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Protein recognition by NMR (Takahashi et al., 2000).
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Isotope labeling scheme used for identification of intermolecular contacts between two proteins, T and L, by NMR saturation transfer. T denotes the unlabeled target protein, which contains proton spins in aliphatic 12С-1H groups (green dots) and in aromatic 12C-1H as well as 14N-1H groups (pink dots), which can be saturated but are not observed in the presently discussed experiments. L denotes the uniformly 2H, 15N-labeled ligand protein, which contains NMR-observable 15N-1H) groups (red dots), but is otherwise nearly devoid of 1H spins. The complex is surrounded by solvent water, of which only a first hydration layer is shown (purple dots). The green arrow represents the radiofrequency field (rf) which is applied to saturate the aliphatic 12С-1H protons (green dots) (Wuthrich, 2000)
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Distribution of NMR signals along the 1H chemical shift axis. The color code is the same as in Fig. 1: green, aliphatic 12C-1H; pink, aromatic 12C-1H and 14N-1H; red, 15N-1H; purple, 1H2O. The green arrow indicates the radio-frequency irradiation on the spectral region of the aliphatic protons (Wuthrich, 2000).

The new strategy was applied for studies of a 64 kDa immunoglobulin complex with a domain of protein A, which is a cell wall component of Staphylococcus aureus that specifically binds to the Fc portion of immunoglobulin G (IgG) (Takahashi et al., 2000, Nat. Struct. Biol. 7, p 222).

