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ARTICLE IF CITATIONS
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Biomolecules, 2019, 9, 488.

Quantitative Evaluation of Native Protein Folds and Assemblies by Hydrogen Deuterium Exchange Mass 2.8 13
Spectrometry (HDX-MS). Journal of the American Society for Mass Spectrometry, 2019, 30, 58-66. ’

Structural model of human dUTPase in complex with a novel proteinaceous inhibitor. Scientific
Reports, 2018, 8, 4326.

Structural insights into the function of type VI secretion system TssA subunits. Nature 12.8 a1
Communications, 2018, 9, 4765. :

TssA from Aeromonas hydrophila: expression, purification and crystallographic studies. Acta

Crystallographica Section F, Structural Biology Communications, 2018, 74, 578-582.




