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Predicting the functional impact of KCNQ1 variants with artificial neural networks. PLoS

Computational Biology, 2022, 18, e1010038.

Molecular Simulations Reveal Distinct Energetic and Kinetic Binding Properties of
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Disease-linked supertrafficking of a potassium channel. Journal of Biological Chemistry, 2021, 296,
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Investigation of the structure of regulatory proteins interacting with glycosaminoglycans by
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Biological Chemistry, 2021, 402, 1337-1355.

An arginine residue in the outer segment of hASIC1la TM1 affects both proton affinity and channel
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Structural determinants of cholesterol recognition in helical integral membrane proteins.
Biophysical Journal, 2021, 120, 1592-1604.
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benchmarks. Nature Communications, 2021, 12, 6947.

Site-specific dynamic nuclear polarization in a Gd(iii)-labeled protein. Physical Chemistry Chemical 0.8 15
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Integrated Structural Modeling of Full-Length LRH-1 Reveals Inter-domain Interactions Contribute to
Receptor Structure and Function. Structure, 2020, 28, 830-846.e9.

Structures llluminate Cardiac lon Channel Functions in Health and in Long QT Syndrome. Frontiers in 35 23
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Macromolecular modeling and design in Rosetta: recent methods and frameworks. Nature Methods,
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Structure and physiological function of the human KCNQ1 channel voltage sensor intermediate state. 6.0 36
ELife, 2020, 9, . )

Allosteric mechanism for KCNE1 modulation of KCNQ1 potassium channel activation. ELife, 2020, 9, .

Structure and Physiological Function of the KCNQ1 Channel Voltage Sensor Intermediate State. 0.5 o
Biophysical Journal, 2020, 118, 333a. :

Protein structure prediction using sparse NOE and RDC restraints with Rosetta in CASP13. Proteins:

Structure, Function and Bioinformatics, 2019, 87, 1341-1350.

Integrative Protein Modeling in RosettaNMR from Sparse Paramagnetic Restraints. Structure, 2019, 27, 33 25
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A unified structural model of the mammalian translocator protein (TSPO). Journal of Biomolecular
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Upgraded molecular models of the human KCNQ1 potassium channel. PLoS ONE, 2019, 14, e0220415. 2.5 26

The molecular basis of subtype selectivity of human Rinin G-protein-coupled receptors. Nature
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Mechanisms of KCNQ1 channel dysfunction in long QT syndrome involving voltage sensor domain
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Structure and Function of the Transmembrane Domain of NsaS, an Antibiotic Sensing Histidine Kinase
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Identification of the Glycosaminoglycan Binding Site of Interleukin-10 by NMR Spectroscopy. Journal
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Backbone 1H, 15N, 13C and side chain 13Ci2 NMR chemical shift assignment of murine interleukin-10.
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The role of substrate specificity and metal binding in defining the activity and structure of an
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