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TRE'I-'—' - The lysosomal transporter TAPL has a dual role as peptide translocator and phosphatidylserine floppase [Nat.
(CHEAN) Commun., 2022]

- Structural Insights into Porphyrin Recognition by the Human ATP-Binding Cassette Transporter ABCB6 [Mol
Cells., 2022]

- Crystal Structure of B-Carbonic Anhydrase CafA from the Fungal Pathogen Aspergillus fumigatus [Mol Cells.,
2020]

- Structural insights into novel mechanisms of inhibition of the major 3-carbonic anhydrase CafB from the pathogenic
fungus Aspergillus fumigatus [J stcut Biol., 2021]

- Crystal Structure of a Highly Thermostable a-Carbonic Anhydrase from Persephonella marina EX-H1 [Mol.
Cells., 2019]

- Ciclopirox inhibits Hepatitis B Virus secretion by blocking capsid assembly [Nat. Commun., 2019]
- Crystal structure of the multidrug transporter P-glycoprotein from C. elegans [Nature, 2012]
- Recognition of lipopeptide patterns by TLR2-TLR6 heterodimer [Immunity, 2009]

- Crystal structure of the TLR1-TLR2 heterodimer induced by binding of a triacylated lipopeptide [Cell, 2007]
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