28

papers

34

all docs

687363

1,257 13
citations h-index
34 34
docs citations times ranked

526287
27

g-index

2006

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

Analyses of the complex formation of staphylococcal enterotoxin A and the human gp130 cytokine
receptor. FEBS Letters, 2022, 596, 910-923.
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An epoxide hydrolase secreted by <i>Pseudomonas aeruginosa</i> decreases mucociliary transport
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Active-Site Flexibility and Substrate Specificity in a Bacterial Virulence Factor: Crystallographic 2.3 15
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Inhibiting an Epoxide Hydrolase Virulence Factor from <i>Pseudomonas aeruginosac</i> Protects CFTR.
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Exploring the substrate profile of CFTR Inhibitory Factor. FASEB Journal, 2013, 27, 559.7. 0.5 0
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Purification, crystallization and preliminary X-ray diffraction analysis of Cif, a virulence factor
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