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Palmitoylated acyl protein thioesterase APT2 deforms membranes to extract substrate acyl chains.
Nature Chemical Biology, 2021, 17, 438-447.

Prolyl endopeptidase-like is a (thio)esterase involved in mitochondrial respiratory chain function.

IScience, 2021, 24, 103460. 41 8

The Polyglutamine Expansion at the N-Terminal of Huntingtin Protein Modulates the Dynamic
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IScience, 2020, 23, 101811. )

Aerolysin nanopores decode digital information stored in tailored macromolecular analytes. Science
Advances, 2020, 6, .
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Single-molecule sensing of peptides and nucleic acids by engineered aerolysin nanopores. Nature
Communications, 2019, 10, 4918.

KAP1 is an antiparallel dimer with a functional asymmetry. Life Science Alliance, 2019, 2, e201900349. 2.8 16

Mapping the sensing spots of aerolysin for single oligonucleotides analysis. Nature Communications,
2018, 9, 2823.
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Structure and dynamics of mesophilic variants from the homing endonuclease I-Dmol. Journal of
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Discovery of a Selective Aurora A Kinase Inhibitor by Virtual Screening. Journal of Medicinal
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Cryo-EM structure of aerolysin variants reveals a novel protein fold and the pore-formation process.
Nature Communications, 2016, 7, 12062.
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Key Players in I-Dmol Endonuclease Catalysis Revealed from Structure and Dynamics. ACS Chemical
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Engineering a Nickase on the Homing Endonuclease I-Dmol Scaffold. Journal of Biological Chemistry, 3.4 ;
2015, 290, 18534-18544. :

Structural insights on cholesterol endosynthesis: Binding of squalene and 2,3-oxidosqualene to
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Bridged bicyclic peptides as potential drug scaffolds: synthesis, structure, protein binding and

stability. Chemical Science, 2015, 6, 5473-5490. 74 87
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Solution Structure of Human Growth Arrest and DNA Damage 451+ (Gadd451+) and Its Interactions with
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