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Structure and physiological function of the human KCNQ1 channel voltage sensor intermediate state.
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Identification of the Glycosaminoglycan Binding Site of Interleukin-10 by NMR Spectroscopy. Journal
of Biological Chemistry, 2016, 291, 3100-3113.
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with interleukin-10. Glycobiology, 2014, 24, 1036-1049. :

Upgraded molecular models of the human KCNQ1 potassium channel. PLoS ONE, 2019, 14, e0220415.
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Structure and Function of the Transmembrane Domain of NsaS, an Antibiotic Sensing Histidine Kinase
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Investigation of the structure of regulatory proteins interacting with glycosaminoglycans by
combining NMR spectroscopy and molecular modelingAa€"“ the beginning of a wonderful friendship. 2.5 16
Biological Chemistry, 2021, 402, 1337-1355.
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Structure and Physiological Function of the KCNQ1 Channel Voltage Sensor Intermediate State. 05
Biophysical Journal, 2020, 118, 333a. :



