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Structure of the BRK domain of the SWI/SNF chromatin remodeling complex subunit BRG1 reveals a

potential role in proteind€“protein interactions. Protein Science, 2020, 29, 1033-1039. 7.6 17
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The Autophagy Receptor TAX1BP1 and the Molecular Motor Myosin VI Are Required for Clearance of

Salmonella Typhimurium by Autophagy. PLoS Pathogens, 2015, 11, e1005174.

Solution structure of a soluble fragment derived from a membrane protein by shotgun proteolysis.
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The SWI|SNF Subunit INI1 Contains an N-Terminal Winged Helix DNA Binding Domain that Is a Target for
Mutations in Schwannomatosis. Structure, 2015, 23, 1344-1349.

An integrated computational approach can classify VHL missense mutations according to risk of clear

cell renal carcinoma. Human Molecular Genetics, 2014, 23, 5976-5988. 2.9 21

A higha€resolution structure of the EF&€hand domain of human polycystin&€2. Protein Science, 2014, 23,
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Structural basis for <scp>P</scp>an3 binding to <scp>P</scp>an2 and its function in
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The UBAP1 Subunit of ESCRT-| Interacts with Ubiquitin via a SOUBA Domain. Structure, 2012, 20, 414-428.
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Recognition of non-methyl histone marks. Current Opinion in Structural Biology, 2011, 21, 761-766.

The General Definition of the p97/Valosin-containing Protein (VCP)-interacting Motif (VIM) Delineates a 3.4 58
New Family of p97 Cofactors. Journal of Biological Chemistry, 2011, 286, 38670-38678. )

The structure of the FYR domain of transforming growth factor beta regulator 1. Protein Science,

2010, 19, 1432-1438.

Molecular basis of histone H3K36me3 recognition by the PWWP domain of Brpfl. Nature Structural 8.2 199
and Molecular Biology, 2010, 17, 617-619. :
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Molecular basis of the interactions between the p73 N terminus and p300: Effects on transactivation

and modulation by phosphorylation. Proceedings of the National Academy of Sciences of the United
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VHL Mutations Linked to Type 2C von Hippel-Lindau Disease Cause Extensive Structural Perturbations .4 20
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Solution structure of the FCS zinc finger domain of the human polycomb group protein L(3)mbta€tike 2.
Protein Science, 2009, 18, 657-661.

The Malignant Brain Tumor Repeats of Human SCML2 Bind to Peptides Containing Monomethylated 49 31
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Solution Structure of the BRK Domains from CHD7. Journal of Molecular Biology, 2007, 371, 1135-1140.

The solution structure of the ZnF UBP domain of USP33/VDU1. Protein Science, 2007, 16, 2072-2075. 7.6 28

Solution structure of the C4 zinc finger domain of HDM2. Protein Science, 2006, 15, 384-389.

Functional Analysis of the Post-transcriptional Regulator RsmA Reveals a Novel RNA-binding Site. 49 87
Journal of Molecular Biology, 2006, 355, 1026-1036. ’
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Role of Conformational Heterogeneity in Domain Swapping and Adapter Function of the Cks Proteins.
Journal of Biological Chemistry, 2005, 280, 30448-30459.
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NMR Structure of the i+-Hemoglobin Stabilizing Protein. Journal of Biological Chemistry, 2004, 279, .4 59
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NMR structure of the N-terminal domain of Saccharomyces cerevisiae RNase HI reveals a fold with a
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