Chapter 8

Manipulating Proteins,
DNA, and RNA

Progress in science is often driven by advances in technology. The entire field of
cell biology, for example, came into being when optical craftsmen learned to
grind small lenses of sufficiently high quality to observe cells and their sub-
structures. Innovations in lens grinding, rather than any conceptual or philo-
sophical advance, allowed Hooke and van Leeuwenhoek to discover a previously
unseen cellular world, where tiny creatures tumble and twirl in a small droplet
of water (Figure 8-1).

The 21st century promises to be a particularly exciting time for biology. New
methods for analyzing proteins, DNA, and RNA are fueling an information
explosion and allowing scientists to study cells and their macromolecules in pre-
viously unimagined ways. We now have access to the sequences of many billions
of nucleotides, providing the complete molecular blueprints for hundreds of
organisms—from microbes and mustard weeds to worms, flies, mice, dogs,
chimpanzees, and humans. And powerful new techniques are helping us to
decipher that information, allowing us not only to compile huge, detailed cata-
logs of genes and proteins but also to begin to unravel how these components
work together to form functional cells and organisms. The long-range goal is
nothing short of obtaining a complete understanding of what takes place inside
‘acell as it responds to its environment and interacts with its neighbors. We want
to know which genes are switched on, which mRNA transcripts are present, and
which proteins are active—where they are located, with what other proteins and
other molecules they associate, and to which pathways or networks they belong.
We also want to understand how the cell successfully manages this staggering
number of variables and how it chooses among an almost unlimited number of
possibilities in performing its diverse biological tasks. Such information will per-
mit us to begin to build a framework for delineating, and eventually predicting,
how genes and proteins operate to lay the foundations for life.

In this chapter, we present some of the principal methods used to study the
molecular components of cells, particularly proteins, DNA, and RNA. We con-
sider how to separate cells of different types from tissues, how to grow cells out-
sside the body, and how to disrupt cells and isolate their organelles and con-
stituent macromolecules in pure form. We also present the latest techniques
used to determine protein structure, function, and interactions, and we discuss
“the breakthroughs in DNA technology that continue to revolutionize our under-
standing of cell function.

The techniques and methods described in this chapter have made possible
the discoveries that are presented throughout this book, and they are currently
being used by tens of thousands of scientists each day.

ISOLATING CELLS AND GROWING THEM IN
CULTURE

‘Although the organelles and large molecules in a cell can be visualized with
microscopes, understanding how these components function requires a
detailed biochemical analysis. Most biochemical procedures require that large
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Figure 8-1 Microscopic life. A sample of
“diverse animalcules” seen by van
Leeuwenhoek using his simple
microscope, (A) Bacteria seen in material
he excavated from between his teeth.
Those in fig. B he described as “swimming
first forward and then backwards” (1692).
(B) The eucaryotic green alga Volvox
{1700). (Courtesy of the John Innes
Foundation.)
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502  Chapter 8: Manipulating Proteins, DNA, and RNA

numbers of cells be physically disrupted to gain access to their components. If
the sample is a piece of tissue, composed of different types of cells, heteroge-
neous cell populations will be mixed together. To obtain as much information as
possible about the cells in a tissue, biologists have developed ways of dissociat-
ing cells from tissues and separating them according to type. These manipula-
tions result in a relatively homogeneous population of cells that can then be
analyzed—either directly or after their number has been greatly increased by
allowing the cells to proliferate in culture.

Cells Can Be Isolated from Intact Tissues

Intact tissues provide the most realistic source of material, as they represent the
actual cells found within the body. The first step in isolating individual cells is to
disrupt the extracellular matrix and cell-cell junctions that hold the cells
together. For this purpose, a tissue sample is typically treated with proteolytic
enzymes (such as trypsin and collagenase) to digest proteins in the extracellular
matrix and with agents (such as ethylenediaminetetraacetic acid, or EDTA) that
bind, or chelate, the Ca®* on which cell-cell adhesion depends. The tissue can
then be teased apart into single cells by gentle agitation.

For some biochemical preparations, the protein of interest can be obtained
in sufficient quantity without having to separate the tissue or organ into cell
types. Examples include the preparation of histones from calf thymus, actin
from rabbit muscle, or tubulin from cow brain. In other cases, obtaining the
desired protein requires enrichment for a specific cell type of interest. Several
approaches are used to separate the different cell types from a mixed cell sus-
pension. The most general cell-separation technique uses an antibody coupled
to a fluorescent dye to label specific cells. An antibody is chosen that specifi-
cally binds to the surface of only one cell type in the tissue. The labeled cells can
then be separated from the unlabeled ones in an electronic fluorescence-acti-
vated cell sorter. In this remarkable machine, individual cells traveling single
file in a fine stream pass through a laser beam, and the fluorescence of each cell
is rapidly measured. A vibrating nozzle generates tiny droplets, most contain-
ing either one cell or no cells. The droplets containing a single cell are auto-
matically given a positive or a negative charge at the moment of formation,
depending on whether the cell they contain is fluorescent; they are then
deflected by a strong electric field into an appropriate container. Occasional
clumps of cells, detected by their increased light scattering, are left uncharged
and are discarded into a waste container. Such machines can accurately select
1 fluorescent cell from a pool of 1000 unlabeled cells and sort several thousand
cells each second (Figure 8-2).

Selected cells can also be obtained by carefully dissecting them from thin
tissue slices that have been prepared for microscopic examination (discussed in
Chapter 9). In one approach, a tissue section is coated with a thin plastic film
and a region containing the cells of interest is irradiated with a focused pulse
from an infrared laser. This light pulse melts a small circle of the film, binding
the cells underneath, These captured cells are then removed for further analysis.
The technique, called laser capture microdissection, can be used to separate and
analyze cells from different areas of a tumor, allowing their properties or molec-
ular composition to be compared with neighboring normal cells. A related
method uses a laser beam to directly cut out a group of cells and catapult them
into an appropriate container for future analysis (Figure 8-3).

A uniform population of cells obtained by any of these or other separation
methods can be used directly for biochemical analysis. After breaking open the
cells by mechanical disruption, detergents, and other methods, cytoplasm or
individual organelles can be extracted and then specific molecules purified.

Cells Can Be Grown in Culture

Although molecules can be extracted from whole tissues, this is often not the
most convenient source of material, requiring, for example, early-morning trips
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0 a slaughterhouse. The problem is not only a question of convenience. The
tock commonly used as organ sources are not amenable to genetic manip-
on. Moreover, the complexity of intact tissues and organs is an inherent dis-
tage when trying to purify particular molecules. Cells grown in culture
provide a more homogeneous population of cells from which to extract material,
nd they are also much more convenient to work with in the laboratory. Given
appropriate surroundings, most plant and animal cells can live, multiply, and
‘even express differentiated properties in a tissue-culture dish. The cells can be
‘watched continuously under the microscope or analyzed biochemically, and the
effects of adding or removing specific molecules, such as hormones or growth
ors, can be systematically explored. In addition, by mixing two cell types, the
nteractions between one cell type and another can be studied.
Experiments performed on cultured cells are sometimes said to be carried
out in vitro (literally, “in glass”) to contrast them with experiments using intact
sanisms, which are said to be carried out in vivo (literally, “in the living organ-
). These terms can be confusing, however, because they are often used in a
ery different sense by biochemists. In the biochemistry lab, in vitro refers to
reactions carried out in a test tube in the absence of living cells, whereas in vivo
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Figure 8-2 A fluorescence-activated cell
sorter. A cell passing through the laser
beam is monitored for fluorescence.
Droplets containing single cells are given
a negative or positive charge, depending
on whether the cell is fluorescent or not,
The droplets are then deflected by an
electric field into collection tubes.
according to their charge. Note that the
cell concentration must be adjusted so
that most droplets contain no cells and
flow to a waste container together with
any cell clumps.

Figure 8-3 Microdissection techniques
to select cells from tissue slices. This
method uses a laser beam to excise a
region of interest and eject it into a
container, and it permits the isolation of
even a single cell from a tissue sample.
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Figure 8-4 Light micrographs of cells in culture. (A) Mouse fibroblasts.

(B) Chick myoblasts fusing to form multinucleate muscle cells. (C) Purified rat
retinal ganglion nerve cells. (D) Tobacco cells in liquid culture. (A, courtesy of
Daniel Zicha; B, courtesy of Rosalind Zalin; C, from A. Meyer-Franke et al,,
Neuron 15:805-819, 1995. With permission from Elsevier; D, courtesy of
Gethin Roberts.)

refers to any reaction taking place inside a living cell, even if that cell is growing
in culture.

Tissue culture began in 1907 with an experiment designed to settle a con-
troversy in neurobiology. The hypothesis under examination was known as the
neuronal doctrine, which states that each nerve fiber is the outgrowth of a sin-
gle nerve cell and not the product of the fusion of many cells. To test this con-
tention, small pieces of spinal cord were placed on clotted tissue fluid in a warm,
moist chamber and observed at regular intervals under the microscope. After a
day or so, individual nerve cells could be seen extending long, thin filaments
(axons) into the clot. Thus, the neuronal doctrine received strong support, and
the foundation was laid for the cell-culture revolution.

These original experiments on nerve fibers used cultures of small tissue
fragments called explants. Today, cultures are more commonly made from sus-
pensions of cells dissociated from tissues using the methods described earlier.
Unlike bacteria, most tissue cells are not adapted to living suspended in fluid
and require a solid surface on which to grow and divide. For cell cultures, this
support is usually provided by the surface of a plastic tissue-culture dish. Cells
vary in their requirements, however, and many do not proliferate or differentiate
unless the culture dish is coated with materials that cells like to adhere to, such
as polylysine or extracellular matrix components.

Cultures prepared directly from the tissues of an organism are called pri-
mary cultures. These can be made with or without an initial fractionation step to
separate different cell types. In most cases, cells in primary cultures can be
removed from the culture dish and recultured repeatedly in so-called secondary
cultures; in this way, they can be repeatedly subcultured (passaged) for weeks or
months. Such cells often display many of the differentiated properties appropri-
ate to their origin (Figure 8-4): fibroblasts continue to secrete collagen; cells
derived from embryonic skeletal muscle fuse to form muscle fibers that contract
spontaneously in the culture dish; nerve cells extend axons that are electrically
excitable and make synapses with other nerve cells; and epithelial cells form
extensive sheets with many of the properties of an intact epithelium. Because
these properties are maintained in culture, they are accessible to study in ways
that are often not possible in intact tissues.

Cell culture is not limited to animal cells. When a piece of plant tissue is cul-
tured in a sterile medium containing nutrients and appropriate growth regula-
tors, many of the cells are stimulated to proliferate indefinitely in a disorganized
manner, producing a mass of relatively undifferentiated cells called a callus. If
the nutrients and growth regulators are carefully manipulated, one can induce
the formation of a shoot and then root apical meristems within the callus, and,
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ATING CELLS AND GROWING THEM IN CULTURE

in many species, regenerate a whole new plant. Similar to animal cells, callus
cultures can be mechanically dissociated into single cells, which will grow and
divide as a suspension culture (see Figure 8—4D).

Eucaryotic Cell Lines Are a Widely Used Source of Homogeneous
Cells

The cell cultures obtained by disrupting tissues tend to suffer from a problem—
eventually the cells die. Most vertebrate cells stop dividing after a finite number
of cell divisions in culture, a process called replicative cell senescence (discussed
in Chapter 17). Normal human fibroblasts, for example, typically divide only
25-40 times in culture before they stop. In these cells, the limited proliferation
capacity reflects a progressive shortening and uncapping of the cell’s telomeres,
the repetitive DNA sequences and associated proteins that cap the ends of each
chomosome (discussed in Chapter 5). Human somatic cells in the body have
turned off production of the enzyme, called relomerase, that normally maintains
the telomeres, which is why their telomeres shorten with each cell division.
Human fibroblasts can often be coaxed to proliferate indefinitely by providing
them with the gene that encodes the catalytic subunit of telomerase; in this case,
they can be propagated as an “immortalized” cell line.

Some human cells, however, cannot be immortalized by this trick. Although
their telomeres remain long, they still stop dividing after a limited number of
divisions because the culture conditions eventually activate cell-cycle check-
point mechanisms (discussed in Chapter 17) that arrest the cell cycle—a process
‘sometimes called “culture shock.” In order to immortalize these cells, one has to
o more than introduce telomerase. One must also inactivate the checkpoint
‘mechanisms. This can be done by introducing certain cancer-promoting onco-
genes, such as those derived from tumor viruses (discussed in Chapter 20).
‘Unlike human cells, most rodent cells do not turn off production of telomerase
-and therefore their telomeres do not shorten with each cell division. Therefore,
if culture shock can be avoided, some rodent cell types will divide indefinitely in
culture. In addition, rodent cells often undergo genetic changes in culture that
Jinactivate their checkpoint mechanisms, thereby spontaneously producing
‘immortalized cell lines.

Cell lines can often be most easily generated from cancer cells, but these cul-
‘tures differ from those prepared from normal cells in several ways, and are
‘referred to as transformed cell lines. Transformed cell lines often grow without
attaching to a surface, for example, and they can proliferate to a much higher
density in a culture dish. Similar properties can be induced experimentally in
‘normal cells by transforming them with a tumor-inducing virus or chemical.
‘The resulting transformed cell lines can usually cause tumors if injected into a
susceptible animal (although it is usually only a small subpopulation, called
_cancer stem cells, that can do so—discussed in Chapter 20).

Both transformed and nontransformed cell lines are extremely useful in cell
research as sources of very large numbers of cells of a uniform type, especially
since they can be stored in liquid nitrogen at -196°C for an indefinite period and
retain their viability when thawed. It is important to keep in mind, however, that
the cells in both types of cell lines nearly always differ in important ways from
their normal progenitors in the tissues from which they were derived.

Some widely used cell lines are listed in Table 8-1. Different lines have differ-
.ent advantages; for example, the PtK epithelial cell lines derived from the rat kan-
garoo, unlike many other cell lines which round up during mitosis, remain flat
“during mitosis, allowing the mitotic apparatus to be readily observed in action.

‘Embryonic Stem Cells Could Revolutionize Medicine

‘Among the most promising cell lines to be developed—from a medical point of
‘view—are embryonic stem (ES) cells. These remarkable cells, first harvested
from the inner cell mass of the early mouse embryo, can proliferate indefinitely
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Table 8-1 Some Commonly Used Cell Lines

“Many of these cell lines were derived from tumors. All of them are capable of indefinite
replication in culture and express at least some of the special characteristics of their cell's of origin,

in culture and yet retain an unrestricted developmental potential. If the cells
from the culture dish are put back into an early embryonic environment, they
cangivenseto all the cell types in the body, including germ cells (Figure 8-5).

Their descendants in the embryo are able to integrate perfectly into whatever

site they come to occupy, adopting the character and behavior that normal cells

would show at that site.

Cells with properties similar to those of mouse ES cells can now be derived
from early human embryos, creating a potentially inexhaustible supply of cells
that might be used to replace and repair damaged mature human tissue. Exper-
iments in mice suggest that it may be possible, in the future, to use ES cells to
produce specialized cells for therapy—to replace the skeletal muscle fibers that
degenerate in victims of muscular dystrophy, the nerve cells that die in patients
with Parkinson’s disease, the insulin-secreting cells that are destroyed in type |
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cultured ES cells

Figure 8-5 Embryonic stem (ES) cells

‘derived from an embryo. These ¢

«cells can give rise to all of the cell

of the body. ES cells are harvested fro
the inner cell mass of an early embryo
and can be maintained indefinitely as
stem cells (discussed in Chapter 23
culture. If they are put back into an
embryo, they will integrate perfectly and
differentiate to suit whatever
environment they find themselves. The
cells can also be kept in culture as an
immortal cell line; they can then be
supplied with different hormonesor

growth factors to encourage themto

differentiate into specific cell types,
(Based on E. Fuchs and J.A. Segré, Cell
100:143-155, 2000. With permission
from Elsevier.)
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‘diabetics, and the cardiac muscle cells that die during a heart attack. Perhaps one
day it may even become possible to grow entire organs from ES cells by a recapit-
‘ulation of embryonic development. It is important not to transplant ES cells by
- themselves into adults, as they can produce tumors called teratomas.

There is another major problem associated with the use of ES-cell-derived
cells for tissue repair. If the transplanted cells differ genetically from the cells of
 the patient into whom they are grafted, the patient’s immune system will reject
and destroy those cells. This problem can be avoided, of course, if the cells used
for repair are derived from the patient's own body. As discussed in Chapter 23,
many adult tissues contain stem cells dedicated to continuous production of
just one or a few specialized cell types, and a great deal of stem-cell research
aims to manipulate the behavior of these adult stem cells for use in tissue repair.
ES cell technology, however, in theory at least, also offers another way
around the problem of immune rejection, using a strategy known as “therapeu-
tic cloning,” as we explain next.

Somatic Cell Nuclear Transplantation May Provide a Way to
Generate Personalized Stem Cells

The term “cloning” has been used in confusing ways as a shorthand term for sev-
eral quite distinct types of procedures. It is important to understand the distinc-
tions, particularly in the context of public debates about the ethics of stem cell
research.

