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Preface

This volume originated from lectures I have been giving to graduate students. The
students are mostly first and second year graduate students from the Duke University
Program in Cell and Molecular Biology. I presume only a basic knowledge of
biochemistry. I highly recommend that students review basic principles of protein
structure prior to the course. Excellent sources are the texts:Molecular Biology of the
Cell, by Alberts et al, chapter 3, ‘Proteins’; or Cell Biology by Pollard and Earnshaw,
chapter 2 ‘Molecular Structures.’

I also highly recommend that students download a protein structure viewer and
use it to image on their own computer the structures displayed in the figures.
Recommended viewers are Chimera, Pymol and KING.

In recent years the course has comprised six sessions of 80 minutes each, where I
present background material and then lead discussion of the assigned papers. The
chapters included here have evolved from my notes for these class sessions. These
notes may be useful for faculty organizing similar classes, and/or for self-instruction
of students and researchers who find a need to understand principles of protein–
protein association.
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