62

papers

67

all docs

257450

1,739 24
citations h-index
6/ 67
docs citations times ranked

302126
39

g-index

2418

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

Dysregulation of Streptococcus pneumoniae zinc homeostasis breaks ampicillin resistance in a
pneumonia infection model. Cell Reports, 2022, 38, 110202.

Mitochondrial COA7 is a heme-binding protein with disulfide reductase activity, which acts in the
early stages of complex IV assembly. Proceedings of the National Academy of Sciences of the United 7.1 12
States of America, 2022, 119, .

Structural and Functional Investigation of the Periplasmic Arsenate-Binding Protein ArrX from
<i>Chrysiogenes arsenatis</i>. Biochemistry, 2021, 60, 465-476.

Insane in the membrane: developments in protein folding, protein transport, and signaling by GPCRs.

Current Opinion in Structural Biology, 2021, 69, vi-viii. 5.7 0

The structural basis of bacterial manganese import. Science Advances, 2021, 7, .

What Role Does COAG6 Play in Cytochrome C Oxidase Biogenesis: A Metallochaperone or Thiol

Oxidoreductase, or Both?. International Journal of Molecular Sciences, 2020, 21, 6983. 41 1

Human glutaredoxin-1 can transfer copper to isolated metal binding domains of the P1B-type ATPase,
ATP7B. Scientific Reports, 2020, 10, 4157.

Structural and functional characterizations of the C-terminal domains of CzcD proteins. Journal of a5 12
Inorganic Biochemistry, 2020, 208, 111087. :

Zinc-binding to the cytoplasmic PAS domain regulates the essential WalK histidine kinase of
Staphylococcus aureus. Nature Communications, 2019, 10, 3067.

The purification of the [fFpvl/FpvR20 and 1fPvdS/FpvR20 protein complexes is facilitated at room

temperature. Protein Expression and Purification, 2019, 160, 11-18. 1.3 1

The crystal structure of the CopC protein from Pseudomonas fluorescens reveals amended
classifications for the CopC protein family. Journal of Inorganic Biochemistry, 2019, 195, 194-200.
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