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Protein purification strategies must consider downstream applications and individual biological
characteristics. Microbial Cell Factories, 2022, 21, 52.

Quality control of purified proteins to improve data quality and reproducibility: results from a

large-scale survey. European Biophysics Journal, 2021, 50, 453-460. 2.2 6

Quality control of protein reagents for the improvement of research data reproducibility. Nature
Communications, 2021, 12, 2795.

Expression, purification and crystallization of CLK1 kinase &€ A potential target for antiviral therapy.

Protein Expression and Purification, 2020, 176, 105742. 1.3 6

Coupling Multi Angle Light Scattering to lon Exchange chromatography (IEX-MALS) for protein
characterization. Scientific Reports, 2018, 8, 6907.

Purification of Proteins Fused to Maltose-Binding Protein. Methods in Molecular Biology, 2017, 1485,
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The vapBa€“vapC Operon of Acidovorax citrulli Functions as a Bona-fide Toxina€“Antitoxin Module.
Frontiers in Microbiology, 2016, 6, 1499.

Differential effects of zinc binding on structured and disordered regions in the multidomain STIL

protein. Chemical Science, 2016, 7, 4140-4147. 74 4

Highly homologous proteins exert opposite biological activities by using different interaction
interfaces. Scientific Reports, 2015, 5, 11629.

Production of pronea€toa€aggregate proteins. FEBS Letters, 2014, 588, 236-246. 2.8 116

The STIL protein contains intrinsically disordered regions that mediate its protein&€“protein
interactions. Chemical Communications, 2014, 50, 5245-5247.

The disordered region of Arabidopsis VIP1 binds the Agrobacterium VirE2 protein outside its
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Specific Recognition of p53 Tetramers by Peptides Derived from p53 Interacting Proteins. PLoS ONE,
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Mechanism of the Interaction between the Intrinsically Disordered C-Terminus of the Pro-Apoptotic
ARTS Protein and the Bir3 Domain of XIAP. PLoS ONE, 2011, 6, e24655.
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The C-terminal domain of the HIV-1 Vif protein is natively unfolded in its unbound state. Protein
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A cyanobacterial AbrBa€like protein affects the apparent photosynthetic affinity for CO<sub>2</sub> by
modulating low&d€€0<sub>2<[sub>&€induced gene expression. Environmental Microbiology, 2009, 11, 3.8 80
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An AbrBa€like protein might be involved in the regulation of cylindrospermopsin production by
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Determining the Secondary Structure and Orientation of EmrE, a Multi-Drug Transporter, Indicates a
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