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809–817.

Pflugrath, J. W. & Quiocho, F. A. (1985). Sulphate sequestered in the
sulphate-binding protein of Salmonella typhimurium is bound
solely by hydrogen bonds. Nature (London), 314, 257–260.

Quiocho, F. A. (1986). Carbohydrate-binding proteins: tertiary
structures and protein–sugar interactions. Annu. Rev. Biochem.
55, 287–315.

Quiocho, F. A., Sack, J. S. & Vyas, N. K. (1989). Substrate
specificity and affinity of a protein modulated by bound water
molecules. Nature (London), 340, 404–407.

Quiocho, F. A., Wilson, D. K. & Vyas, N. K. (1987). Stabilization of
charges on isolated charged groups sequestered in proteins by
polarized peptide units. Nature (London), 329, 561–564.

Rademacher, T. W., Parekh, R. B. & Dwek, R. A. (1988).
Glycobiology. Annu. Rev. Biochem. 57, 785–838.

Rould, M. A., Perona, J. J. & Steitz, T. A. (1991). Structural basis of
anticodon loop recognition by glutaminyl-tRNA synthetase.
Nature (London), 352, 213–218.

Seeman, N. C., Rosenberg, J. M. & Rich, A. (1976). Sequence-
specific recognition of double helical nucleic acids by proteins.
Proc. Natl Acad. Sci. USA, 73, 804–808.

Shimon, L. J. & Harrison, S. C. (1993). The phage 434 OR2/R1-69
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