As biologists define the term, a clone is simply a set of individuals that are
genetically identical because they have descended from a single ancestor. The
simplest type of cloning is the cloning of cells. Thus, one can take a single epi-
dermal stem cell from the skin and let it grow and divide in culture to obtain a
large clone of genetically identical epidermal cells, which can, for example, be
‘used to help reconstruct the skin of a badly burned patient. This kind of cloning
isno more than an extension by artificial means of the processes of cell prolifer-
ation and repair that occur in a normal human body.

The cloning of entire multicellular animals, called reproductive cloning, is a
wvery different enterprise, involving a far more radical departure from the ordi-
nary course of nature. Normally, each individual animal has both a mother and
‘a father, and is not genetically identical to either of them. In reproductive
‘cloning, the need for two parents and sexual union is bypassed. For mammals,
this difficult feat has been achieved in sheep and some other domestic animals
by somatic cell nuclear transplantation. The procedure begins with an unfertil-
ized egg cell. The nucleus of this haploid cell is sucked out and replaced by a
‘nucleus from a regular diploid somatic cell. The diploid donor cell is typically
taken from a tissue of an adult individual. The hybrid cell, consisting of a diploid
‘donor nucleus in a host egg cytoplasm, is allowed to develop for a short while
‘in culture, In a small proportion of cases, this procedure can give rise to an early
_embryo, which is then put into the uterus of a foster mother (Figure 8-6). If the
_experimenter is lucky, development continues like that of a normal embryo,
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Figure 8-6 Reproductive and
therapeutic cloning. Cells from adult
tissue can be used for reproductive
cloning or for generating personalized
ES cells (so-called therapeutic cloning).
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giving rise, eventually, to a whole new animal. An individual produced in this
way, by reproductive cloning, should be genetically identical to the adult indi-
vidual that donated the diploid cell (except for the small amount of genetic
information in mitochondria, which is inherited solely from the egg cytoplasm).

Therapeutic cloning, which is very different from reproductive cloning,
employs the technique of somatic cell nuclear transplantation to produce per-
sonalized ES cells (see Figure 8-6). In this case, the very early embryo generated
by nuclear transplantation, consisting of about 200 cells, is not transferred to the
uterus of a foster mother. Instead, it is used as a source from which ES cells are
derived in culture, with the aim of generating various cell types that can be used
for tissue repair. Cells obtained by this route are genetically nearly identical to
the donor of the original nucleus, so they can be grafted back into the donor,
without fear of immunological rejection.

Somatic cell nuclear transfer has an additional potential benefit—for study-
ing inherited human diseases. ES cells that have received a somatic nucleus from
an individual with an inherited disorder can be used to directly study the way in
which the disease develops as the ES cells are induced to differentiate into dis-
tinct cell types. “Disease-specific” ES cells and their differentiated progeny can
also be used to study the progression of such diseases and to test and develop
new drugs to treat the disorders. These strategies are still in their infancy, and
some countries outlaw certain aspects of the research. It remains to be seen
whether human ES cells can be produced by nuclear transfer and whether
human ES cells will fulfill the great hopes that medical scientists have for them.

Hybridoma Cell Lines Are Factories That Produce Monoclonal
Antibodies

As we see throughout this book, antibodies are particularly useful tools for cell
biology. Their great specificity allows precise visualization of selected proteins
among the many thousands that each cell typically produces. Antibodies are
often produced by inoculating animals with the protein of interest and subse-
quently isolating the antibodies specific to that protein from the serum of the
animal. However, only limited quantities of antibodies can be obtained from a
single inoculated animal, and the antibodies produced will be a heterogeneous
mixture of antibodies that recognize a variety of different antigenic sites on a
macromolecule that differs from animal to animal. Moreover, antibodies spe-
cific for the antigen will constitute only a fraction of the antibodies found in the
serum. An alternative technology, which allows the production of an infinite
quantity of identical antibodies and greatly increases the specificity and conve-
nience of antibody-based methods, is the production of monoclonal antibodies
by hybridoma cell lines.

This technology, developed in 1975, has revolutionized the production of
antibodies for use as tools in cell biology, as well as for the diagnosis and treat-
ment of certain diseases, including rheumatoid arthritis and cancer. The proce-
dure requires hybrid cell technology (Figure 8-7), and it involves propagating a
clone of cells from a single antibody-secreting B lymphocyte to obtain a homo-
geneous preparation of antibodies in large quantities. B lymphocytes normally
have a limited life-span in culture, but individual antibody-producing B lym-
phocytes from an immunized mouse or rat, when fused with cells derived from
a transformed B lymphocyte cell line, can give rise to hybrids that have both the
ability to make a particular antibody and the ability to multiply indefinitely in
culture. These hybridomas are propagated as individual clones, each of which
provides a permanent and stable source of a single type of moneclonal anti-
body (Figure 8-8). Each type of monoclonal antibody recognizes a single type of
antigenic site—for example, a particular cluster of five or six amino acid side
chains on the surface of a protein. Their uniform specificity makes monoclonal
antibodies much more useful than conventional antisera for most purposes.

An important advantage of the hybridoma technique is that monoclonal
antibodies can be made against molecules that constitute only a minor compo-
nent of a complex mixture. In an ordinary antiserum made against such a mix-
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fure, the proportion of antibody molecules that recognize the minor compo-
‘nent would be too small to be useful. But if the B lymphocytes that produce the
various components of this antiserum are made into hybridomas, it becomes
‘possible to screen individual hybridoma clones from the large mixture to select
one that produces the desired type of monoclonal antibody and to propagate
the selected hybridoma indefinitely so as to produce that antibody in unlimited
‘quantities. In principle, therefore, a monoclonal antibody can be made against
any protein in a biological sample. Once an antibody has been made, it can be
‘used to localize the protein in cells and tissues, to follow its movement, and to
purify the protein to study its structure and function.
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Figure 8-7 The production of hybrid
cells. It is possible to fuse one cell with
another to form a heterocaryon, a
combined cell with two separate nuclei.
Typically, a suspension of cells is treated
with certain inactivated viruses or with
polyethylene glycol, each of which alters
the plasma membranes of cells in a way
that induces them to fuse. Eventually, a
heterocaryon proceeds to mitosis and
produces a hybrid cell in which the two
separate nuclear envelopes have been
disassembled, allowing all the
chromosomes to be brought together in
a single large nucleus. Such hybrid cells
can give rise to immortal hybrid cell lines.
If one of the parent cells was from a
tumor cell line, the hybrid cell is called a
hybridoma.

Figure 8-8 Preparation of hybridomas
that secrete monoclonal antibodies
against a particular antigen. Here, the
antigen of interest is designated as
“antigen X" The selective growth
medium used after the cell fusion step
contains an inhibitor (aminopterin) that
blocks the normal biosynthetic pathways
by which nucleotides are made. The cells
must therefore use a bypass pathway to
synthesize their nucleic acids. This
pathway is defective in the mutant cell
line derived from the B cell tumor, but it
is intact in the normal cells obtained from
the immunized mouse. Because neither
cell type used for the initial fusion can
survive and proliferate on its own, only
the hybridoma cells do so.
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Summary

Tissues can be dissociated into their component cells, from which individual cell types
can be purified and used for biochemical analysis or for the establishment of cell cul-
tures. Many animal and plant cells survive and proliferate in a culture dish if they are
provided with a suitable culture medium containing nutrients and appropriate signal
molecules. Although many animal cells stop dividing after a finite number of cell divi-
sions, cells that have been immortalized through spontaneous mutations or genetic
manipulation can be maintained indefinitely as cell lines. Embryonic stem cells can
proliferate indefinitely in a culture dish, while retaining the ability to differentiate into
all the different cell types of the body. They therefore hold great medical promise.
Hybridoma cells are widely employed 1o produce unlimited quantities of uniform
monoclonal antibodies, which are used to detect and purify cell proteins, as well as to
diagnose and treat diseases.

PURIFYING PROTEINS

The challenge of isolating a single type of protein from the thousands of other
proteins present in a cell is a formidable one, but must be overcome in order to
study protein function in vitro. As we shall see later in this chapter, recombinant
DNA technology can enormously simplify this task by “tricking” cells into pro-
ducing large quantities of a given protein, thereby making its purification much
easier. Whether the source of the protein is an engineered cell or a natural tissue,
a purification procedure usually starts with subcellular fractionation to reduce
the complexity of the material, and is then followed by purification steps of
increasing specificity.

Cells Can Be Separated into Their Component Fractions

In order to purify a protein, it must first be extracted from inside the cell. Cells
can be broken up in various ways: they can be subjected to osmotic shock or
ultrasonic vibration, forced through a small orifice, or ground up in a blender.
These procedures break many of the membranes of the cell (including the
plasma membrane and endoplasmic reticulum) into fragments that immedi-
ately reseal to form small closed vesicles. If carefully carried out, however, the
disruption procedures leave organelles such as nuclei, mitochondria, the Golgi
apparatus, lysosomes, and peroxisomes largely intact. The suspension of cells is
thereby reduced to a thick slurry (called a homogenate or extract) that contains
a variety of membrane-enclosed organelles, each with a distinctive size, charge,
and density. Provided that the homogenization medium has been carefully cho-
sen (by trial and error for each organelle), the various components—including
the vesicles derived from the endoplasmic reticulum, called microsomes—
retain most of their original biochemical properties.

The different components of the homogenate must then be separated. Such
cell fractionations became possible only after the commercial development in
the early 1940s of an instrument known as the preparative ultracentrifuge, which
rotates extracts of broken cells at high speeds (Figure 8-9). This treatment sep-
arates cell components by size and density: in general, the largest units experi-
ence the largest centrifugal force and move the most rapidly. At relatively low
speed, large components such as nuclei sediment to form a pellet at the bottom
of the centrifuge tube; at slightly higher speed, a pellet of mitochondria is
deposited; and at even higher speeds and with longer periods of centrifugation,
first the small closed vesicles and then the ribosomes can be collected (Figure
8-10). All of these fractions are impure, but many of the contaminants can be
removed by resuspending the pellet and repeating the centrifugation procedure
several times,

Centrifugation is the first step in most fractionations, but it separates only
components that differ greatly in size. A finer degree of separation can be achieved
by layering the homogenate in a thin band on top of a dilute salt solution that fills
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Figure 8-9 The preparative
ultracentrifuge. The sample is contained
in tubes that are inserted into a ring of
cylindrical holes in a metal rotor. Rapid
rotation of the rotor generates enormous
centrifugal forces, which cause particles
in the sample to sediment. The vacuum
reduces friction, preventing heating of
the rotor and allowing the refrigeration
system to maintain the sample at 4°C.
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Figure 8-10 Cell fractionation by centrifugation. Repeated centrifugation
at progressively higher speeds will fractionate homogenates of cells into
their components. In general, the smaller the subcellular component, the
greater is the centrifugal force required to sediment it. Typical values for
the various centrifugation steps referred to in the figure are:

low speed: 1000 times gravity for 10 minutes

medium speed: 20,000 times gravity for 20 minutes

high speed: 80,000 times gravity for 1 hour

very high speed: 150,000 times gravity for 3 hours

a centrifuge tube. When centrifuged, the various components in the mixture
move as a series of distinct bands through the salt solution, each at a different
rate, in a process called velocity sedimentation (Figure 8-11A). For the procedure
to work effectively, the bands must be protected from convective mixing, which
would normally occur whenever a denser solution (for example, one containing
‘organelles) finds itself on top of a lighter one (the salt solution). This is achieved
by augmenting the solution in the tube with a shallow gradient of sucrose pre-
pared by a special mixing device. The resulting density gradient—with the dense
‘end at the bottom of the tube—keeps each region of the salt solution denser
‘than any solution above it, and it thereby prevents convective mixing from dis-
torting the separation.

When sedimented through such dilute sucrose gradients, different cell
‘components separate into distinct bands that can be collected individually. The
relative rate at which each component sediments depends primarily on its size
‘and shape—normally being described in terms of its sedimentation coefficient,
‘or § value. Present-day ultracentrifuges rotate at speeds of up to 80,000 rpm
‘and produce forces as high as 500,000 times gravity. These enormous forces
‘drive even small macromolecules, such as tRNA molecules and simple
_enzymes, to sediment at an appreciable rate and allow them to be separated
from one another by size.

The ultracentrifuge is also used to separate cell components on the basis of
their buoyant density, independently of their size and shape. In this case the
“sample is sedimented through a steep density gradient that contains a very high
“concentration of sucrose or cesium chloride. Each cell component begins to
“move down the gradient as in Figure 8-11A, but it eventually reaches a position
“where the density of the solution is equal to its own density. At this point the
_component floats and can move no farther. A series of distinct bands is thereby
produced in the centrifuge tube, with the bands closest to the bottom of the tube
containing the components of highest buoyant density (Figure 8-11B). This
method, called equilibrium sedimentation, is so sensitive that it can separate
macromolecules that have incorporated heavy isotopes, such as '*C or 1°N, from
the same macromolecules that contain the lighter, common isotopes (**C or
HN). In fact, the cesium-chloride method was developed in 1957 to separate the
labeled from the unlabeled DNA produced after exposure of a growing popula-
tion of bacteria to nucleotide precursors containing '"N; this classic experiment
provided direct evidence for the semiconservative replication of DNA (see Fig-
ure 5-5).

Cell Extracts Provide Accessible Systems to Study Cell Functions

Studies of organelles and other large subcellular components isolated in the
ultracentrifuge have contributed enormously to our understanding of the func-
tions of different cell components. Experiments on mitochondria and chloro-
plasts purified by centrifugation, for example, demonstrated the central func-
tion of these organelles in converting energy into forms that the cell can use.
Similarly, resealed vesicles formed from fragments of rough and smooth endo-
plasmic reticulum (microsomes) have been separated from each other and ana-
lyzed as functional models of these compartments of the intact cell.

Similarly, highly concentrated cell extracts, especially extracts of Xenopus
laevis (African clawed frog) oocytes, have played a critical role in the study of
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such complex and highly organized processes as the cell-division cycle, the sep-
aration of chromosomes on the mitotic spindle, and the vesicular-transport
steps involved in the movement of proteins from the endoplasmic reticulum
through the Golgi apparatus to the plasma membrane.

Cell extracts also provide, in principle, the starting material for the complete
separation of all of the individual macromolecular components of the cell. We
now consider how this separation is achieved, focusing on proteins,

Proteins Can Be Separated by Chromatography

Proteins are most often fractionated by column chromatography, in which a
mixture of proteins in solution is passed through a column containing a porous
solid matrix. The different proteins are retarded to different extents by their
interaction with the matrix, and they can be collected separately as they flow out
of the bottom of the column (Figure 8-12). Depending on the choice of matrix,
proteins can be separated according to their charge (ion-exchange chromatog-
raphy), their hydrophobicity (hydrophobic chromatography), their size (gel-fil-
tration chromatography), or their ability to bind to particular small molecules or
to other macromolecules (affinity chromatography).

Many types of matrices are commercially available (Figure 8-13). Ion-
exchange columns are packed with small beads that carry either a positive or a
negative charge, so that proteins are fractionated according to the arrangement
of charges on their surface. Hydrophobic columns are packed with beads from
which hydrophobic side chains protrude, selectively retarding proteins with

Figure 8-11 Comparison of velocity
sedimentation and equilibrium
sedimentation. (A) In velocity
sedimentation, subcellular components
sediment at different speeds according to
their size and shape when layered over a
dilute solution containing sucrose. To
stabilize the sedimenting bands against
convective mixing caused by small
differences in temperature or solute
concentration, the tube contains a
continuous shallow gradient of sucrose,
which increases in concentration toward
the bottom of the tube (typically from 5%
to 20% sucrose). After centrifugation, the
different components can be collected
individually, most simply by puncturing
the plastic centrifuge tube and collecting
drops from the bottom, as illustrated
here. (B) In equilibrium sedimentation,
subcellular components move up or
down when centrifuged in a gradient
until they reach a position where their
density matches their surroundings.
Although a sucrose gradient is shown
here, denser gradients, which are
especially useful for protein and nucleic
acid separation, can be formed from
cesium chloride. The final bands, at
equilibrium, can be collected as in (A},
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“exposed hydrophobic regions. Gel-filtration columns, which separate proteins
“according to their size, are packed with tiny porous beads: molecules that are
small enough to enter the pores linger inside successive beads as they pass down
the column, while larger molecules remain in the solution flowing between the
beads and therefore move more rapidly, emerging from the column first. Besides
providing a means of separating molecules, gel-filtration chromatography is a
convenient way to determine their size.

Inhomogeneities in the matrices (such as cellulose), which cause an uneven
flow of solvent through the column, limit the resolution of conventional column
chromatography. Special chromatography resins (usually silica-based) com-
posed of tiny spheres (3-10 um in diameter) can be packed with a special appa-
ratus to form a uniform column bed. Such high-performance liquid chro-
matography (HPLC) columns attain a high degree of resolution. In HPLC, the
solutes equilibrate very rapidly with the interior of the tiny spheres, and so
solutes with different affinities for the matrix are efficiently separated from one
another even at very fast flow rates. HPLC is therefore the method of choice for
separating many proteins and small molecules.

