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Modulating the voltage sensor of a cardiac potassium channel shows antiarrhythmic effects.
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Structure, Function and Bioinformatics, 2021, 89, 1800-1823. :
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A PIP2 substitute mediates voltage sensor-pore coupling in KCNQ activation. Communications Biology,

2020, 3, 385. 44 22
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Two-stage d€ceHand-and-Elbowa€-Cating Mechanism of a KV Channel. Biophysical Journal, 2020, 118, 113a. 0.5 0
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Blind Prediction of Protein-Peptide Complex Structures: A Novel Method and a Web Server. 0.5 o
Biophysical Journal, 2018, 114, 55a. :
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Improving binding mode and binding affinity predictions of docking by ligand-based search of protein
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Identification of key residues for protein conformational transition using elastic network model.
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