Inhibits Amyloid Fibril Formation. Journal of Physical Chemistry B, 2013, 117, 13245-13258.
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