Affinity Chromatography Exploits Specific Binding Sites on
Proteins

If one starts with a complex mixture of proteins, the types of column chro-
‘matography just discussed do not produce very highly purified fractions: a sin-
gle passage through the column generally increases the proportion of a given
protein in the mixture no more than twentyfold. Because most individual pro-
‘teins represent less than 1/1000 of the total cell protein, it is usually necessary to
use several different types of columns in succession to attain sufficient purity
(Figure 8-14). A more efficient procedure, known as affinity chromatography,
takes advantage of the biologically important binding interactions that occur on
protein surfaces. If a substrate molecule is covalently coupled to an inert matrix
such as a polysaccharide bead, the enzyme that operates on that substrate will
often be specifically retained by the matrix and can then be eluted (washed out)
in nearly pure form. Likewise, short DNA oligonucleotides of a specifically

COLUMN CHROMATOGRAPHY

solvent continuously
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Figure 8-12 The separation of
molecules by column chromatography.
The sample, a solution containing a
mixture of different molecules, is applied
to the top of a cylindrical glass or plastic
column filled with a permeable solid
matrix, such as cellulose. A large amount
of solvent is then pumped slowly
through the column and collected in
separate tubes as it emerges from the
bottom. Because various components of
the sample travel at different rates
through the column, they are
fractionated into different tubes.
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Figure 8-13 Three types of matrices used for chromatography. (A) In ion-exchange chromatography, the insoluble matrix
carries ionic charges that retard the movement of molecules of opposite charge. Matrices used for separating proteins
include diethylaminoethylcellulose (DEAE-cellulose), which is positively charged, and carboxymethylcellulose (CM-cellulose)
and phosphocellulose, which are negatively charged. Analogous matrices based on agarose or other polymers are also
frequently used. The strength of the association between the dissolved molecules and the ion-exchange matrix dependson
both the ionic strength and the pH of the solution that is passing down the column, which may therefore be varied
systematically (as in Figure 8-14) to achieve an effective separation. (B) In gel-filtration chromatography, the matrix is inert
but porous. Molecules that are small enough to penetrate into the matrix are thereby delayed and travel more slowly
through the column than larger molecules that cannot penetrate. Beads of cross-linked polysaccharide (dextran, agarose, of
acrylamide) are available commercially in a wide range of pore sizes, making them suitable for the fractionation of
molecules of various molecular weights, from less than 500 daltons to more than 5 x 10° daltons. (C) Affinity
chromatography uses an insoluble matrix that is covalently linked to a specific ligand, such as an antibody molecule or an
enzyme substrate, that will bind a specific protein. Enzyme molecules that bind to immobilized substrates on such columns
can be eluted with a concentrated solution of the free form of the substrate molecule, while molecules that bind to
immobilized antibodies can be eluted by dissociating the antibody-antigen complex with concentrated salt solutions or
solutions of high or low pH. High degrees of purification can be achieved in a single pass through an affinity column.

designed sequence can be immobilized in this way and used to purify DNA-
binding proteins that normally recognize this sequence of nucleotides in chro-
mosomes (see Figure 7-28). Alternatively, specific antibodies can be coupled to
a matrix to purify protein molecules recognized by the antibodies. Because of
the great specificity of all such affinity columns, 1000- to 10,000-fold purifica-
tions can sometimes be achieved in a single pass.

Genetically-Engineered Tags Provide an Easy Way to Purify
Proteins

Using the recombinant DNA methods discussed in subsequent sections, any
gene can be modified to produce its protein with a special recognition tag
attached to it, so as to make subsequent purification of the protein by affinity
chromatography simple and rapid. Often the recognition tag is itself an anti-
genic determinant, or epitope, which can be recognized by a highly specific
antibody. The antibody, can then be used both to localize the protein in cells
and to purify it (Figure 8-15). Other types of tags are specifically designed for
protein purification. For example, the amino acid histidine binds to certain
metal ions, including nickel and copper. If genetic engineering techniques are
used to attach a short string of histidines to one end of a protein, the slightly
modified protein can be retained selectively on an affinity column containing
immobilized nickel ions. Metal affinity chromatography can thereby be used to
purify the modified protein from a complex molecular mixture.

In other cases, an entire protein is used as the recognition tag. When cells are
engineered to synthesize the small enzyme glutathione S-transferase (GST)
attached to a protein of interest, the resulting fusion protein can be purified from
the other contents of the cell with an affinity column containing glutathione, a
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As a further refinement of purification methods using recognition tags, an
acid sequence that forms a cleavage site for a highly specific proteolytic
‘can be engineered between the protein of choice and the recognition
use the amino acid sequences at the cleavage site are very rarely found
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to the next column below

fraction number —e-
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pmtem
- type of specific cleavage is used in an especially powerful purification
ogy known as tandem affinity purification tagging (tap-tagging). Here,
end of a protein is engineered to contain two recognition tags that are sep-
d by a protease cleavage site. The tag on the very end of the construct is
n to bind irreversibly to an affinity column, allowing the column to be
| extensively to remove all contaminating proteins. Protease cleavage
releases the protein, which is then further purified using the second tag.

Figure 8-14 Protein purification by
chromatography. Typical results
obtained when three different
chromatographic steps are used in
succession to purify a protein. In this
example, a homogenate of cells was first
fractionated by allowing it to percolate
through an ion-exchange resin packed
into a column (A). The column was
washed to remove all unbound
contaminants, and the bound proteins
were then eluted by passing a solution
containing a gradually increasing
concentration of salt onto the top of the
column. Proteins with the lowest affinity
for the ion-exchange resin passed
directly through the column and were
collected in the earliest fractions eluted
from the bottom of the column. The
remaining proteins were eluted in
sequence according to their affinity for
the resin—those proteins binding most
tightly to the resin requiring the highest
concentration of salt to remove them.
The protein of interest was eluted in
several fractions and was detected by its
enzymatic activity. The fractions with
activity were pooled and then applied to
a second, gel-filtration column (B). The
elution position of the still-impure
protein was again determined by its
enzymatic activity, and the active
fractions were pooled and purified to
homogeneity on an affinity column (C)
that contained an immobilized substrate
of the enzyme. (D) Affinity purification of
cyclin-binding proteins from S. cerevisiae,
as analyzed by SDS polyacrylamide-gel
electrophoresis, which is described below
in Figure 8-18. Lane 1 is a total cell
extract; lane 2 shows the proteins eluted
from an affinity column containing cyclin
B2; lane 3 shows one major protein
eluted from a cyclin B3 affinity column.
Proteins in lanes 2 and 3 were eluted
from the affinity columns with salt, and
the gel was stained with Coomassie blue,
The scale at the left shows the molecular
weights of marker proteins, in
kilodaltons. (D, from D. Kellogg et al.,

J. Cell Biol. 130:675-685, 1995. With
permisison from The Rockefeller
University Press.)
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Figure 8-15 Epitope tagging for the localization or purification of
proteins. Using standard genetic engineering techniques, a short peptide
tag can be added to a protein of interest. If the tag is itself an antigenic
determinant, or epitope, it can be targeted by an appropriate commercially
available antibody. The antibody, suitably labeled, can be used to
determine the location of the protein in cells or to purify it by
immunoprecipitation or affinity chromatography. In immunoprecipitation,
antibodies directed against the epitope tag are added to a solution
containing the tagged protein; the antibodies specifically cross-link the
tagged protein molecules and precipitate them out of solution as
antibody-protein complexes.

Because this two-step strategy provides an especially high degree of protein
purification with relatively little effort, it is used extensively in cell biology. Thus,
for example, a set of approximately 6000 yeast strains, each with a different gene
fused to DNA that encodes a tap-tag, has been constructed to allow any yeast
protein to be rapidly purified.

Purified Cell-free Systems Are Required for the Precise Dissection
of Molecular Functions

It is important to study biological processes free from all of the complex side
reactions that occur in a living cell by using purified cell-free systems. To make
this possible, cell homogenates are fractionated with the aim of purifying each
of the individual macromolecules that are needed to catalyze a biological pro-
cess of interest. For example, the experiments to decipher the mechanisms of
protein synthesis began with a cell homogenate that could translate RNA
molecules to produce proteins. Fractionation of this homogenate, step by step,
produced in turn the ribosomes, tRNAs, and various enzymes that together con-
stitute the protein-synthetic machinery. Once individual pure components were
available, each could be added or withheld separately to define its exact role in
the overall process.

A major goal for cell biologists is the reconstitution of every biological pro-
cess in a purified cell-free system. Only in this way can one define all of the com-
ponents needed for the process and control their concentrations, as required to
work out their precise mechanism of action. Although much remains to be done,
a great deal of what we know today about the molecular biology of the cell has
been discovered by studies in such cell-free systems. They have been used, for
example, to decipher the molecular details of DNA replication and DNA tran-
scription, RNA splicing, protein translation, muscle contraction, and particle
transport along microtubules, and many other processes that occur in cells.

Summary

Populations of cells can be analyzed biochemically by disrupting them and fraction-
ating their contents, allowing functional cell-free systems to be developed. Highly
purified cell-free systems are needed for determining the molecular details of com-
plex cell processes, requiring extensive purification of all the proteins and other com-
ponentis involved. The proteins in soluble cell extracts can be purified by column

Figure 8-16 Purification of protein complexes by using a G5T-tagged
fusion protein, GST fusion proteins, produced in cells with recombinant
DNA techniques, can be captured on an affinity column containing beads
coated with glutathione. Proteins not bound to the beads are washed
away. The fusion protein, along with other proteins in the cell that are
bound tightly to it, can then be eluted with glutathione. The identities of
these additional proteins can be determined by mass spectrometry (see
Figure 8-21). Affinity columns can also be made to contain antibodies
against GST or another convenient small protein or epitope tag (see
Figure 8-15).
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chromatography; depending on the type of column matrix, biologically active proteins

can be separated on the basis of their molecular weight, hydrophobicity, charge char-

acteristics, or affinity for other molecules. In a typical purification, the sample is

passed through several different columns in turn—the enriched fractions obtained

from one column are applied to the next. Recombinant DNA techniques, to be

described later, allow special recognition tags to be attached to proteins, thereby greatly
~ simplifying their purification.

ANALYZING PROTEINS

Proteins perform most processes in cells: they catalyze metabolic reactions, use
nucleotide hydrolysis to do mechanical work, and serve as the major structural
elements of the cell. The great variety of protein structures and functions has
stimulated the development of a multitude of techniques to study them.

Proteins Can Be Separated by SDS Polyacrylamide-Gel
Electrophoresis

Proteins usually possess a net positive or negative charge, depending on the
mixture of charged amino acids they contain. An electric field applied to a solu-
tion containing a protein molecule causes the protein to migrate at a rate that
depends on its net charge and on its size and shape. The most popular applica-
tion of this property is SDS polyacrylamide-gel electrophoresis (SDS-PAGE). It
‘uses a highly cross-linked gel of polyacrylamide as the inert matrix through
which the proteins migrate. The gel is prepared by polymerization of monomers;
the pore size of the gel can be adjusted so that it is small enough to retard the
“migration of the protein molecules of interest. The proteins themselves are not
in a simple aqueous solution but in one that includes a powerful negatively
charged detergent, sodium dodecyl sulfate, or SDS (Figure 8-17). Because this

detergent binds to hydrophobic regions of the protein molecules, causing them TH]
to unfold into extended polypeptide chains, the individual protein molecules s
are released from their associations with other proteins or lipid molecules and ? 3
rendered freely soluble in the detergent solution. In addition, a reducing agent CH2
such as B-mercaptoethanol (see Figure 8-17) is usually added to break any S-S Ho
linkages in the proteins, so that all of the constituent polypeptides in multisub- ‘TH
unit proteins can be analyzed separately. ? :
What happens when a mixture of SDS-solubilized proteins is run through a CH;
slab of polyacrylamide gel? Each protein molecule binds large numbers of the (Isz

negatively charged detergent molecules, which mask the protein’s intrinsic
charge and cause it to migrate toward the positive electrode when a voltage is

applied. Proteins of the same size tend to move through the gel with similar Ha

speeds because (1) their native structure is completely unfolded by the SDS, so Hy

that their shapes are the same, and (2) they bind the same amount of SDS and

therefore have the same amount of negative charge. Larger proteins, with more Ha

charge, are subjected to larger electrical forces and also to a larger drag. In free CH;

solution, the two effects would cancel out, but, in the mesh of the polyacry- cl) OH
lamide gel, which acts as a molecular sieve, large proteins are retarded much [ (|:H
more than small ones. As a result, a complex mixture of proteins is fractionated ~ ©= T =0 N
into a series of discrete protein bands arranged in order of molecular weight 0@ CH,
(Figure 8-18). The major proteins are readily detected by staining the proteins Na® S|H
in the gel with a dye such as Coomassie blue. Even minor proteins are seen in "

gels treated with a silver or gold stain, so that as little as 10 ng of protein can be SDS f-mercaptoethanol

detected in a band.

SDS-PAGE is widely used because it can separate all types of proteins,  Figure 8-17 The detergent sodium
including those that are normally insoluble in water—such as the many proteins d"de:;'_s”"ate g:::::;?: 'Ed:’""g
in membranes. And because the method separates polypeptides by size, it pro- 23:% calr: :::z':ed o soluéi":: :r;:;ns
vides information about the molecular weight and the subunit composition of o Sps polyacrylamide-gel
proteins. Figure 8-19 presents a photograph of a gel that has been used to ana-  electrophoresis. The SDS is shown here in

lyze each of the successive stages in the purification of a protein. its ionized form.
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Figure 8-18 SDS polyacrylamide-gel electrophoresis (SDS-PAGE). (A) An
electrophoresis apparatus. (B) Individual polypeptide chains form a
complex with negatively charged molecules of sodium dodecyl sulfate
(SDS) and therefore migrate as a negatively charged SD5-protein complex
through a porous gel of polyacrylamide. Because the speed of migration
under these conditions is greater the smaller the polypeptide, this
technique can be used to determine the approximate molecular weight of
a polypeptide chain as well as the subunit compaosition of a protein. If the
protein contains a large amount of carbohydrate, however, it will move
anomalously on the gel and its apparent molecular weight estimated by
SDS-PAGE will be misleading.

Specific Proteins Can Be Detected by Blotting with Antibodies

A specific protein can be identified after its fractionation on a polyacrylamide
gel by exposing all the proteins present on the gel to a specific antibody that has
been coupled to a radioactive isotope, to an easily detectable enzyme, or to a flu-
orescent dye. For convenience, this procedure is normally carried out after
transferring (by “blotting”) all of the separated proteins present in the gel onto a
sheet of nitrocellulose paper or nylon membrane. Placing the membrane over
the gel and driving the proteins out of the gel with a strong electric field trans-
fers the protein onto the membrane. The membrane is then soaked in a solution
of labeled antibody to reveal the protein of interest. This method of detecting
proteins is called Western blotting, or immunoblotting (Figure 8-20).

Figure 8-19 Analysis of protein samples by SDS polyacrylamide-gel
electrophoresis. The photograph shows a Coomassie-stained gel that has
been used to detect the proteins present at successive stages in the
purification of an enzyme. The leftmost lane (lane 1) contains the complex
mixture of proteins in the starting cell extract, and each succeeding lane
analyzes the proteins obtained after a chromatographic fractionation of the
protein sample analyzed in the previous lane (see Figure 8-14). The same
total amount of protein (10 jig) was loaded onto the gel at the top of each
lane. Individual proteins normally appear as sharp, dye-stained bands; a band
broadens, however, when it contains too much protein. (From

T. Formosa and B.M. Alberts, J. Biol. Chem. 261:6107-6118, 1986.)
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(B)

2:723-732, 1992. With permission from Blackwell Publishing.)

‘Mass Spectrometry Provides a Highly Sensitive Method for
Identifying Unknown Proteins

A frequent problem in cell biology and biochemistry is the identification of a
protein or collection of proteins that has been obtained by one of the purifica-
tion procedures discussed in the preceding pages (see, for example, Figure
8-16), Because the genome sequences of most common experimental organ-
isms are now known, catalogues of all the proteins produced in those organisms
are available. The task of identifying an unknown protein (or collection of
unknown proteins) thus reduces to matching some of the amino acid sequences
present in the unknown sample with known catalogued genes. This task is now
performed almost exclusively by using mass spectrometry in conjunction with
computer searches of databases.

Charged particles have very precise dynamics when subjected to electrical
and magnetic fields in a vacuum. Mass spectrometry exploits this principle to
separate jons according to their mass-to-charge ratio. It is an enormously sensi-
tive technique. It requires very little material and is capable of determining the
precise mass of intact proteins and of peptides derived from them by enzymatic
or chemical cleavage. Masses can be obtained with great accuracy, often with an
error of less than one part in a million. The most commonly used form of the
technique is called matrix-assisted laser desorption ionization—time-of-flight
spectrometry (MALDI-TOF). In this approach, the proteins in the sample are first
broken into short peptides. These peptides are mixed with an organic acid and
then dried onto a metal or ceramic slide. A laser then blasts the sample, ejecting
the peptides from the slide in the form of an ionized gas, in which each molecule
carries one or more positive charges. The ionized peptides are accelerated in an
electric field and fly toward a detector. Their mass and charge determines the
fime it takes them to reach the detector: large peptides move more slowly, and
more highly charged molecules move more quickly. By analyzing those ionized
peptides that bear a single charge, the precise masses of peptides present in the
original sample can be determined. MALDI-TOF can also be used to accurately
measure the mass of intact proteins as large as 200,000 daltons. This information
is then used to search genomic databases, in which the masses of all proteins
and of all their predicted peptide fragments have been tabulated from the
genomic sequences of the organism (Figure 8-21A). An unambiguous match to
aparticular open reading frame can often be made by knowing the mass of only
a few peptides derived from a given protein.

