56

papers

72

all docs

279798

2,092 23
citations h-index
72 72
docs citations times ranked

276875
41

g-index

2976

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS
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Development, 2021, 35, 1055-1070.

Validation and classification of RNA binding proteins identified by mRNA interactome capture. Rna,
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Structure and dynamics of the quaternary <i>hunchback</i> mRNA translation repression complex.
Nucleic Acids Research, 2021, 49, 8866-8885.

Structural basis of PETISCO complex assembly during piRNA biogenesis in <i>C. elegans</i>. Genes and
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Bioaccumulation of therapeutic drugs by human gut bacteria. Nature, 2021, 597, 533-538.

Mechanistic insights into transcription factor cooperativity and its impact on protein-phenotype
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Integrative Structural Biology of Protein-RNA Complexes. Structure, 2020, 28, 6-28.

Pseudo-RNA-Binding Domains Mediate RNA Structure Specificity in Upstream of N-Ras. Cell Reports,
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Molecular dissection of amyloid disaggregation by human HSP70. Nature, 2020, 587, 483-488.

Macrocyclic Peptides Uncover a Novel Binding Mode for Reversible Inhibitors of LSD1. ACS Omega, a5 21
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Structure-based screening of binding affinities via small-angle X-ray scattering. IUCr), 2020, 7, 644-655.

Gain-of-Function Variant p.Pro2555Arg of von Willebrand Factor Increases Aggregate Size through

Altering Stem Dynamics. Thrombosis and Haemostasis, 2020, , . 34 3

Combined Small-Angle X-ray and Neutron Scattering Restraints in Molecular Dynamics Simulations.
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Highlight: Young research groups in Germany &€* continued. Biological Chemistry, 2019, 400, 1395-1395.

Emerging RNA-binding roles in the TRIM family of ubiquitin ligases. Biological Chemistry, 2019, 400, 05 59
1443-1464. )

Structural Basis of an Asymmetric Condensin ATPase Cycle. Molecular Cell, 2019, 74, 1175-1188.e9.
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Structure, dynamics and roX2-IncRNA binding of tandem double-stranded RNA binding domains
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Structure and dynamics of the platelet integrin-binding C4 domain of von Willebrand factor. Blood, 14 29
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Structural Basis for EarP-Mediated Arginine Glycosylation of Translation Elongation Factor EF-P. a1 04
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Structural basis for cpSRP43 chromodomain selectivity and dynamics in Alb3 insertase interaction.
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Local Destabilization of the Metal-Binding Region in Human Coppera€“Zinc Superoxide Dismutase by
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Gene Activation. PLoS Pathogens, 2015, 11, e1004910. :
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