2SS[6-127,64-80] S-S

Effects of glycerol on disulfide regeneration processes of
255[6-127,64-80] variants of lysozyme.
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Ribbon diagram of Hen-Egg Lysozyme J
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2S55(1+3) CD spectrum
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MATERIALS and METHODS
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HPLC separation of tryptic digestion of regenerated lysozyme 2:)
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Mass-Spectrum Peakl
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Assignment of peptide fragments by mass spectra
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observed mass theoretical value Peptide fragment SS-bond
1. 874.536 874.417 H15-R21
2. 1428.642 1428.651 F34-R45
3. 936.303 936.379 W62-R68
4. 1244.747 1244.675 Al115-R125
S. 1045.767 1045.543 G117-R125
6. 1753.832 1753.836 N46-R61
7. 1236.653 1236.638 G22-K33
8. 1803.830 1803.896 K97-R112
9. 1675.875 1675.801 198-R112
10. 2273.134 2273.181 N74-K96
Fragments including SS-bond
A. 1268.402 1268.529 (W62-R68)+(G126-R128) C64-C127
B. 1925.779 1925.881 (C6-R14)+(W62-R68) C6-C64
C. 1627.758 1627.781 (V2-K13)+(G126-R128) C6-C127
D. 2605.339 2605.331 (N74-K96)+(G126-R128) C80-C127
E. 3206.668 3206.656 (W62-R68)+(N74-K96) C64-C80




Peptide maps of tryptic digestions of lysozyme included in each area J
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Appearance of SS-bond in each area of HPLC elution pattern
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