MALDI-TOF provides accurate molecular weight measurements for pro-
teins and peptides. Moreover, by employing two mass spectrometers in tandem
fan arrangement known as MS/MS), it is possible to directly determine the

Figure 8-20 Western blotting. All the proteins from dividing tobacco cells in culture are first separated by two-dimensional
polyacrylamide-gel electrophoresis (described in Figure 8-23). In (A), the positions of the proteins are revealed by a
sensitive protein stain. In (B), the separated proteins on an identical gel were then transferred to a sheet of nitrocellulose
and exposed to an antibody that recognizes only those proteins that are phosphorylated on threonine residues during
mitosis. The positions of the dozen or so proteins that are recognized by this antibody are revealed by an enzyme-linked
second antibody. This technique is also known as immunoblotting (or Western blotting). (From J.A. Traas et al., Plant J.
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Figure 8-21 Use of mass spectrometry to identify proteins and to sequence peptides. An isolated protein is digested

with trypsin and the peptide fragments are then loaded into the mass spectrometer. Two different approaches can then be.

used to identify the protein. (A) In the first method, peptide masses are measured precisely using MALDI-TOF mass
spectrometry. Sequence databases are then searched to find the gene that encodes a protein whose calculated tryptic

digest profile matches these values. (B) Mass spectrometry can also be used to determine directly the amino acid sequence
of peptide fragments. In this example, tryptic peptides are first separated based on mass within a mass spectrometer. Each

peptide is then further fragmented, primarily by cleaving its peptide bonds. This treatment generates a nested set of

peptides, each differing in size by one amino acid. These fragments are fed into a second coupled mass spectrometer, and

their masses are determined. The difference in masses between two closely related peptides can be used to deduce the

“missing” amino acid. By repeated applications of this procedure, a partial amino acid sequence of the original protein can

be determined. For simplicity, the analysis shown begins with a single species of purified protein. In reality, mass
spectrometry is usually carried out on mixtures of proteins, such as those obtained for affinity chromatography
experiments (see Figure 8-16), and can identify all the proteins present in the mixtures, As explained in the text, mass

spectrometry can also detect post-translational modifications of proteins.

amino acid sequences of individual peptides in a complex mixture. As described
above, the protein sample is first broken down into smaller peptides, which are
separated from each other by mass spectrometry. Each peptide is then further
fragmented through collisions with high-energy gas atoms. This method of frag-
mentation preferentially cleaves the peptide bonds, generating a ladder of frag-
ments, each differing by a single amino acid. The second mass spectrometer
then separates these fragments and displays their masses. The amino acid
sequence of a peptide can then be deduced from these differences in mass (Fig-
ure 8-21B).

MS/MS is particularly useful for detecting and precisely mapping post-
translational modifications of proteins, such as phosphorylations or acetyla-
tions. Because these modifications impart a characteristic mass increase to an
amino acid, they are easily detected by mass spectrometry. As described in
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Chapter 3, proteomics, a general term that encompasses many different experi-
‘mental techniques, is the characterization of all proteins in the cell, including all
protein—protein interactions and all post-translational modifications. In combi-
nation with the rapid purification techniques discussed in the last section, mass
spectrometry has emerged as the most powerful method for mapping both the
post-translational modifications of a given protein and the proteins that remain
associated with it during purification.

Two-Dimensional Separation Methods are Espeéially Powerful

Because different proteins can have similar sizes, shapes, masses, and overall
charges, most separation techniques such as SDS polyacrylamide-gel elec-
trophoresis or ion-exchange chromatography cannot typically display all the
proteins in a cell or even in an organelle. In contrast, two-dimensional gel elec-
‘trophoresis, which combines two different separation procedures, can resolve
up to 2000 proteins—the total number of different proteins in a simple bac-
terium—in the form of a two-dimensional protein map.
In the first step, the proteins are separated by their intrinsic charges. The
sample is dissolved in a small volume of a solution containing a nonionic
(uncharged) detergent, together with B-mercaptoethanol and the denaturing
reagent urea. This solution solubilizes, denatures, and dissociates all the
polypeptide chains but leaves their intrinsic charge unchanged. The polypep-
tide chains are then separated in a pH gradient by a procedure called isoelectric
focusing, which takes advantage of the variation in the net charge on a protein
‘molecule with the pH of its surrounding solution. Every protein has a character-
istic isoelectric point, the pH at which the protein has no net charge and there-
fore does not migrate in an electric field. In isoelectric focusing, proteins are
separated electrophoretically in a narrow tube of polyacrylamide gel in which a
gradient of pH is established by a mixture of special buffers. Each protein moves
toa position in the gradient that corresponds to its isoelectric point and remains
there (Figure 8-22). This is the first dimension of two-dimensional polyacry-
lamide-gel electrophoresis.
In the second step, the narrow gel containing the separated proteins is again
subjected to electrophoresis but in a direction that is at a right angle to the direc-
tion used in the first step. This time SDS is added, and the proteins separate
‘according to their size, as in one-dimensional SDS-PAGE: the original narrow gel
issoaked in SDS and then placed on one edge of an SDS polyacrylamide-gel slab,
through which each polypeptide chain migrates to form a discrete spot. This is
the second dimension of two-dimensional polyacrylamide-gel electrophoresis.
The only proteins left unresolved are those that have both identical sizes and
‘identical isoelectric points, a relatively rare situation. Even trace amounts of each
polypeptide chain can be detected on the gel by various staining procedures—or ;
by autoradiography if the protein sample was initially labeled with a radioisotope 2%;‘;5“3;:1:?;3;;?::'25::%" e
(Figure 8-23). The technique has such great resolving power that it can distin- 4 high H* concentration), the ]
guish between two proteins that differ in only a single charged amino acid. carboxylic acid groups of proteins tend to
be uncharged (-COOH) and their

nitrogen-containing basic groups fully
[+ © © charged (for example, -NH3*), giving

at low pH, most proteins a net positive charge. At
4t the protein high pH, the carboxylic acid groups are
gk :__‘h';"r;‘:d"""-w negatively charged (~COO") and the basic
£ groups tend to be uncharged (for
s sf at the isoelectric example, -NH3), giving most proteins a
5 ﬁ‘“"‘- ?:t;:;otm: net negative charge. At its isoelectric pH,
zr ——— a::il:gerefor: :190 a protein has no net charge since the
2 s} longer migrates in positive and negative charges balance.
2 | the electric field; Thus, when a tube containing a fixed pH
9F at high pH, . ::L::‘: t‘:“;’“'" gradient is subjected to a strong electric
ioh ;she Drot_eir: isoelectric pH field in the appropriate direction, each
d,':,gg:;""e y 56,5 protein species present migrates until it
? forms a sharp band at its isoelectric pH,
as shown.
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A different, even more powerful, “two-dimensional” technique is now avail-
able when the aim is to determine all of the proteins present in an organelle or
another complex mixture of proteins. Because the technique relies on mass
spectroscopy, it requires that the proteins be from an organism with a com-
pletely sequenced genome. First, the mixture of proteins present is digested
with trypsin to produce short peptides. Next, these peptides are separated by a
series of automated liquid chromatography steps. As the second dimension,
each separated peptide is fed directly into a tandem mass spectrometer
(MS/MS) that allows its amino acid sequence, as well as any post-translational
modifications, to be determined. This arrangement, in which a tandem mass
spectrometer (MS/MS) is attached to the output of an automated liquid chro-
matography (LC) system, is referred to as LC-MS/MS. It is now becoming rou-
tine to subject an entire organelle preparation to LC-MS/MS analysis and to
identify hundreds of proteins and their modifications. Of course, no organelle
isolation procedure is perfect, and some of the proteins identified will be con-
taminating proteins. These can often be excluded by analyzing neighboring
fractions from the organelle purification and “subtracting” them out from the
peak organelle fractions.

Hydrodynamic Measurements Reveal the Size and Shape of a
Protein Complex

Most proteins in a cell act as part of larger complexes, and knowledge of the size
and shape of these complexes often leads to insights regarding their function.
This information can be obtained in several important ways. Sometimes, a com-
plex can be directly visualized using electron microscopy, as described in Chap-
ter 9. A complementary approach relies on the hydrodynamic properties of a
complex, that is, its behavior as it moves through a liquid medium. Usually, two
separate measurements are made. One measure is the velocity of a complex as it
moves under the influence of a centrifugal field produced by an ultracentrifuge
(see Figure 8-11A). The sedimentation constant (or S-value) obtained depends
on both the size and the shape of the complex and does not, by itself, convey
especially useful information. However, once a second hydrodynamic measure-
ment is performed—by charting the migration of a complex through a gel-filtra-
tion chromatography column (see Figure 8-13B)—both the approximate shape
of a complex and its molecular weight can be calculated.

Molecular weight can also be determined more directly by using an analytical
ultracentrifuge, a complex device that allows protein absorbance measurements

Figure 8-23 Two-dimensional
polyacrylamide-gel electrophoresis. All
the proteins in an E. coli bacterial cell are
separated in this gel, in which each spot
corresponds to a different polypeptide
chain. The proteins were first separated
on the basis of their isoelectric points by
isoelectric focusing from left to right.
They were then further fractionated
according to their molecular weights by
electrophoresis from top to bottom in the
presence of SDS, Note that different
proteins are present in very different
amounts. The bacteria were fed with a
mixture of radioisotope-labeled amino
acids so that all of their proteins were
radioactive and could be detected by
autoradiography (see pp. 602-603).
(Courtesy of Patrick O'Farrell,)
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to be made on a sample while it is subjected to centrifugal forces. In this
approach, the sample is centrifuged until it reaches equilibrium, where the cen-
trifugal force on a protein complex exactly balances its tendency to diffuse away.
Because this balancing point is dependent on a complex's molecular weight but
not on its particular shape, the molecular weight can be directly calculated, as
needed to determine the stoichiometry of each protein in a protein complex.

Sets of Interacting Proteins Can Be Identified by Biochemical
Methods

Because most proteins in the cell function as part of complexes with other pro-
teins, an important way to begin to characterize the biological role of an unknown
protein is to identify all of the other proteins to which it specifically binds.

One method for identifying proteins that bind to one another tightly is co-
immunoprecipitation. In this case, an antibody recognizes a specific target pro-
tein; reagents that bind to the antibody and are coupled to a solid matrix then
drag the complex out of solution to the bottom of a test tube. If the original tar-
get protein is associated tightly enough with another protein when it is captured
by the antibody, the partner precipitates as well. This method is useful for iden-
tifying proteins that are part of a complex inside cells, including those that inter-
act only transiently—for example, when extracellular signal molecules stimulate
cells (discussed in Chapter 15). Another method frequently used to identify a
protein’s binding partners is protein affinity chromatography (see Figure 8-13C).
To employ this technique to capture interacting proteins, a target protein is
- attached to polymer beads that are packed into a column. When the proteins in

a cell extract are washed through this column, those proteins that interact with
the target protein are retained by the affinity matrix. These proteins can then be
eluted and their identity determined by mass spectrometry.

In addition to capturing protein complexes on columns or in test tubes,
researchers are developing high-density protein arrays to investigate protein
interactions. These arrays, which contain thousands of different proteins or

- antibodies spotted onto glass slides or immobilized in tiny wells, allow one to
examine the biochemical activities and binding profiles of a large number of
proteins at once. For example, if one incubates a fluorescently labeled protein
with arrays containing thousands of immobilized proteins, the spots that
remain fluorescent after extensive washing each contain a protein to which the
labeled protein specifically binds.

Protein-Protein Interactions Can Also Be Identified by a
Two-Hybrid Technique in Yeast

Thus far, we have emphasized biochemical approaches to the study of pro-
tein—protein interactions. However, a particularly powerful strategy, called the
two-hybrid system, relies on exploiting the cell’s own mechanisms to reveal pro-
tein—protein interactions.

The technique takes advantage of the modular nature of gene activator pro-
teins (see Figure 7-45). These proteins both bind to specific DNA sequences
and activate gene transcription, and these activities are often performed by two
separate protein domains. Using recombinant DNA techniques, two such pro-
tein domains are used to create separate “bait” and “prey” fusion proteins. To
create the “bait” fusion protein, the DNA sequence that codes for a target pro-
tein is fused with DNA that encodes the DNA-binding domain of a gene activa-
tor protein. When this construct is introduced into yeast, the cells produce the
fusion protein, with the target protein attached to this DNA-binding domain
(Figure 8-24). This fusion protein binds to the regulatory region of a reporter
gene, where it serves as “bait” to fish for proteins that interact with the target
protein. To search for potential binding partners (potential prey for the bait),
the candidate proteins also have to be constructed as fusion proteins: DNA
encoding the activation domain of a gene activator protein is fused to a large
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number of different genes. Members of this collection of genes—encoding
potential “prey”—are introduced individually into yeast cells containing the
bait. If the yeast cell receives a DNA clone that expresses a prey partner for the
bait protein, the two halves of a transcriptional activator are united, switching
on the reporter gene (see Figure 8-24).

This ingenious technique sounds complex, but the two-hybrid system is rel-
atively simple to use in the laboratory. Although the protein-protein interactions
occur in the yeast cell nucleus, proteins from every part of the cell and from any
organism can be studied in this way. The two-hybrid system has been scaled up
to map the interactions that occur among all of the proteins an organism pro-
duces. In this case, a set of bait and prey fusions is produced for every cell pro-
tein, and every bait/prey combination can be monitored. In this way protein
interaction maps have been generated for most of the proteins in yeast, C. ele-
gans, and Drosophila.

Combining Data Derived from Different Techniques Produces
Reliable Protein-Interaction Maps

As previously discussed in Chapter 3, extensive protein-interaction maps can be
very useful for identifying the functions of proteins (see Figure 3-82). For this rea-
son, both the two-hybrid method and the biochemical technique discussed ear-
lier known as tap-tagging (see pp. 515-516) have been automated to determine
the interactions between thousands of proteins. Unfortunately, different results
are found in different experiments, and many of the interactions detected in one
laboratory are not detected in another. Therefore, the most useful protein-inter-
action maps are those that combine data from many experiments, requiring that
each interaction in the map be confirmed by more than one technique.

Optical Methods Can Monitor Protein Interactions in Real Time

Once two proteins—or a protein and a small molecule—are known to associate,
it becomes important to characterize their interaction in more detail. Proteins
can associate with each other more or less permanently (like the subunits of
RNA polymerase or the proteosome), or engage in transient encounters that
may last only a few milliseconds (like a protein kinase and its substrate),

To understand how a protein functions inside a cell, we need to determine
how tightly it binds to other proteins, how rapidly it dissociates from them, and
how covalent modifications, small molecules, or other proteins influence these
interactions. Such studies of protein dynamics often employ optical methods.

Figure 8-24 The yeast two-hybrid
system for detecting protein-protein
interactions. The target protein is fused
to a DNA-binding domain that directs the
fusion protein to the regulatory region of
a reporter gene as "bait When this target
protein binds to another specially
designed protein in the cell nucleus
(“prey”), their interaction brings together
two halves of a transcriptional activator,
which then switches on the expression of
the reporter gene.
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- Certain amino acids (for example, tryptophan) exhibit weak fluorescence
hat can be detected with sensitive fluorimeters. In many cases, the fluorescence

protein interface, will change when the proteins associate. When this

ure of protein binding.

A particularly useful method for monitoring the dynamics of a protein’s
binding to other molecules is called surface plasmon resonance (SPR). The SPR
od has been used to characterize a wide variety of molecular interactions,
including antibody-antigen binding, ligand-receptor coupling, and the binding
of proteins to DNA, carbohydrates, small molecules, and other proteins.

SPR detects binding interactions by monitoring the reflection of a beam of
ht off the interface between an aqueous solution of potential binding
lecules and a biosensor surface carrying an immobilized bait protein. The
protein is attached to a very thin layer of metal that coats one side of a glass
(Figure 8-25). A light beam is passed through the prism; at a certain angle,
ed the resonance angle, some of the energy from the light interacts with the
d of electrons in the metal film, generating a plasmon—an oscillation of the
ctrons at right angles to the plane of the film, bouncing up and down between
upper and lower surfaces like a weight on a spring. The plasmon, in turn, gen-
es an electrical field that extends a short distance—about the wavelength of
the light—above and below the metal surface. Any change in the composition of

incident
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specific resonance angle
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M The binding of prey molecules to bait molecules increases the refractive index of the surface layer.
- This alters the resonance angle for plasmon induction, which can be measured by a detector.

dissociation

association

ge can be detected by fluorimetry, it provides a sensitive and quantitative

Figure 8-25 Surface plasmon resonance.
(A) SPR can detect binding interactions by
monitoring the reflection of a beam of
light off the interface between an aqueous
solution of potential binding molecules
(green) and a biosensor surface coated
with an immobilized bait protein (red).

(B) A solution of prey proteins is allowed to
flow past the immobilized bait protein.
Binding of prey molecules to the bait
protein produces a measurable change in
the resonance angle, as does their
dissociation when a buffer solution washes
them off. These changes, monitored in real
time, reflect the association and
dissociation of the molecular complexes.
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the environment within the range of the electrical field will cause a measurable
change in the resonance angle.

