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Chain Sequence of Cytochrome c

Basic Residues;
Lysine;K, Arginine;R, Histidine;H

104 residues
GDVEKGKKIFVQKCAQCHTVEKGGKHKTGPN
LHGLFGRKTGQAPGFTYTDANKNKGITWKEET
LMEYLENPKKYIPGTKMIFAGIKKKTEREDLIA
YLKKATNE
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Chain Sequence of Myoglobin

Basic Residues;
Lysine;K, Arginine;R, Histidine;H

153 residues
GLSDGEWQQVLNVWGKVEADIAGHGQEVLIRLFTG
PETLEKFDKFKHLKTEAEMKASEDLKKHGTVVLTAL
GGILKKKGHHEAELKPLAQSHATKHKIPIKYLEFISDAI
IHVLHSKHPGDFGADAQGAMTKALELFRNDIAAKYK
ELGFQG
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Lysozyme 1

Length;129 residues
Secondary structure;

41% helical (7 helices; 54 residues)
10% beta sheet (9 strands; 14 residues)
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Reference; Protein Data Bank (http://www.rcsb.org/pdb)




Reduction of S-S bonds with DTT
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Figure 3-5 The important scan segments for an MS scan
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