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Substrate Specificity. Journal of Molecular Biology, 2006, 363, 188-200.

A critical role for the loop region of the basic helix-loop-helix/leucine zipper protein Mlx in DNA

binding and glucose-regulated transcription. Nucleic Acids Research, 2006, 35, 35-44. 14.5 51

Ufd1 Exhibits Dual Ubiquitin Binding Modes. Structure, 2005, 13, 943-944.

Structure of S5a Bound to Monoubiquitin Provides a Model for Polyubiquitin Recognition. Journal of

Molecular Biology, 2005, 348, 727-739. 42 168

Ubiquitin family proteins and their relationship to the proteasome: a structural perspective.
Biochimica Et Biophysica Acta - Molecular Cell Research, 2004, 1695, 73-87.

Letter to the Editor: Chemical shift assignments of the (poly)ubiquitin-binding region of the

proteasome subunit S5a. Journal of Biomolecular NMR, 2004, 30, 231-232. 2.8 6

Ubiquitin Recognition by the DNA Repair Protein hHR23a. Biochemistry, 2003, 42, 13529-13535.

DNA-repair protein hHR23a alters its protein structure upon binding proteasomal subunit S5a.
Proceedings of the National Academy of Sciences of the United States of America, 2003, 100, 7.1 137
12694-12699.

Structural Studies of the Interaction between Ubiquitin Family Proteins and Proteasome Subunit S5ad€.

Biochemistry, 2002, 41, 1767-1777.

Characterizing Protein-Protein Complexes and Oligomers by Nuclear Magnetic Resonance

Spectroscopy. Methods in Enzymology, 2001, 339, 238-258. 1.0 85



KYLIE ] WALTERS

# ARTICLE IF CITATIONS

Identification by NMR Spectroscopy of Residues at Contact Surfaces in Large, Slowly Exchanging

Macromolecular Complexes. Journal of the American Chemical Society, 1999, 121, 9903-9904.

A Simple Method to Distinguish Intermonomer Nuclear Overhauser Effects in Homodimeric Proteins

74 withC2Symmetry. Journal of the American Chemical Society, 1997, 119, 5958-5959.

13.7 58

Structure and mobility of the PUT3 dimer. Nature Structural Biology, 1997, 4, 744-750.