To measure binding, a solution containing proteins (or other molecules)
that might interact with the immobilized bait protein is allowed to flow past the
biosensor surface. Proteins binding to the bait change the composition of the
molecular complexes on the metal surface, causing a change in the resonance
angle (see Figure 8-25). The changes in the resonance angle are monitored in
real time and reflect the kinetics of the association—or dissociation—of
molecules with the bait protein. The association rate (kon) is measured as the
molecules interact, and the dissociation rate (ko) is determined as buffer
washes the bound molecules from the sensor surface. A binding constant (K) is
calculated by dividing kyf by kon. In addition to determining the kinetics, SPR
can be used to determine the number of molecules that are bound in each com-
plex: the magnitude of the SPR signal change is proportional to the mass of the
immobilized complex.

The SPR method is particularly useful because it requires only small amounts
of the protein, the protein does not have to be labeled in any way, and the inter-
actions of the protein with other molecules can be monitored in real time.

A third optical method for probing protein interactions uses green fluorescent
protein (discussed in detail below) and its derivatives of different colors. In this
application, two proteins of interest are each labeled with a different fluo-
rochrome, such that the emission spectrum of one fluorochrome overlaps the
absorption spectrum of the second fluorochrome. If the two proteins—and their
attached fluorochromes—come very close to each other (within about 1-10 nm),
the energy of the absorbed light is transferred from one fluorochrome to the
other. The energy transfer, called fluorescence resonance energy transfer
(FRET), is determined by illuminating the first fluorochrome and measuring
emission from the second (Figure 8-26). This technique is especially powerful
because, when combined with fluorescence microscopy, it can be used to char-
acterize protein-protein interactions at specific locations inside living cells.

Some Techniques Can Monitor Single Molecules

The biochemical methods described so far in this chapter are used to study large
populations of molecules, a limitation that reflects the small size of typical bio-
logical molecules relative to the sensitivity of the methods to detect them. How-
ever, the recent development of highly sensitive and precise measurement
methods has created a new branch of biophysics—the study of single molecules.
Single-molecule studies are particularly important in cell biology because many
processes rely on the activities of only a few critical molecules in the cell.
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Figure 8-26 Fluorescence resonance
energy transfer (FRET). To determine
whether (and when) two proteins
interact inside a cell, the proteins are first
produced as fusion proteins attached to
different color variants of green
fluorescent protein (GFP). (A) In this
example, protein X is coupled to a blue
fluorescent protein, which is excited by
violet light (370-440 nm) and emits blue
light (440-480 nm); protein Y is coupled
to a green fluorescent protein, which is
excited by blue light and emits green
light (510 nm). (B) If protein X and Y do
not interact, illuminating the sample with
violet light yields fluorescence from the
blue fluorescent protein only. (C) When
protein X and protein Y interact, FRET can.
now occur. llluminating the sample with.
violet light excites the blue fluorescent
protein, whose emission in turn excites
the green fluorescent protein, resulting in
an emission of green light. The
fluorochromes must be quite close
together—within about 1-10 nm of one
another—for FRET to occur. Because not
every molecule of protein X and proteinY'
is bound at all times, some blue light may.
still be detected. But as the two proteins
begin to interact, emission from the
donor GFP falls as the emission from the
acceptor GFP rises.
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The first example of a technique for studying the function of single protein
molecules was the use of a patch electrode to measure current flow through sin-
gle ion channels (see Figure 11-33). Another approach is to attach the protein to
a larger structure, such as a polystyrene bead, which can then be observed by
conventional microscopy. This strategy has been particularly useful in measuring
the movements of motor proteins. For example, molecules of the motor protein
kinesin (discussed in Chapter 16) can be attached to a bead, and by observing the
kinesin-attached bead moving along a microtubule, the step size of the motor
(that is, the distance moved for each ATP molecule hydrolyzed) can be measured.
As we will see in Chapter 9, optical microscopes have a limited resolution due to
the diffraction of light, but computational and optical methods can be used to
determine the position of a bead to a much finer precision than the resolution
limit of the microscope. Using such techniques, extremely small movements—on
the order of nanometers—can easily be detected and quantified.

Another advantage of attaching molecules to large beads is that these beads
can serve as “handles” by which the molecules can be manipulated. This allows
forces to be applied to the molecules, and their response observed. For example,
the speed or step size of a motor can be measured as a function of the force it is
pulling against. As discussed in the next chapter, a focused laser beam can be
used as “optical tweezers” to generate a mechanical force on a bead, allowing
motor proteins to be studied under an applied force (see Figure 9-35). <CGCG>
Beads can also be manipulated using magnetic fields, a technology known as
“magnetic tweezers.” If multiple beads are present in a magnetic field, they will
all experience the same force, potentially allowing large numbers of beads to be
manipulated in parallel in a single experiment.

While beads can be used as markers to track protein movements, it is clearly
preferable to be able to visualize the proteins themselves. In the next chapter, we
shall see that recent refinements in microscopy have now made this possible.

Protein Function Can Be Selectively Disrupted With Small
Molecules

Chemical inhibitors have contributed to the development of cell biology. For
example, the microtubule inhibitor colchicine is routinely used to test whether
microtubules are required for a given biological process; it also led to the first
purification of tubulin several decades ago. In the past, these small molecules
were usually natural products; that is, they were synthesized by living creatures.
Although, as a whole, natural products have been extraordinarily useful in science
and medicine (see, for example, Table 6-4, p. 385), they acted on a limited number
of biological processes. However, the recent development of methods to synthe-
size hundreds of thousands of small molecules and to carry out large-scale auto-
mated screens holds the promise of identifying chemical inhibitors for virtually
any biological process. In such approaches, large collections of small chemical
compounds are simultaneously tested, either on living cells or in cell-free assays.
Once an inhibitor is identified, it can be used as a probe to identify, through affin-
ity chromatography (see Figure 8-13C) or other means, the protein to which the
inhibitor binds. This general strategy, often called chemical biology, has success-
fully identified inhibitors of many proteins that carry out key processes in cell biol-
ogy. The kinesin protein that functions in mitosis, for example, was identified by
this method (Figure 8-27). Chemical inhibitors give the cell biologist great control
over the timing of inhibition, as drugs can be rapidly added to or removed from
cells, allowing protein function to be switched on or off quickly.

Protein Structure Can Be Determined Using X-Ray Diffraction

The main technique that has been used to discover the three-dimensional struc-
ture of molecules, including proteins, at atomic resolution is x-ray crystallogra-
phy. X-rays, like light, are a form of electromagnetic radiation, but they have a
much shorter wavelength, typically around 0.1 nm (the diameter of a hydrogen
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Figure 8-27 Small-molecule inhibitors
for manipulating living cells.

(A) Chemical structure of monastrol, a
kinesin inhibitor identified in a large-
scale screen for small molecules that
disrupt mitosis. (B) Normal mitotic
spindle seen in an untreated cell. The
microtubules are stained green and
chromosomes blue. (C) Monopolar
spindle that forms in cells treated with
monastrol. (B and C, from T.U. Mayer et
al, Science 286:971-974, 1999. With
permission from AAAS.)
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Figure 8-28 X-ray crystallography. (A) A narrow parallel beam of x-rays is
directed at a well-ordered crystal (B). Shown here is a protein crystal of ribulose
bisphosphate carboxylase, an enzyme with a central role in CO; fixation during
photosynthesis. The atoms in the crystal scatter some of the beam, and the
scattered waves reinforce one another at certain points and appear as a pattern
of diffraction spots (C). This diffraction pattern, together with the amino acid
sequence of the protein, can be used to produce an atomic model (D). The
complete atomic model is hard to interpret, but this simplified version, derived
from the x-ray diffraction data, shows the protein’s structural features clearly (o
helices, green; B strands, red). The components pictured in A to D are not shown
to scale. (B, courtesy of C. Branden; C, courtesy of J. Hajdu and |. Andersson;

D, adapted from original provided by B. Furugren.)

atom). If a narrow parallel beam of x-rays is directed at a sample of a pure pro-
tein, most of the x-rays pass straight through it. A small fraction, however, are
scattered by the atoms in the sample. If the sample is a well-ordered crystal, the
scattered waves reinforce one another at certain points and appear as diffraction
spots when recorded by a suitable detector (Figure 8-28).

The position and intensity of each spot in the x-ray diffraction pattern con-
tain information about the locations of the atoms in the crystal that gave rise to
it. Deducing the three-dimensional structure of a large molecule from the
diffraction pattern of its crystal is a complex task and was not achieved for a pro-
tein molecule until 1960. But in recent years x-ray diffraction analysis has
become increasingly automated, and now the slowest step is likely to be the gen-
eration of suitable protein crystals. This step requires large amounts of very pure
protein and often involves years of trial and error to discover the proper crystal-
lization conditions; the pace has greatly accelerated with the use of recombinant
DNA techniques to produce pure proteins and robotic techniques to test large
numbers of crystallization conditions.

Analysis of the resulting diffraction pattern produces a complex three-
dimensional electron-density map. Interpreting this map—translating its con-
tours into a three-dimensional structure—is a complicated procedure that
requires knowledge of the amino acid sequence of the protein. Largely by trial
and error, the sequence and the electron-density map are correlated by com-
puter to give the best possible fit. The reliability of the final atomic model
depends on the resolution of the original crystallographic data: 0.5 nm resolu-
tion might produce a low-resolution map of the polypeptide backbone, whereas
a resolution of 0.15 nm allows all of the non-hydrogen atoms in the molecule to
be reliably positioned.

A complete atomic model is often too complex to appreciate directly, but
simplified versions that show a protein’s essential structural features can be
readily derived from it (see Panel 3-2, pp. 132-133). The three-dimensional
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structures of about 20,000 different proteins have now been determined by x-ray
crystallography or by NMR spectroscopy (see below)—enough to begin to see
families of common structures emerging. These structures or protein folds often
seem to be more conserved in evolution than are the amino acid sequences that
form them (see Figure 3-13).

X-ray crystallographic techniques can also be applied to the study of
macromolecular complexes. In a recent triumph, the method was used to
determine the structure of the ribosome, a large and complex machine made
of several RNAs and more than 50 proteins (see Figure 6-64). The determina-
tion required the use of a synchrotron, a radiation source that generates x-rays
with the intensity needed to analyze the crystals of such large macromolecu-
lar complexes. <GGCC>

NMR Can Be Used to Determine Protein Structure in Solution

Nuclear magnetic resonance (NMR) spectroscopy has been widely used for many
years to analyze the structure of small molecules. This technique is now also
increasingly applied to the study of small proteins or protein domains. Unlike x-
ray crystallography, NMR does not depend on having a crystalline sample. It sim-
ply requires a small volume of concentrated protein solution that is placed in a
strong magnetic field; indeed, it is the main technique that yields detailed evi-
dence about the three-dimensional structure of molecules in solution.

Certain atomic nuclei, particularly hydrogen nuclei, have a magnetic
moment or spin: that is, they have an intrinsic magnetization, like a bar magnet,
The spin aligns along the strong magnetic field, but it can be changed to a mis-
aligned, excited state in response to applied radiofrequency (RF) pulses of elec-
tromagnetic radiation. When the excited hydrogen nuclei return to their aligned
state, they emit RF radiation, which can be measured and displayed as a spec-
trum. The nature of the emitted radiation depends on the environment of each
hydrogen nucleus, and if one nucleus is excited, it influences the absorption and
emission of radiation by other nuclei that lie close to it. It is consequently possi-
ble, by an ingenious elaboration of the basic NMR technique known as two-
dimensional NMR, to distinguish the signals from hydrogen nuclei in different
-amino acid residues, and to identify and measure the small shifts in these signals
that occur when these hydrogen nuclei lie close enough together to interact.
‘Because the size of such a shift reveals the distance between the interacting pair
of hydrogen atoms, NMR can provide information about the distances between
the parts of the protein molecule. By combining this information with a knowl-
edge of the amino acid sequence, it is possible in principle to compute the three-
dimensional structure of the protein (Figure 8-29).

A (B)

529

Figure 8-29 NMR spectroscopy. (A) An
example of the data from an NMR
machine, This two-dimensional NMR
spectrum is derived from the C-terminal
domain of the enzyme cellulase. The
spots represent interactions between
hydrogen atoms that are near neighbors
in the protein and hence reflect the
distance that separates them. Complex
computing methods, in conjunction with
the known amino acid sequence, enable
possible compatible structures to be
derived. (B) Ten structures of the enzyme,
which all satisfy the distance constraints
equally well, are shown superimposed on
one another, giving a good indication of
the probable three-dimensional
structure. (Courtesy of P. Kraulis.)
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For technical reasons the structure of small proteins of about 20,000 daltons
or less can be most readily determined by NMR spectroscopy. Resolution
decreases as the size of a macromolecule increases. But recent technical
advances have now pushed the limit to about 100,000 daltons, thereby making
the majority of proteins accessible for structural analysis by NMR.

Because NMR studies are performed in solution, this method also offers a
convenient means of monitoring changes in protein structure, for example dur-
ing protein folding or when the protein binds to another molecule. NMR is also
used widely to investigate molecules other than proteins and is valuable, for
example, as a method to determine the three-dimensional structures of RNA
molecules and the complex carbohydrate side chains of glycoproteins.

Some landmarks in the development of x-ray crystallography and NMR are
listed in Table 8-2.

Protein Sequence and Structure Provide Clues About Protein
Function

Having discussed methods for purifying and analyzing proteins, we now turn to
‘a common situation in cell and molecular biology: an investigator has identified
a gene important for a biological process but has no direct knowledge of the bio-
‘chemical properties of its protein product. -

Thanks to the proliferation of protein and nucleic acid sequences that are
catalogued in genome databases, the function of a gene—and its encoded pro-
tein—can often be predicted by simply comparing its sequence with those of
previously characterized genes (see Figure 3-14). Because amino acid sequence
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399 bits (1025), Expect = e-111

Identities = 198/290 (68%), Positives = 241/290 (82%), [Gaps = 1/290
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Figure 8-30 Results of a BLAST search.
Sequence databases can be searched to
find similar amino acid or nucleic acid

Query: 57 MENFQEVEKI IRLDFEPEGVPSTAIREISLLKELNH 116
ME ++KVEKIGEGTYGVVYKA +K T E +ALKKIRL+ B EGVPSTAIREISLLKE+NH sequences. Here, a search for proteins
Sbjct: 1 m:mWanm“msrunxm 60 similar to the human cell-cycle regulatory
protein Cdc2 (Query) locates maize Cdc2
Query: 117 nx@mumr;.obun_nsm% 176 (shjct), which is 68% identical (and 82%
Sbjct: 61° GNIVRLEDVVESERRIYLVFEYLDEDLKKFMDSCPEFARNBELIKSYLYQILEGVAYCHS 120  SMiar) to human Cdc2 in its amino acid
sequence. The alignment begins at residue
Query: 177 BRVLHRDLKPQNLL FGLARAFGVPVRTYTHEVVTLWYRAPEILLGEKE 235 57 of the Query protein, suggesting that
HRVLHERDLEPONLLI+ A+KLADFGLARAFG+PVRT+THEVVTLWYRAPEILLG + the human protein has an N-terminal
Sbjct: 121 HRVLHRDLKPQNLL FGLARAFGIPVRTFTHEVVILWYRAPEILLGERG 180  cion that is absent from the maize
Quecys 236 YSTRVDINSLCCIFARNVERRELFPGDSEIDQLFRIFRELGTPDRMMPGVIIREDIIRS 295 protein. The green blocks ndicate
YST VD+WS+GCIFAEMV ++ LFPGDSEID+LF+IFR LGTP+E WBGV+ +BD+K + differences in sequence, and the yellow bar
Sbjct: 181 YSTEVDVWSVGCIFAEMVEQKELFPGDSEIDELFKIFRELGTPNEGSWPGVSEBLPDFKEA 240 summarizes the similarities: when the two
amino acid sequences are identical, the
Spexys 295 m%m =43 residue is shown; conservative amino acid
Sbjct: 241 FPRWABQDEASVVPNLDPAGEDLLSKMLRYEPSKRITARQALEHEYFKDL 290 substitutions are indicated by a plus sign

(+). Only one small gap has been
introduced—indicated by the red arrow at
position 194 in the Query sequence—to
align the two sequences maximally. The
alignment score (Score), which is expressed
in two different types of units, takes into
account penalties for substitutions and
gaps; the higher the alignment score, the
better the match. The significance of the
alignment is reflected in the Expectation (E)
value, which specifies how often a match
this good would be expected to occur by
chance. The lower the E value, the more
significant the match; the extremely low
value here (e-'"") indicates certain
significance. E values much higher than 0.1
are unlikely to reflect true relatedness. For
example, an E value of 0.1 means there is a
1in 10 likelihood that such a match would
arise solely by chance.

determines protein structure, and structure dictates biochemical function, pro-
teins that share a similar amino acid sequence usually have the same structure
‘and usually perform similar biochemical functions, even when they are found in
distantly related organisms. In modern cell biology, the study of a newly discov-
ered protein usually begins with a search for previously characterized proteins
that are similar in their amino acid sequences.

Searching a collection of known sequences for homologous genes or pro-
teins is typically done over the World Wide Web, and it simply involves selecting
-adatabase and entering the desired sequence. A sequence alignment program—
the most popular are BLAST and FASTA—scans the database for similar
sequences by sliding the submitted sequence along the archived sequences
until a cluster of residues falls into full or partial alignment (Figure 8-30). The
results of even a complex search—which can be performed on either a
nucleotide or an amino acid sequence—are returned within minutes. Such com-
parisons can predict the functions of individual proteins, families of proteins, or
‘even most of the protein complement of a newly sequenced organism.

