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Front: The background photograph of the cover is of a Laue x-ray diffraction et
pattern produced by a crystal of the plant enzyme ribulose bisphosphate
carboxylase. This technique is described in Chapter 17. Information derived
from such x-ray patterns, together with a knowledge of the amino acid
sequence, enabled the three-dimensional arrangement of atoms in the protein f”"ﬁm By (_\‘g(\\\z
to be determined. A simplified representation of this protein structure is shown ) \pf%
in color, superimposed on the diffraction pattern. The enzyme, which is 3‘_' ,3 08 ‘
involved in the fixation of carbon dioxide, is a member of the large class of

a/B barrel protein structures. This class of structures is discussed in detail in

Chapter 4.

« _OniosHobe-Billisthek -

Back: Tomato bushy stunt virus is a spherical virus made from 180 protein
subunits. Arms extending from sixty of these subunits contribute to an internal
framework that determines the size of the correctly assembled virus particle. The
interdigitated arms from three subunits meet at each of the twenty icosahedral
threefold axes of the virus. One such axis is shown here with the B strands from
three subunits shown in different shades of green. Virus structure is described
in more detail in Chapter 11.
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