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S. Balayssac, B. Jiménez and M. Piccioli 63–73

13C, 15N Resonance assignment of parts of the HET-s prion protein in its amyloid form
A.B. Siemer, C. Ritter, M.O. Steinmetz, M. Ernst, R. Riek and B.H. Meier 75–87

Structural basis for non-covalent interaction between ubiquitin and the ubiquitin
conjugating enzyme variant human MMS2
M.J. Lewis, L.F. Saltibus, D.D. Hau, W. Xiao and L. Spyracopoulos 89–100

A thorough dynamic interpretation of residual dipolar couplings in ubiquitin
N.A. Lakomek, T. Carlomagno, S. Becker, C. Griesinger and J. Meiler 101–115

Journal of Biomolecular NMR (2006) 34: 275–277 � Springer 2006
DOI 10.1007/s10858-006-8081-6



A refined model for the structure of acireductone dioxygenase from Klebsiella ATCC
8724 incorporating residual dipolar couplings
T.C. Pochapsky, S.S. Pochapsky, T. Ju, C. Hoefler and J. Liang 117–127

Online publication of Letters to the Editor: New NMR Assignment

Vol. 34 No. 3 March 2006

Articles

Assessment of the effects of increased relaxation dispersion data on the extraction of
3-site exchange parameters characterizing the unfolding of an SH3 domain
P. Neudecker, D.M. Korzhnev and L.E. Kay 129–135

Rapid determination of protein solubility and stability conditions for NMR studies
using incomplete factorial design
T. Ducat, N. Declerck, T. Gostan, M. Kochoyan and H. Déméné 137–151
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