As was explained in Chapter 3, many proteins that adopt the same confor-
‘mation and have related functions are too distantly related to be identified as
clearly homologous from a comparison of their amino acid sequences alone (see
Figure 3-13). Thus, an ability to reliably predict the three dimensional structure
‘ofa protein from its amino acid sequence would improve our ability to infer pro-
tein function from the sequence information in genomic databases. In recent
years, major progress has been made in predicting the precise structure of a pro-
tein. These predictions are based, in part, on our knowledge of tens of thousands
‘of protein structures that have already been determined by x-ray crystallography
‘and NMR spectroscopy and, in part, on computations using our knowledge of
the physical forces acting on the atoms. However, it remains a substantial and
\important challenge to predict the structures of proteins that are large or have
multiple domains, or to predict structures at the very high levels of resolution
needed to assist in computer-based drug discovery.

While finding homologous sequences and structures for a new protein will
‘provide many clues about its function, it is usually necessary to test these
insights through direct experimentation. However, the clues generated from

| sequence comparisons typically point the investigator in the correct experi-
~mental direction, and their use has therefore become one of the most important
strategies in modern cell biology.

| Summary

Most proteins function in concert with other proteins, and many methods exist for
identifying and studying protein-protein interactions. Small-molecule inhibitors
“allow the functions of proteins they act upon to be studied in living cells. Because pro-
leins with similar structures often have similar functions, the biochemical activity of a
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protein can often be predicted by searching databases for previously characterized pro-
teins that are similar in their amino acid sequences.

ANALYZING AND MANIPULATING DNA

Until the early 1970s, DNA was the most difficult biological molecule for the bio-
chemist to analyze. Enormously long and chemically monotonous, the string of
nucleotides that forms the genetic material of an organism could be examined
only indirectly, by protein or RNA sequencing or by genetic analysis. Today, the
situation has changed entirely. From being the most difficult macromolecule of
the cell to analyze, DNA has become the easiest. It is now possible to isolate a
specific region of almost any genome, to produce a virtually unlimited number
of copies of it, and to determine the sequence of its nucleotides in a few hours.
At the height of the Human Genome Project, large facilities with automated
machines were generating DNA sequences at the rate of 1000 nucleotides per
second, around the clock. By related techniques, an isolated gene can be altered
(engineered) at will and transferred back into the germ line of an animal or
plant, so as to become a functional and heritable part of the organism’s genome.

These technical breakthroughs in genetic engineering—the ability to
manipulate DNA with precision in a test tube or an organism—have had a dra-
matic impact on all aspects of cell biology by facilitating the study of cells and
their macromolecules in previously unimagined ways. Recombinant DNA tech-
nology comprises a mixture of techniques, some newly developed and some
borrowed from other fields such as microbial genetics (Table 8-3). Central to the
technology are the following key techniques:

1. Cleavage of DNA at specific sites by restriction nucleases, which greatly
facilitates the isolation and manipulation of individual genes.

2. DNA ligation, which makes it possible to design and construct DNA
molecules that are not found in nature.

3. DNA cloning through the use of either cloning vectors or the polymerase
chain reaction, in which a portion of DNA is repeatedly copied to generate
many billions of identical molecules.

4. Nucleic acid hybridization, which makes it possible to find a specific
sequence of DNA or RNA with great accuracy and sensitivity on the basis of
its ability to selectively bind a complementary nucleic acid sequence.

5. Rapid determination of the sequence of nucleotides of any DNA (even
entire genomes), making it possible to identify genes and to deduce the
amino acid sequence of the proteins they encode.

6. Simultaneous monitoring of the level of mRNA produced by every gene in
a cell, using nucleic acid microarrays, in which tens of thousands of
hybridization reactions take place simultaneously.

In this section, we describe each of these basic techniques, which together
have revolutionized the study of cell biology.

Restriction Nucleases Cut Large DNA Molecules into Fragments

Unlike a protein, a gene does not exist as a discrete entity in cells, but rather as
a small region of a much longer DNA molecule. Although the DNA molecules in
a cell can be randomly broken into small pieces by mechanical force, a fragment
containing a single gene in a mammalian genome would still be only one among
a hundred thousand or more DNA fragments, indistinguishable in their average
size. How could such a gene be purified? Because all DNA molecules consist of
an approximately equal mixture of the same four nucleotides, they cannot be
readily separated, as proteins can, on the basis of their different charges and
binding properties.

The solution to all of these problems began to emerge with the discovery of
restriction nucleases. These enzymes, which can be purified from bacteria, cut
the DNA double helix at specific sites defined by the local nucleotide sequence,
thereby cleaving a long double-stranded DNA molecule into fragments of
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y defined sizes. Different restriction nucleases have different sequence
ies, and it is relatively simple to find an enzyme that can create a DNA
nt that includes a particular gene. The size of the DNA fragment can then
e used as a basis for partial purification of the gene from a mixture.

Different species of bacteria make different restriction nucleases, which
them from viruses by degrading incoming viral DNA. Each bacterial
recognizes a specific sequence of four to eight nucleotides in DNA.
uences, where they occur in the genome of the bacterium itself, are
from cleavage by methylation at an A or a C nucleotide; the sequences
DNA are generally not methylated and so are cleaved by the restriction
Large numbers of restriction nucleases have been purified from vari-
es of bacteria; several hundred, most of which recognize different
de sequences, are now available commercially.

Some restriction nucleases produce staggered cuts, which leave short sin-
anded tails at the two ends of each fragment (Figure 8-31). Ends of this
are known as cohesive ends, as each tail can form complementary base pairs
the tail at any other end produced by the same enzyme (Figure 8-32). The
ive ends generated by restriction enzymes allow any two DNA fragments
easily joined together, as long as the fragments were generated with the
restriction nuclease (or with another nuclease that produces the same
ends). DNA molecules produced by splicing together two or more DNA
ents are called recombinant DNA molecules,
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Figure 8-31The DNA nucleotide sequences recognized by four widely
used restriction nucleases. As in the examples shown, such sequences are
often six base pairs long and “palindromic” (that is, the nucleotide
sequence is the same if the helix is turned by 180 degrees around the
center of the short region of helix that is recognized). The enzymes cut the
two strands of DNA at or near the recognition sequence. For the genes
encoding some enzymes, such as Hpal, the cleavage leaves blunt ends; for
others, such as EcoRl, Hindlll, and Pstl, the cleavage is staggered and
creates cohesive ends. Restriction nucleases are obtained from various
species of bacteria: Hpal is from Haemophilus parainfluenzae, EcoRl is from
Escherichia coli, Hindlll is from Haemophilus influenzae, and Pstl is from
Providencia stuartii.

Gel Electrophoresis Separates DNA Molecules of Different Sizes

The same types of gel electrophoresis methods that have proved so useful in the
analysis of proteins can determine the length and purity of DNA molecules. The
procedure is actually simpler than for proteins: because each nucleotide in a
nucleic acid molecule already carries a single negative charge (on the phosphate
group), there is no need to add the negatively charged detergent SDS that is
required to make protein molecules move uniformly toward the positive elec-
trode. For DNA fragments less than 500 nucleotides long, specially designed
polyacrylamide gels allow the separation of molecules that differ in length by as
little as a single nucleotide (Figure 8-33A). The pores in polyacrylamide gels,
however, are too small to permit very large DNA molecules to pass; to separate
these by size, the much more porous gels formed by dilute solutions of agarose
(a polysaccharide isolated from seaweed) are used (Figure 8-33B). These DNA
separation methods are widely used for both analytical and preparative pur-
poses.

A variation of agarose-gel electrophoresis, called pulsed-field gel elec-
trophoresis, makes it possible to separate even extremely long DNA molecules.
Ordinary gel electrophoresis fails to separate such molecules because the steady
electric field stretches them out so that they travel end-first through the gel in
snakelike configurations at a rate that is independent of their length. In pulsed-
field gel electrophoresis, by contrast, the direction of the electric field changes
periodically, which forces the molecules to reorient before continuing to move
snakelike through the gel. This reorientation takes much more time for larger
molecules, so that longer molecules move more slowly than shorter ones. As a
consequence, even entire bacterial or yeast chromosomes separate into discrete
bands in pulsed-field gels and so can be sorted and identified on the basis of
their size (Figure 8-33C). Although a typical mammalian chromosome of 108
base pairs is too large to be sorted even in this way, large segments of these chro-
mosomes are readily separated and identified if the chromosomal DNA is first
cut with a restriction nuclease selected to recognize sequences that occur only
rarely (once every 10,000 or more nucleotide pairs).

The DNA bands on agarose or polyacrylamide gels are invisible unless the
DNA is labeled or stained in some way. One sensitive method of staining DNA is
to expose it to the dye ethidium bromide, which fluoresces under ultraviolet light
when it is bound to DNA (see Figure 8-33B,C). An even more sensitive detection
method incorporates a radioisotope into the DNA molecules before elec-
trophoresis; **P is often used as it can be incorporated into DNA phosphates and
emits an energetic B particle that is easily detected by autoradiography, as in Fig-
ure 8-33. (For a discussion of radioisotopes, see p. 601). :

Figure 8-32 The use of restriction nucleases to produce DNA fragments
that can be easily joined together. Fragments with the same cohesive
ends can readily join by complementary base-pairing between their
cohesive ends, as illustrated, The two DNA fragments that join in this
example were both produced by the EcoRlI restriction nuclease, whereas
the three other fragments were produced by different restriction nucleases
that generated different cohesive ends (see Figure 8-31). Blunt-ended
fragments, like those generated by Hpal (see Figure 8-31), can be spliced
together with more difficulty.
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Figure 8-33 Gel electrophoresis techniques for separating DNA
molecules by size. In the three examples shown, electrophoresis is from
top to bottom, so that the largest—and thus slowest-moving—DNA
molecules are near the top of the gel. (A) A polyacrylamide gel with small
pores was used to fractionate single-stranded DNA. In the size range 10 to
500 nucleotides, DNA molecules that differ in size by only a single
nucleotide can be separated from each other. In the example, the four lanes
represent sets of DNA molecules synthesized in the course of a DNA-
sequencing procedure; The DNA to be sequenced has been artificially
replicated from a fixed start site up to a variable stopping point, producing
a set of partial replicas of differing lengths. (Figure 8-50 explains how such
sets of partial replicas are synthesized.) Lane 1 shows all the partial replicas
that terminate in a G, lane 2 all those that terminate in an A, lane 3 all those
that terminate in a T, and lane 4 all those that terminate in a C. Since the
DNA molecules used in these reactions were radiolabeled, their positions
can be determined by autoradiography, as shown.

(B) An agarose gel with medium-sized pores was used to separate double-
stranded DNA molecules. This method is most useful in the size range 300
to 10,000 nucleotide pairs. These DNA molecules are fragments produced
by cleaving the genome of a bacterial virus with a restriction nuclease, and
they have been detected by their fluorescence when stained with the dye
ethidium bromide. (C) The technique of pulsed-field agarose gel
electrophoresis was used to separate 16 different yeast (Saccharomyces
cerevisiae) chromosomes, which range in size from 220,000 to 2.5 million
nucleotide pairs. The DNA was stained as in (B). DNA molecules as large as
107 nucleotide pairs can be separated in this way. (A, courtesy of Leander
Lauffer and Peter Walter; B, courtesy of Ken Kreuzer; C, from D. Vollrath and
R.W. Davis, Nucleic Acids Res. 15:7865-7876, 1987. With permission from
Oxford University Press.)

Purified DNA Molecules Can Be Specifically Labeled with
Radioisotopes or Chemical Markers in vitro

Two procedures are widely used to label isolated DNA molecules. In the first
method, a DNA polymerase copies the DNA in the presence of nucleotides that
are either radioactive (usually labeled with 32P) or chemically tagged (Figure
8-34A). In this way, “DNA probes” containing many labeled nucleotides can be
produced for nucleic acid hybridization reactions (discussed below). The sec-
ond procedure uses the bacteriophage enzyme polynucleotide kinase to trans-
fer a single 32P-labeled phosphate from ATP to the 5’ end of each DNA chain
(Figure 8-34B). Because only one P atom is incorporated by the kinase into
each DNA strand, the DNA molecules labeled in this way are often not radioac-
tive enough to be used as DNA probes; because they are labeled at only one end,
however, they have been invaluable for other applications, including DNA foot-
printing, as discussed in Chapter 7.

Radioactive labeling methods are being replaced by labeling with molecules
that can be detected chemically or through fluorescence. To produce such non-
radioactive DNA molecules, specially modified nucleotide precursors are used
(Figure 8-34C). A DNA molecule made in this way is allowed to bind to its com-
plementary DNA sequence by hybridization, as discussed in the next section,
and is then detected with an antibody (or other ligand) that specifically recog-
nizes its modified side chain (Figure 8-35).

Nucleic Acid Hybridization Reactions Provide a Sensitive Way to
Detect Specific Nucleotide Sequences

When an aqueous solution of DNA is heated at 100°C or exposed to a very high
pH (pH = 13), the complementary base pairs that normally hold the two strands
of the double helix together are disrupted and the double helix rapidly dissoci-
ates into two single strands. This process, called DNA denaturation, was for
many years thought to be irreversible. In 1961, however, it was discovered that
complementary single strands of DNA readily re-form double helices by a pro-
cess called hybridization (also called DNA renaturation) if they are kept for a
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prolonged period at 65°C. Similar hybridization reactions can occur between
any two single-stranded nucleic acid chains (DNA/DNA, RNA/RNA, or
RNA/DNA), provided that they have complementary nucleotide sequences.
These specific hybridization reactions are widely used to detect and character-
ize specific nucleotide sequences in both RNA and DNA molecules.
Single-stranded DNA molecules used to detect complementary sequences
are known as probes; these molecules, which carry radioactive or chemical
markers to facilitate their detection, can range from fifteen to thousands of
nucleotides long. Hybridization reactions using DNA probes are so sensitive and
selective that they can detect complementary sequences present at a concen-
tration as low as one molecule per cell. It is thus possible to determine how
many copies of any DNA sequence are present in a particular DNA sample. The
same technique can be used to search for related but nonidentical genes. To find
a gene of interest in an organism whose genome has not yet been sequenced, for
example, a portion of a known gene can be used as a probe (Figure 8-36).

(B)
purified DNA restriction fragment
5

restriction nuclease cuts DNA
helix into two different-
sized fragments

the desired DNA fragment with
a single strand labeled at one end

v

DNA labeled at 5" ends with
?zolynucleoﬁde kinase and
P-labeled ATP

separation by gel
electrophoresis

3

Figure 8-34 Methods for labeling DNA
molecules in vitro. (A) A purified DNA
polymerase enzyme labels all the
nucleatides in a DNA molecule and can
thereby produce highly radioactive DNA
probes. (B) Polynucleotide kinase labels
only the 5" ends of DNA strands; therefore,
when labeling is followed by restriction
nuclease cleavage, as shown, DNA
molecules containing a single 5"-end-
labeled strand can be readily obtained.
(C) The method in (A) is also used to
produce nonradioactive DNA molecules
that carry a specific chemical marker that
can be detected with an appropriate
antibody. The modified nucleotide shown
can be incorporated into DNA by DNA
polymerase, allowing the DNA molecule to
serve as a probe that can be readily
detected. The base on the nucleoside
triphosphate shown is an analog of
thymine, in which the methyl group on

T has been replaced by a spacer arm linke
to the plant steroid digoxigenin, An anti-
digoxygenin antibody coupled to a visible:
marker such as a fluorescent dye is used
visualize the probe. Other chemical labels
such as biotin can be attached to
nucleotides and used in essentially the
same way.
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ANALYZING AND MANIPULATING DNA 537

Figure 8-35 In situ hybridization to locate specific genes on
chromosomes. Here, six different DNA probes have been used to mark the
locations of their respective nucleotide sequences on human chromosome
5 at metaphase. The probes have been chemically labeled and detected
with fluorescent antibodies. Both copies of chromosome 5 are shown,
aligned side by side. Each probe produces two dots on each chromosome,
since a metaphase chromosome has replicated its DNA and therefore
contains two identical DNA helices. (Courtesy of David C. Ward.)

Alternatively, DNA probes can be used in hybridization reactions with RNA
rather than DNA to find out whether a cell is expressing a given gene. In this case
a DNA probe that contains part of the gene’s sequence is hybridized with RNA
purified from the cell in question to see whether the RNA includes nucleotide
sequences matching the probe DNA and, if so, in what quantities. In somewhat
more elaborate procedures, the DNA probe is treated with specific nucleases
after the hybridization is complete, to determine the exact regions of the DNA
probe that have paired with the RNA molecules. One can thereby determine the
start and stop sites for RNA transcription, as well as the precise boundaries of
the intron and exon sequences in a gene (Figure 8-37).

Today, the positions of intron/exon boundaries are usually determined by
sequencing the complementary DNA (cDNA) sequences that represent the
mRNAs expressed in a cell and comparing them with the nucleotide sequence of
the genome. We describe later how cDNAs are prepared from mRNAs.

