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Comparative structural analysis provides new insights into the function of R24€kke liganda€binding
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2021, 49, 10120-10135. )

Key Structural Motifs Balance Metal Binding and Oxidative Reactivity in a Heterobimetallic Mn/Fe
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Fate of oxygen species from O2 activation at dimetal cofactors in an oxidase enzyme revealed by 57Fe
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Bioenergetics, 2019, 1860, 148060.
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Redox-induced structural changes in the di-iron and di-manganese forms of Bacillus anthracis
ribonucleotide reductase subunit NrdF suggest a mechanism for gating of radical access. Journal of
Biological Inorganic Chemistry, 2019, 24, 849-861.

DuoMab: a novel CrossMab-based IgG-derived antibody format for enhanced antibody-dependent 5.9 8
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Assembly of a heterodinuclear Mn/Fe cofactor is coupled to tyrosined€“valine ether cross-link
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Location-specific quantification of protein-bound metal ions by X-ray anomalous dispersion: Q-XAD.
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Chemical flexibility of heterobimetallic Mn/Fe cofactors: R2lox and R2c¢ proteins. Journal of
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diverse features of SMC proteins. Nucleic Acids Research, 2010, 38, 3454-3465.
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