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J.F. Lefèvre, “Disulphide bridge pairing and solution structure by 1H NMR of PMPD2, a 35 residue

peptide isolated from Locusta migratoria”, Biochemistry, 33, 15397–15409 (1994).

(108) P. Koehl and M. Delarue “Polar and non-polar atomic environments in the protein core: implications

for folding and binding”, Protein: Struct. Funct. Genet., 20, 264–278 (1994).
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(115) B. Kieffer, P. Koehl and J.F. Lefèvre, “Modeling the dynamic of an antigenic peptide using NMR

data”, Biochimie, 74, 815–824 (1992).
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