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of Cell Biology, 2013, 201, 797-807.

Crystal Structure and Biological Implications of a Bacterial Albumin Binding Module in Complex with
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DNA damage&€“inducible SUMOylation of HERC2 promotes RNF8 binding via a novel SUMO-binding Zinc
finger. Journal of Cell Biology, 2012, 197, 179-187.

Structure, Specificity, and Mode of Interaction for Bacterial Albumin-binding Modules. Journal of 3.4 83
Biological Chemistry, 2002, 277, 8114-8120. :

Solution structure of the albumin-binding GA module: a versatile bacterial protein domain. Journal of
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Solution Structure of the DNA Binding Domain of the Human Forkhead Transcription Factor AFX 05 73
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Structure-based screening and design in drug discovery. Drug Discovery Today, 2002, 7, 471-478.

Enabling adoption of 2D-NMR for the higher order structure assessment of monoclonal antibody 5.9 7
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The solution structure of a fungal AREA protein-DNA complex: an alternative binding mode for the
basic carboxyl tail of GATA factors 1 1Edited by P. E. Wright. Journal of Molecular Biology, 1998, 277,
605-620.

Site-Selective Screening by NMR Spectroscopy with Labeled Amino Acid Pairs. Journal of the American 13.7 65
Chemical Society, 2002, 124, 2446-2447. )

Mapping of the Immunoglobulin Light Chain-binding Site of Protein L. Journal of Molecular Biology,
1995, 250, 128-133.

Solution structure and dynamics of the DNA-binding domain of the adipocyte-transcription factor 49 53
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Structure-Based Screening As Applied to Human FABP4:A A Highly Efficient Alternative to HTS for Hit
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The solution structure of the Leu22 a1’ Val mutant AREA DNA binding domain complexed with a TGATAG
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E. Wright. Journal of Molecular Biology, 1998, 277, 621-634.

Molecular Characterization of a Saline-Soluble Lectin from a Parasitic Fungus. Extensive Sequence
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Thecis/transinterconversion of the calcium regulating hormone calcitonin is catalyzed by 0.8 38
cyclophilin. FEBS Letters, 1993, 323, 198-202. ’

A quantitative Streptococcus pyogenesa€“human proteind€“protein interaction map reveals localization

of opsonizing antibodies. Nature Communications, 2019, 10, 2727.

NMR analysis of the interaction between protein L and Ig light chains. Journal of Molecular Biology, 49 34
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Nano differential scanning fluorimetry for comparability studies of therapeutic proteins. Analytical
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A Comparison Between Emerging and Current Biophysical Methods for the Assessment of
Higher-Order Structure of Biopharmaceuticals. Journal of Pharmaceutical Sciences, 2020, 109, 247-253.

The GA module, a mobile albumin-binding bacterial domain, adopts a three-helix-bundle structure. FEBS
Letters, 1995, 374, 257-261.

Structural Analysis of a Complex between Small Ubiquitin-like Modifier 1 (SUMO1) and the ZZ Domain
of CREB-binding Protein (CBP/p300) Reveals a New Interaction Surface on SUMO. Journal of Biological 3.4 23
Chemistry, 2016, 291, 12658-12672.

Differences in backbone dynamics of two homologous bacterial albumin-binding modules:
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Product. Pharmaceutical Research, 2020, 37, 114. :

Comparative Analysis of One-Dimensional Protein Fingerprint by Line Shape Enhancement and
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Higher Order Structure of IgG1 Monoclonal Antibodies. Analytical Chemistry, 2020, 92, 6366-6373.
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Principal Component Analysis of 1D 1H Diffusion Edited NMR Spectra of Protein Therapeutics. Journal
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A Mass Spectrometric Characterization of Light-Induced Modifications in Therapeutic Proteins.
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In Situ Quantification of Polysorbate in Pharmaceutical Samples of Therapeutic Proteins by 6.5
Hydrodynamic Profiling by NMR Spectroscopy. Analytical Chemistry, 2019, 91, 7807-7811. )

Advancing secondary structure characterization of monoclonal antibodies using Microfluidic
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Functional and Structural Properties of a Novel Protein and Virulence Factor (Protein sHIP) in
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Structure and Interactions of a Dimeric Variant of sHIP, a Novel Virulence Determinant of
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