58

papers

79

all docs

108046

9,681 37
citations h-index
79 79
docs citations times ranked

162838
57

g-index

8472

citing authors



10

12

14

16

18

*

ARTICLE IF CITATIONS

Structural mechanisms of assembly, permeation, gating, and pharmacology of native human rod CNG

channel. Neuron, 2022, 110, 86-95.e5.
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Structural mechanism of allosteric activation of TRPML1 by PI(3,5)P <sub>2</sub> and rapamycin.
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Voltage-gating and cytosolic Ca <sup>2+</sup> activation mechanisms of <i>Arabidopsis</i> two-pore
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Structural Mechanism of EMRE-Dependent Gating of the Human Mitochondrial Calcium Uniporter. 135 108
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Structural mechanisms of phospholipid activation of the human TPC2 channel. ELife, 2019, 8, .

Structural and functional characterization of an otopetrin family proton channel. ELife, 2019, 8, . 2.8 20

Structural insights into the voltage and phospholipid activation of the mammalian TPC1 channel.
Nature, 2018, 556, 130-134.

LILRB4 signalling in leukaemia cells mediates T cell suppression and tumour infiltration. Nature, 2018, 13.7 179
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Cryo-EM structure of a fungal mitochondrial calcium uniporter. Nature, 2018, 559, 570-574.

Tuning the ion selectivity of two-pore channels. Proceedings of the National Academy of Sciences of 3.3 106
the United States of America, 2017, 114, 1009-1014. :

Structure of mammalian endolysosomal TRPML1 channel in nanodiscs. Nature, 2017, 550, 415-418.

The lysosomal potassium channel TMEM175 adopts a novel tetrameric architecture. Nature, 2017, 547, 13.7 57
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Nature Structural and Molecular Biology, 2016, 23, 590-599. :
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A Protein Kinase C Phosphorylation Motif in GLUT1 Affects Glucose Transport and is Mutated in GLUT1
Deficiency Syndrome. Molecular Cell, 2015, 58, 845-853.

Structural implications of weak Ca2+ block in Drosophila cyclic nucleotided€“gated channels. Journal
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Structural and Mechanistic Roles of Novel Chemical Ligands on the SdiA Quorum-Sensing
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Lipopolysaccharide assembly in the bacterial outer membrane revealed by X-ray crystallography.
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Functional Characterization of Bacterial NCx by Surface Supported Membrane Technology. 0.2 o
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A motif in LILRB2 critical for Angptl2 binding and activation. Blood, 2014, 124, 924-935.
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The cardiac Na+-Ca2+ exchanger has two cytoplasmic ion permeation pathways. Proceedings of the
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Distinct gating mechanisms revealed by the structures of a multi-ligand gated K+ channel. ELife, 2012, 1,
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Tuning the ion selectivity of tetrameric cation channels by changing the number of ion binding sites.
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Crucial Points within the Pore as Determinants of K+ Channel Conductance and Gating. Journal of

Molecular Biology, 2011, 411, 27-35.

Crystal structure of a potassium ion transporter, TrkH. Nature, 2011, 471, 336-340. 13.7 120



38

40

42

44

46

48

50

52

54

YOUXING JIANG

ARTICLE IF CITATIONS
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Novel insights into K+ selectivity from high-resolution structures of an open K+ channel pore. Nature 26 199
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Structure of the gating ring from the human large-conductance Ca2+-gated K+ channel. Nature, 2010,
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