The hybridization of DNA probes to RNAs allows one to determine whether
or not a particular gene is being transcribed; moreover, when the expression of
a gene changes, one can determine whether the change is due to transcriptional
or post-transcriptional controls (see Figure 7-92). These tests of gene expression
were initially performed with one DNA probe at a time. DNA microarrays now
allow the simultaneous monitoring of hundreds or thousands of genes at a time,
as we discuss later. Hybridization methods are in such wide use in cell biology
today that it is difficult to imagine how we could study gene structure and
expression without them.
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Figure 8-36 Stringent versus

nonstringent hybridization conditions.

] To use a DNA probe to find an identical
hybridization in 50% hybridization in 50% match, stringent hybridization conditions
formamide at 42°C formamide at 35°C are used; the reaction temperature is
imperfect kept just a few degrees below that at
l base-pairing which a perfect DNA helix denatures in

unstable. When a DNA probe is being
used to find DNAs with related, as well as
identical, sequences, less stringent
conditions are used; hybridization is
performed at a lower temperature, which
allows even imperfectly paired double
helices to form. Only the lower-
temperature hybridization conditions can
be used to search for genes that are
nonidentical but related to gene A (C and
E in this example).

St i, i the solvent used (its melting temperature),
M so that all imperfect helices formed are

only A forms stable A, C, and E all form
double helix stable double helices
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Northern and Southern Blotting Facilitate Hybridization with
Electrophoretically Separated Nucleic Acid Molecules

In a complex mixture of nucleic acids, DNA probes are often used to detect only
those molecules with sequences that are complementary to all or part of the
probe. Gel electrophoresis can be used to fractionate the many different RNA or
DNA molecules in a crude mixture according to their size before the hybridiza-
tion reaction is performed:; if the probe binds to molecules of only one or a few
sizes, one can be certain that the hybridization was indeed specific. Moreover,
the size information obtained can be invaluable in itself. An example illustrates
this point.

Suppose that one wishes to determine the nature of the defect in a mutant
mouse that produces abnormally low amounts of albumin, a protein that liver
cells normally secrete into the blood in large amounts. First, one collects identi-
cal samples of liver tissue from mutant and normal mice (the latter serving as
controls) and disrupts the cells in a strong detergent to inactivate nucleases that
might otherwise degrade the nucleic acids. Next, one separates the RNA and
DNA from all of the other cell components: the proteins present are completely
denatured and removed by repeated extractions with phenol—a potent organic
solvent that is partly miscible with water; the nucleic acids, which remain in the
aqueous phase, are then precipitated with alcohol to separate them from the
small molecules of the cell. Then, one separates the DNA from the RNA by their
different solubilities in alcohols and degrades any contaminating nucleic acid of
the unwanted type by treatment with a highly specific enzyme—either an RNase
or a DNase. The mRNAs are typically separated from bulk RNA by retention on a
chromatography column that specifically binds the poly-A tails of mRNAs.

To analyze the albumin-encoding mRNAs, a technique called Northern
blotting is used. First, the intact mRNA molecules purified from mutant and
control liver cells are fractionated on the basis of their sizes into a series of bands
by gel electrophoresis. Then, to make the RNA molecules accessible to DNA
probes, a replica of the pattern of RNA bands on the gel is made by transferring
(“blotting”) the fractionated RNA molecules onto a sheet of nitrocellulose or
nylon paper. The paper is then incubated in a solution containing a labeled DNA
probe, the sequence of which corresponds to part of the template strand that

Figure 8-37 The use of nucleic acid
hybridization to determine the region
of a cloned DNA fragment that is
present in an mRNA molecule. The
method shown requires a nuclease that
cuts the DNA chain only where it is not
base-paired to a complementary RNA
chain. The positions of the introns in
eucaryotic genes are mapped by the
method shown. For this type of analysis,
the DNA is electrophoresed through a
denaturing agarose gel, which causes it
to migrate as single-stranded molecules.
The location of each end of an RNA
molecule can be determined using
similar methods.
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Figure 8-38 Detection of specific RNA or DNA molecules by gel-transfer
hybridization. In this example, the DNA probe is detected by its
radioactivity. DNA probes detected by chemical or fluorescence methods
are also widely used (see Figure 8-34). (A) A mixture of either single-
stranded RNA molecules (Northern blotting) or the double-stranded DNA
fragments created by restriction nuclease treatment (Southern blotting) is
separated according to length by electrophoresis. (B) A sheet of
nitrocellulose or nylon paper is laid over the gel, and the separated RNA or
DNA fragments are transferred to the sheet by blotting. (C) The
nitrocellulose sheet is carefully peeled off the gel. (D) The sheet containing
the bound nucleic acids is placed in a sealed plastic bag together with a
buffered salt solution containing a radioactively labeled DNA probe. The
sheet is exposed to a labeled DNA probe for a prolonged period under
conditions favoring hybridization. (E) The sheet is removed from the bag and
washed thoroughly, so that only probe molecules that have hybridized to
the RNA or DNA immobilized on the paper remain attached. After
autoradiography, the DNA that has hybridized to the labeled probe shows
up as bands on the autoradiograph.

For Southern blotting, the strands of the double-stranded DNA molecules
on the paper must be separated before the hybridization process; this is
done by exposing the DNA to alkaline denaturing conditions after the gel
has been run (not shown).

produces albumin mRNA. The RNA molecules that hybridize to the labeled DNA
probe on the paper (because they are complementary to part of the normal
‘albumin gene sequence) are then located by detecting the bound probe by
-autoradiography or by chemical means (Figure 8-38). The sizes of the
hybridized RNA molecules can be determined by reference to RNA standards of
‘known sizes that are electrophoresed side by side with the experimental sample.
In this way, one might discover that liver cells from the mutant mice make albu-
“min mRNA in normal amounts and of normal size; alternatively, you might find
that they make it in normal size but in greatly reduced amounts. Another possi-
bility is that the mutant albumin mRNA molecules are abnormally short; in this
‘case the gel blot could be retested with a series of shorter DNA probes, each cor-
responding to small portions of the gene, to reveal which part of the normal RNA
Is missing.

The original gel-transfer hybridization method, called Southern blotting,
‘analyzes DNA rather than RNA. (It was named after its inventor, and the North-
‘ern and Western blotting techniques were named with reference to it.) Here, iso-
lated DNA is first cut into readily separable fragments with restriction nucleases.
The double-stranded fragments are then separated on the basis of size by gel
_electrophoresis, and those complementary to a DNA probe are identified by
fblotting and hybridization, as just described for RNA (see Figure 8-38). To char-
-acterize the structure of the albumin gene in the mutant mice, an albumin-spe-
tific DNA probe would be used to construct a detailed restriction map of the
‘genome in the region of the albumin gene (such a map consists of the pattern of
'DNA fragments produced by various restriction nucleases). From this map one
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could determine if the albumin gene has been rearranged in the defective ani-
mals—for example, by the deletion or the insertion of a short DNA sequence;
most single-base changes, however, could not be detected in this way.

Genes Can Be Cloned Using DNA Libraries

Any DNA fragment can be cloned. In molecular biology, the term DNA cloning
is used in two senses. In one sense, it literally refers to the act of making many
identical copies of a DNA molecule—the amplification of a particular DNA
sequence. However, the term also describes the isolation of a particular stretch
of DNA (often a particular gene) from the rest of a cell's DNA, because this isola-
tion is greatly facilitated by making many identical copies of the DNA of interest.
As discussed earlier in this chapter, cloning, particularly when used in the con-
text of developmental biology, can also refer to the generation of many geneti-
cally identical cells starting from a single cell or even to the generation of genet-
ically identical organisms. In all cases, cloning refers to the act of making many
genetically identical copies; in this section, we will use the term cloning (or DNA
cloning or gene cloning) to refer to methods designed to generate many identi-
cal copies of a segment of nucleic acid.

DNA cloning in its most general sense can be accomplished in several ways.
The simplest involves inserting a particular fragment of DNA into the purified
DNA genome of a self-replicating genetic element—generally a virus or a plas-
mid. A DNA fragment containing a human gene, for example, can be joined in a
test tube to the chromosome of a bacterial virus, and the new recombinant DNA
molecule can then be introduced into a bacterial cell, where the inserted DNA
fragment will be replicated along with the DNA of the virus, Starting with only
one such recombinant DNA molecule that infects a single cell, the normal repli-
cation mechanisms of the virus can produce more than 10'2 identical virus DNA
molecules in less than a day, thereby amplifying the amount of the inserted
human DNA fragment by the same factor. A virus or plasmid used in this way is
known as a cloning vector, and the DNA propagated by insertion into it is said to
have been cloned.

To isolate a specific gene, one often begins by constructing a DNA library—
a comprehensive collection of cloned DNA fragments from a cell, tissue, or
organism. This library includes (one hopes) at least one fragment that contains
the gene of interest. Libraries can be constructed with either a virus or a plasmid
vector and are generally housed in a population of bacterial cells. The principles
underlying the methods used for cloning genes are the same for either type of
cloning vector, although the details may differ. Today, most cloning is performed
with plasmid vectors.

The plasmid vectors most widely used for gene cloning are small circular
molecules of double-stranded DNA derived from larger plasmids that occur nat-
urally in bacterial cells. They generally account for only a minor fraction of the
total host bacterial cell DNA, but they can easily be separated owing to their
small size from chromosomal DNA molecules, which are large and precipitate as
a pellet upon centrifugation. For use as cloning vectors, the purified plasmid
DNA circles are first cut with a restriction nuclease to create linear DNA
molecules. The genomic DNA to be used in constructing the library is cut with
the same restriction nuclease, and the resulting restriction fragments (including
those containing the gene to be cloned) are then added to the cut plasmids and
annealed via their cohesive ends to form recombinant DNA circles. These
recombinant molecules containing foreign DNA inserts are then covalently
sealed with the enzyme DNA ligase (Figure 8-39).

In the next step in preparing the library, the recombinant DNA circles are
introduced into bacterial cells that have been made transiently permeable to
DNA. These bacterial cells are now said to be transfected with the plasmids. As
the cells grow and divide, doubling in number every 30 minutes, the recombi-
nant plasmids also replicate to produce an enormous number of copies of DNA
circles containing the foreign DNA (Figure 8-40). Many bacterial plasmids carry
genes for antibiotic resistance (discussed in Chapter 24), a property that can be
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_exploited to select those cells that have been successfully transfected:; if the bac-
teria are grown in the presence of the antibiotic, only cells containing plasmids
“will survive. Each original bacterial cell that was initially transfected contains, in
general, a different foreign DNA insert; this insert is inherited by all of the
progeny cells of that bacterium, which together form a small colony in a culture
dish.

For many years, plasmids were used to clone fragments of DNA of 1000 to
30,000 nucleotide pairs. Larger DNA fragments are more difficult to handle and
“were harder to clone. Then researchers began to use yeast artificial chromosomes
(¥ACs), which could accommodate very large pieces of DNA (Figure 8-41).

Today, new plasmid vectors based on the naturally occurring F plasmid of E. coli
“are used to clone DNA fragments of 300,000 to 1 million nucleotide pairs. Unlike
-smaller bacterial plasmids, the F plasmid—and its derivative, the bacterial arti-
ficial chromosome (BAC)—is present in only one or two copies per E. coli cell.

The fact that BACs are kept in such low numbers in bacterial cells may con-
tribute to their ability to maintain large cloned DNA sequences stably: with only
‘afew BACs present, it is less likely that the cloned DNA fragments will become
-scrambled by recombination with sequences carried on other copies of the plas-
“mid. Because of their stability, ability to accept large DNA inserts, and ease of
“handling, BACs are now the preferred vector for building DNA libraries of com-
plex organisms—including those representing the human and mouse genomes.

Two Types of DNA Libraries Serve Different Purposes

Cleaving the entire genome of a cell with a specific restriction nuclease and
cloning each fragment as just described produces a very large number of DNA
fragments—on the order of a million for a mammalian genome. The fragments
are distributed among millions of different colonies of transfected bacterial cells.

double-stranded
recombinant
plasmid DNA

introduced into
bacterial cell

O

" cell culture produces. v
hundreds of millions of
new bacteria

many copies of purified
recombinant plasmid isolated
from lysed bacterial cells

541

Figure 8-39 The insertion of a DNA
fragment into a bacterial plasmid with
the enzyme DNA ligase. The plasmid is
cut open with a restriction nuclease (in
this case one that produces cohesive
ends) and is mixed with the DNA
fragment to be cloned (which has been
prepared with the same restriction
nuclease). DNA ligase and ATP are added.
The cohesive ends base-pair, and DNA
ligase seals the nicks in the DNA
backbone, producing a complete
recombinant DNA molecule.
(Micrographs courtesy of Huntington
Potter and David Dressler.)

Figure 8-40 The amplification of the
DNA fragments inserted into a plasmid.
To produce large amounts of the DNA of
interest, the recombinant plasmid DNA in
Figure 8-39 is introduced into a
bacterium by transfection, where it will
replicate many millions of times as the
bacterium multiplies.
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When working with BACs rather than typical plasmids, larger fragments can be
inserted, and so fewer transfected bacterial cells are required to cover the
genome. In either case, each of the colonies is composed of a clone of cells
derived from a single ancestor cell, and therefore harbors many copies of a par-
ticular stretch of the fragmented genome (Figure 8-42). Such a plasmid is said to
contain a genomic DNA clone, and the entire collection of plasmids is called a
genomic DNA library. But because the genomic DNA is cut into fragments at
random, only some fragments contain genes. Many of the genomic DNA clones
obtained from the DNA of a higher eucaryotic cell contain only noncoding DNA,
which, as we discussed in Chapter 4, makes up most of the DNA in such genomes.

An alternative strategy is to begin the cloning process by selecting only those
DNA sequences that are transcribed into mRNA and thus are presumed to cor-
respond to protein-encoding genes. This is done by extracting the mRNA from
cells and then making a DNA copy of each mRNA molecule present—a so-called
complementary DNA, or cDNA. The copying reaction is catalyzed by the reverse
transcriptase enzyme of retroviruses, which synthesizes a complementary DNA
chain on an RNA template. The single-stranded cDNA molecules synthesized by
the reverse transcriptase are converted into double-stranded cDNA molecules
by DNA polymerase, and these molecules are inserted into a plasmid or virus
vector and cloned (Figure 8-43). Each clone obtained in this way is called a
¢DNA clone, and the entire collection of clones derived from one mRNA prepa-
ration constitutes a cDNA library.

Figure 8-44 illustrates some important differences between genomic DNA
clones and cDNA clones. Genomic clones represent a random sample of all of
the DNA sequences in an organism and, with very rare exceptions, are the same
regardless of the cell type used to prepare them. By contrast, cDNA clones con-
tain only those regions of the genome that have been transcribed into mRNA.
Because the cells of different tissues produce distinct sets of mRNA molecules, a
distinct cDNA library is obtained for each type of cell used to prepare the library.

Figure 8-42 Construction of a human genomic DNA library. A genomic
library is usually stored as a set of bacteria, each bacterium carrying a
different fragment of human DNA. For simplicity, cloning of just a few
representative fragments (colored) is shown. In reality, all of the gray DNA
fragments would also be cloned.

Figure 8-41 The making of a yeast
artificial chromosome (YAC). A YAC
vector allows the cloning of very large
DNA molecules. TEL, CEN, and ORI are the
telomere, centromere, and origin of
replication sequences, respectively, for
the yeast Saccharomyces cerevisiae; all of
these are required to propagate the YAC.
BamHI and EcoRl are sites where the
corresponding restriction nucleases cut
the DNA double helix. The sequences
denoted A and B encode enzymes that
serve as selectable markers to allow the
easy isolation of yeast cells that have
taken up the artificial chromosome.
Because bacteria divide more rapidly
than yeasts, most large-scale cloning
projects now use E. coli as the means for
amplifying DNA. (Adapted from

D.T. Burke, G.F. Carle and M.V. Olson,
Science 236:806-812, 1987. With
permission from AAAS.)
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Figure 8-43 The synthesis of cDNA.

Total mRNA is extracted from a particular
tissue, and the enzyme reverse
transcriptase produces DNA copies
(cDNA) of the mRNA molecules (see

p- 320). For simplicity, the copying of just
one of these mRNAs into cDNA is
illustrated. A short oligonucleotide
complementary to the poly-A tail at the
3’ end of the mRNA (discussed in Chapter
6) is first hybridized to the RNA to act as a
primer for the reverse transcriptase,
which then copies the RNA into a
complementary DNA chain, thereby
forming a DNA/RNA hybrid helix. Treating
the DNA/RNA hybrid with RNase H (see
Figure 5-12) creates nicks and gaps in the
RNA strand. The enzyme DNA polymerase
then copies the remaining single-
stranded cDNA into double-stranded
¢DNA. The fragment of the original mRNA
is the primer for this synthesis reaction,
as shown. Because the DNA polymerase
used to synthesize the second DNA
strand can synthesize through the bound
RNA molecules, the RNA fragment that is
base-paired to the 3’ end of the first DNA
strand usually acts as the primer for the
final product of the second strand
synthesis. This RNA is eventually
degraded during subsequent cloning
steps, As a result, the nucleotide
sequences at the extreme 5" ends of the
original mRNA molecules are often
absent from cDNA libraries.
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Figure 8-44 The differences between
cDNA clones and genomic DNA clones
derived from the same region of DNA. In
this example, gene A is infrequently
transcribed, whereas gene B is frequently
transcribed, and both genes contain
introns (green). In the genomic DNA
library, both the introns and the
nontranscribed DNA (pink) are included
in the clones, and most clones contain, at
most, only part of the coding sequence
of a gene (red). In the cDNA clones, the
intron sequences (vellow) have been
removed by RNA splicing during the
formation of the mRNA (blue), and a
continuous coding sequence is therefore
present in each clone. Because gene B is
transcribed more frequently than gene A
in the cells from which the cDNA library
was made, it is represented much more
frequently than A in the cDNA library. In
contrast, A and B are in principle
represented equally in the genomic

DNA library.
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cDNA Clones Contain Uninterrupted Coding Sequences

There are several advantages in using a cDNA library for gene cloning. First, spe-
cialized cells produce large quantities of some proteins. In this case, the mRNA
encoding the protein is likely to be produced in such large quantities that a
cDNA library prepared from the cells is highly enriched for the cDNA molecules
encoding the protein, greatly reducing the problem of identifying the desired
clone in the library (see Figure 8-44). Hemoglobin, for example, is made in large
amounts by developing erythrocytes (red blood cells); for this reason the globin
genes were among the first to be cloned.

