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Lehninger Principles of Biochemistry, Fifth Edition
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Approximate Amounts of « Helix and 8 Conformation
in Some Single-Chain Proteins*

T e

Residues (%)

Protein (total residues) « Helix B Conformation
Chymotrypsin (247) 14 45
Ribonuclease (124) 26 35
Carboxypeptidase (307) 38 17
Cytochrome ¢ (104) 39 0
Lysozyme (129) 40 12
Myoglobin (153) 78 0
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