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Abbreviations

2D, 3D, two-, three-dimensional;
A, Angstrem (1 A = 0.1 nm);
ARIA, Ambiguous Restraints for Iterative Assignment;
ADR, Ambiguous Distance Restraint;
ArgR, Arginine Repressor N-terminal domain;
CNS, Crystallography and NMR system;
CSA, chemical shift anisotropy;
Y, gyromagnetic ratio
A, vector of chemical shift tolerances;
Amax, values of A for which the number of accepted peaks is maximal;
87!, chemical shift tolerance for the indirect proton dimension;
8”2, chemical shift tolerance for the direct proton dimension;
EVHI1, Ena/VASP Homology 1 domain;
HRDC, helicase and RNaseD C-terminal domain;
L, lower limit for distance restraints;
MAS, magic-angle-spinning;
MD, Molecular Dynamics
n(C;), number of assignment options for the peak C;;
Nmax, Maximum number of assignment possibilities allowed per peak;
Nay, average number of assignment possibilities per peak in the first iteration;
™Niot, total number of entries in the merged list;
NMR, Nuclear Magnetic Resonance;
NOE, Nuclear Overhauser Effect;
PDB, Protein Database;
ppm, part per million;
rmsd, root mean square deviation;
SA, Simulated Annealing;
SH3, Src Homology domain 3;
T, T,, longitudinal and transverse relaxation rates.
U, upper limit for distance restraints;
VASP, Vasodilator Stimulated Phosphoprotein.
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