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Protein Structure

Protein Structure

Are secondary structures stable on
their own?

Is protein design computationally
tractable or are their too many
potential sequences?
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B-Sheets
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A Designed a-Helix

§. Marqusee, R.L. Baldwin
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A Designed a-Helix

H Table 1. Melix consest (pH 1.0, I'T)
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A Designed B-Sheet

S.R. LaBrenz, J.W. Kelly
J. Am. Chem. Soc.
1995, 117, 1655
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Uses of Model Peptides

*Thermodynamic Studies
*Protein Design




4-Helix Bundle Design
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S.P. Ho, W.F. DeGrado J. Am. Chem. Soc. 1987, 109, 6751

4-Helix Bundle Design
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4-Helix Bundle Design
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4-Helix Bundle Design

In the future would be nice to have a figure
showing the “molten globule” NMR

S.P. Ho, W.F. DeGrado J. Am. Chem. Soc. 1987, 109, 6751

4-Helix Bundle Design
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4-Helix Bundle Design
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4-Helix Bundle Design
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R.B. Hill, W.F. DeGrado J. Am. Chem. Soc. 1998, 120, 1138

4-Helix Bundle Design
bisecting U

Harbury stuff here too?2

R.B. Hill, W.F. DeGrado J. Am. Chem. Soc. 1998, 120, 1138

BBa. Protein Design
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BPa Protein Design
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Random Peptide Library
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A.R. Davidson, R.T. Sauer Proc. Natl. Acad. Sci. 1994, 91, 2146

Random Peptide Library
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Protein Structure

Design of a-helices and B-sheets

Design of small proteins--iterative vs.
computational approaches

Random libraries

Structure prediction--"bioinformatics”




