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Crystal Structure of a Histone Deacetylase Homologue from <i>Pseudomonas aeruginosa</i>.
Biochemistry, 2016, 55, 6858-6868.

Unraveling the Pore-Forming Steps of Pneumolysin from <i>Streptococcus pneumoniae</i>. Nano 4.5 39
Letters, 2016, 16, 7915-7924. ’
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Mechanism of Na+-dependent citrate transport from the structure of an asymmetrical CitS dimer.
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Crystal structure of listeriolysin O reveals molecular details of oligomerization and pore formation.
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High-resolution structure and mechanism of an F/V-hybrid rotor ring in a Na+-coupled ATP synthase.
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