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Structure-based discovery of Middle East respiratory syndrome coronavirus fusion inhibitor. Nature
Communications, 2014, 5, 3067.

Structural basis of ligand binding modes at the neuropeptide Y Y1 receptor. Nature, 2018, 556, 520-524. 27.8 100

Munc18 and Muncl3 serve as a functional template to orchestrate neuronal SNARE complex assembly.
Nature Communications, 2019, 10, 69.

BubR1 phosphorylates CENP-E as a switch enabling the transition from lateral association to end-on 12.0 46
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Improved Pharmacological and Structural Properties of HIV Fusion Inhibitor AP3 over Enfuvirtide:
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Crystal structure of kindlin-2 PH domain reveals a conformational transition for its membrane
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A critical epitope in CD147 facilitates memory CD4+ T-cell hyper-activation in rheumatoid arthritis.
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Crystal Structure of Refolding Fusion Core of Lassa Virus GP2 and Design of Lassa Virus Fusion
Inhibitors. Frontiers in Microbiology, 2019, 10, 1829.
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The crystal structure of ORP3 reveals the conservative PI4P binding pattern. Biochemical and
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Structure of the DNA-binding domain of human myelin-gene regulatory factor reveals its potential
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Structure of thrombospondin type 3 repeats in bacterial outer membrane protein A reveals its
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Structure of a double-domain phosphagen Rinase reveals an asymmetric arrangement of the tandem
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