By far the most important advantage of cDNA clones is that they contain the
uninterrupted coding sequence of a gene. As we have seen, eucaryotic genes
usually consist of short coding sequences of DNA (exons) separated by much
longer noncoding sequences (introns); the production of mRNA entails the
removal of the noncoding sequences from the initial RNA transcript and the
splicing together of the coding sequences. Neither bacterial nor yeast cells will
make these modifications to the RNA produced from a gene of a higher eucary-
otic cell. Thus, when the aim of the cloning is either to deduce the amino acid
sequence of the protein from the DNA sequence or to produce the protein in
bulk by expressing the cloned gene in a bacterial or yeast cell, it is much prefer-
able to start with cDNA. ¢cDNA libraries have an additional use: as described in
Chapter 7, many mRNAs from humans and other complex organisms are alter-
natively spliced, and a cDNA library often represents many, if not all, of the alter-
natively spliced mRNAs produced from a given cell line or tissue.

Genomic and cDNA libraries are inexhaustible resources, which are widely
shared among investigators. Today, many such libraries are also available from
commercial sources.

Genes Can Be Selectively Amplified by PCR

Now that so many genome sequences are available, genes can be cloned directly
without the need to first construct DNA libraries. A technique called the poly-
merase chain reaction (PCR) makes this rapid cloning possible. Starting with an
entire genome, PCR allows the DNA from a selected region to be amplified sev-
eral billionfold, effectively “purifying” this DNA away from the remainder of the
genome.

To begin, a pair of DNA oligonucleotides, chosen to flank the desired
nucleotide sequence of the gene, are synthesized by chemical methods. These
oligonucleotides are then used to prime DNA synthesis on single strands gener-
ated by heating the DNA from the entire genome. The newly synthesized DNA is
produced in a reaction catalyzed in vitro by a purified DNA polymerase, and the
primers remain at the 5’ ends of the final DNA fragments that are made (Figure
8-45A).

Nothing special is produced in the first cycle of DNA synthesis; the power of
the PCR method is revealed only after repeated rounds of DNA synthesis. Every
cycle doubles the amount of DNA synthesized in the previous cycle. Because
each cycle requires a brief heat treatment to separate the two strands of the tem-
plate DNA double helix, the technique requires the use of a special DNA poly-
merase, isolated from a thermophilic bacterium, that is stable at much higher
temperatures than normal so that it is not denatured by the repeated heat treat-
ments. With each round of DNA synthesis, the newly generated fragments serve
as templates in their turn, and within a few cycles the predominant product is a
single species of DNA fragment whose length corresponds to the distance
between the two original primers (see Figure 8-45B).

In practice, effective DNA amplification requires 20-30 reaction cycles, with
the products of each cycle serving as the DNA templates for the next—hence the
term polymerase “chain reaction.” A single cycle requires only about 5 minutes,
and the entire procedure can be easily automated. PCR thereby makes possible
the “cell-free molecular cloning” of a DNA fragment in a few hours, compared
with the several days required for standard cloning procedures. This technique

LCY Biotechnology Holding, Inc.

Ex. 1057
Page 202 of 240




YZING AND MANIPULATING DNA

now used routinely to clone DNA from genes of interest directly—starting
either from genomic DNA or from mRNA isolated from cells (Figure 8-46).

The PCR method is extremely sensitive; it can detect a single DNA molecule
inasample. Trace amounts of RNA can be analyzed in the same way by first tran-
scribing them into DNA with reverse transcriptase. The PCR cloning technique
has largely replaced Southern blotting for the diagnosis of genetic diseases and
for the detection of low levels of viral infection. It also has great promise in foren-
sic medicine as a means of analyzing minute traces of blood or other tissues—
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Figure 8-45 Amplification of DNA by the PCR technique. <TACG> Knowledge of the DNA sequence to be amplified is
used to design two synthetic, primer DNA oligonucleotides. One primer is complementary to the sequence on one strand
of the DNA double helix, and one is complementary to the sequence on the other strand, but at the opposite end of the
region to be amplified. These oligonucleotides serve as primers for in vitro DNA synthesis, which is performed by a DNA
polymerase, and they determine the segment of the DNA to be amplified. (A) PCR starts with a double-stranded DNA, and
each cycle of the reaction begins with a brief heat treatment to separate the two strands (step 1). After strand separation,
cooling of the DNA in the presence of a large excess of the two primer DNA oligonucleotides allows these primers to
hybridize to complementary sequences in the two DNA strands (step 2). This mixture is then incubated with DNA
polymerase and the four deoxyribonucleoside triphosphates to synthesize DNA, starting from the two primers (step 3). The
entire cycle is then begun again by a heat treatment to separate the newly synthesized DNA strands. (B) As the procedure
is performed over and over again, the newly synthesized fragments serve as templates in their turn, and within a few cycles
the predominant DNA is identical to the sequence bracketed by and including the two primers in the original template. Of
the DNA put into the original reaction, only the sequence bracketed by the two primers is amplified because there are no
primers attached anywhere else. In the example illustrated in (B), three cycles of reaction produce 16 DNA chains, 8 of
which (boxed in yellow) are the same length as and correspond exactly to one or the other strand of the original bracketed
sequence shown at the far left; the other strands contain extra DNA downstream of the original sequence, which is
replicated in the first few cycles. After four more cycles, 240 of the 256 DNA chains correspond exactly to the original
bracketed sequence, and after several more cycles, essentially all of the DNA strands have this unique length.
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even as little as a single cell—and identifying the person from whom the sample
came by his or her genetic “fingerprint” (Figure 8-47).

Cells Can Be Used As Factories to Produce Specific Proteins

The vast majority of the thousands of different proteins in a cell, including many
with crucially important functions, are present in very small amounts. In the
past, for most of them, it has been extremely difficult, if not impossible, to obtain
more than a few micrograms of pure material. One of the most important con-
tributions of DNA cloning and genetic engineering to cell biology is that they
have made it possible to produce any of the cell’s proteins in nearly unlimited
amounts.

Large amounts of a desired protein are produced in living cells by using
expression vectors (Figure 8-48). These are generally plasmids that have been
designed to produce a large amount of a stable mRNA that can be efficiently
translated into protein in the transfected bacterial, yeast, insect, or mammalian
cell, To prevent the high level of the foreign protein from interfering with the
transfected cell’s growth, the expression vector is often designed to delay the
synthesis of the foreign mRNA and protein until shortly before the cells are har-
vested and lysed (Figure 8-49).

Because the desired protein made from an expression vector is produced
inside a cell, it must be purified away from the host-cell proteins by chromatog-
raphy after cell lysis; but because it is such a plentiful species in the cell lysate
(often 1-10% of the total cell protein), the purification is usually easy to accom-
plish in only a few steps. As we saw above, many expression vectors have been

Figure 8-46 Use of PCR to obtain a
genomic or cDNA clone. (A) To obtain a
genomic clone using PCR, chromosomal
DNA is first purified from cells, PCR
primers that flank the stretch of DNA to
be cloned are added, and many cycles of
the reaction are completed (see Figure
8-45), Since only the DNA between (and
including) the primers is amplified, PCR
provides a way to obtain a short stretch
of chromosomal DNA selectively in a
virtually pure form. (B) To use PCR to
obtain a cDNA clone of a gene, mRNA is
first purified from cells. The first primer is
then added to the population of mRNAs,
and reverse transcriptase is used to make
a complementary DNA strand. The
second primer is then added, and the
single-stranded cDNA molecule is
amplified through many cycles of PCR, as
shown in Figure 8-45. For both types of
cloning, the nucleotide sequence of at
least part of the region to be cloned must
be known beforehand.
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Figure 8-47 How PCR is used in forensic science. (A) The DNA sequences that create the variability used in this analysis
contain runs of short, repeated sequences, such as CACACA ... ., which are found in various positions (loci) in the human
genome. The number of repeats in each run can be highly variable in the population, ranging from 4 to 40 in different
individuals. A run of repeated nucleotides of this type is commonly referred to as a hypervariable microsatellite sequence—
also known as a VNTR (variable number of tandem repeat) sequence. Because of the variability in these sequences at each
locus, individuals usually inherit a different variant from their mother and from their father; two unrelated individuals
therefore do not usually contain the same pair of sequences. A PCR analysis using primers that bracket the locus produces
a pair of bands of amplified DNA from each individual, one band representing the maternal variant and the other
representing the paternal variant. The length of the amplified DNA, and thus the position of the band it produces after
electrophoresis, depends on the exact number of repeats at the locus. (B) In the schematic example shown here, the same
three VNTR loci are analyzed (requiring three different pairs of specially selected oligonucleotide primers) from three
suspects (individuals A, B, and C), producing six DNA bands for each person after polyacrylamide-gel electrophoresis.
Although some individuals have several bands in commion, the overall pattern is quite distinctive for each. The band
pattern can therefore serve as a “fingerprint” to identify an individual nearly uniquely. The fourth lane (F) contains the
products of the same reactions carried out on a forensic sample. The starting material for such a PCR can be a single hair or
a tiny sample of blood that was left at the crime scene, When examining the variability at 5-10 different VNTR loci, the odds
that two random individuals would share the same genetic pattern by chance can be approximately 1 in 10 billion. In the
case shown here, individuals A and C can be eliminated from further enquiries, whereas individual B remains a clear
suspect for committing the crime. A similar approach is now routinely used for paternity testing.
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Figure 8-48 Production of large amounts of a protein from a protein-
coding DNA sequence cloned into an expression vector and introduced
into cells. A plasmid vector has been engineered to contain a highly active
promoter, which causes unusually large amounts of mRNA to be produced
from an adjacent protein-coding gene inserted into the plasmid vector.
Depending on the characteristics of the cloning vector, the plasmid is
introduced into bacterial, yeast, insect, or mammalian cells, where the
inserted gene is efficiently transcribed and translated into protein.

designed to add a molecular tag—a cluster of histidine residues or a small
marker protein—to the expressed protein to allow easy purification by affinity
chromatography (see Figure 8-16). A variety of expression vectors are available,
each engineered to function in the type of cell in which the protein is to be
made. In this way, cells can be induced to make vast quantities of medically use-
ful proteins—such as human insulin and growth hormone, interferon, and viral
antigens for vaccines. More generally, these methods make it possible to pro-
duce every protein—even those that may be present in only a few copies per
cell—in large enough amounts to be used in the kinds of detailed structural and
functional studies that we discussed earlier.

DNA technology also can produce large amounts of any RNA molecule
whose gene has been isolated. Studies of RNA splicing, protein synthesis, and
RNA-based enzymes, for example, are greatly facilitated by the availability of
pure RNA molecules. Most RNAs are present in only tiny quantities in cells, and
they are very difficult to purify away from other cell components—especially
from the many thousands of other RNAs present in the cell. But any RNA of
interest can be synthesized efficiently in vitro by transcription of its DNA
sequence (produced by one of the methods just described) with a highly effi-
cient viral RNA polymerase. The single species of RNA produced is then easily
purified away from the DNA template and the RNA polymerase.

Proteins and Nucleic Acids Can Be Synthesized Directly by
Chemical Reactions

Chemical reactions have been devised to synthesize directly specific sequences
of amino acids or nucleic acids. These methodologies provide direct sources of
biological molecules and do not rely on any cells or enzymes. Chemical synthe-
sis is the method of choice for obtaining nucleic acids in the range of 100
nucleotides or fewer, which are particularly useful in the PCR-based approaches
discussed above. Chemical synthesis is also routinely used to produce specific
peptides that, when chemically coupled to other proteins, are used to generate
antibodies against the peptide.

DNA Can Be Rapidly Sequenced

Methods that allow the nucleotide sequence of any DNA fragment to be deter-
mined simply and quickly have made it possible to determine the DNA
sequences of tens of thousands of genes, and many complete genomes (see
Table 1-1, p. 18). The volume of DNA sequence information is now so large
(many tens of billions of nucleotides) that powerful computers must be used to
store and analyze it. '

Figure 8-49 Production of large amounts of a protein by using a plasmid
expression vector. In this example, bacterial cells have been transfected
with the coding sequence for an enzyme, DNA helicase; transcription from
this coding sequence is under the control of a viral promoter that becomes
active only at temperatures of 37°C or higher. The total cell protein has
been analyzed by SDS polyacrylamide-gel electrophoresis, either from
bacteria grown at 25°C (no helicase protein made) or after a shift of the
same bacteria to 42°C for up to 2 hours (helicase protein has become the
most abundant protein species in the lysate). (Courtesy of Jack Barry.)
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&) deoxyribonucleoside triphosphate

3" OH

allows strand extension at 3" end

Large-volume DNA sequencing was made possible through the develop-
ment in the mid-1970s of the dideoxy method for sequencing DNA, which is
based on in vitro DNA synthesis performed in the presence of chain-terminat-
ing dideoxyribonucleoside triphosphates (Figure 8-50).

soxyribonucleoside triphosphate

prevents strand extension at 3" end
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DNA sequence reading directly from the bottom of the gel upward, is

Figure 8-50 The enzymatic—or dideoxy—
method of sequencing DNA. (A) This method
relies on the use of dideoxyribonucleoside
triphosphates, derivatives of the normal
deoxyribonucleoside triphosphates that lack
the 3" hydroxyl group. (B) Purified DNA is
synthesized in vitro in a mixture that contains
single-stranded molecules of the DNA to be
sequenced (gray), the enzyme DNA
polymerase, a short primer DNA (orange) to
enable the polymerase to start DNA synthesis,
and the four deoxyribonucleoside
triphosphates (dATP, dCTP, dGTP, dTTP: blue A,
C, G, and T). If a dideoxyribonucleotide analog
(red) of one of these nucleotides is also
present in the nucleotide mixture, it can
become incorporated into a growing DNA
chain. Because this chain now lacks a 3" OH
group, the addition of the next nucleotide is
blocked, and the DNA chain terminates at that
point. In the example illustrated, a small
amount of dideoxyATP (ddATP, symbolized
here as a red A) has been included in the
nucleotide mixture. It competes with an
excess of the normal deoxyATP (dATP, blue A),
so that ddATP is occasionally incorporated, at
random, into a growing DNA strand. This
reaction mixture will eventually produce a set
of DNAs of different lengths complementary
to the template DNA that is being sequenced
and terminating at each of the different As.
The exact lengths of the DNA synthesis
products can then be used to determine the
position of each A in the growing chain. (C) To
determine the complete sequence of a DNA
fragment, the double-stranded DNA is first
separated into its single strands and one of
the strands is used as the template for
sequencing. Four different chain-terminating
dideoxyribonucleoside triphosphates (ddATP,
ddCTP, ddGTP, ddTTP, again shown in red) are
used in four separate DNA synthesis reactions
on copies of the same single-stranded DNA
template (gray). Each reaction produces a set
of DNA copies that terminate at different
points in the sequence. The products of these
four reactions are separated by
electrophoresis in four parallel lanes of a
polyacrylamide gel (labeled here A, T, C, and
G). The newly synthesized fragments are
detected by a label (either radioactive or
fluorescent) that has been incorporated either
into the primer or into one of the
deoxyribonucleoside triphosphates used to
extend the DNA chain. In each lane, the bands
represent fragments that have terminated at a
given nucleotide (e.g,, A in the leftmost lane)
but at different positions in the DNA. By
reading off the bands in order, starting at the
bottom of the gel and working across all
lanes, the DNA sequence of the newly
synthesized strand can be determined. The
sequence is given in the green arrow to the
right of the gel. This sequence is

complementary to the template strand (gray)

from the original double-stranded DNA
molecule, and identical to a portion of the
green 5-to-3 strand.

LCY Biotechnology Holding, Inc.

Ex. 1057
Page 207 of 240



550  Chapter 8: Manipulating Proteins, DNA, and RNA

180 130
T G ET T-T T LR A BT A QAT 6 CL6 A

Although the same basic method is still used today, many improvements
have been made. DNA sequencing is now completely automated: robotic
devices mix the reagents and then load, run, and read the order of the nucleotide
bases from the gel. Chain-terminating nucleotides that are each labeled with a
different colored fluorescent dye facilitate these tasks; in this case, all four syn-
thesis reactions can be performed in the same tube, and the products can be
separated in a single lane of a gel. A detector positioned near the bottom of the
gel reads and records the color of the fluorescent label on each band as it passes
through a laser beam (Figure 8-51). A computer then reads and stores this
nucleotide sequence. Some modern systems dispense with the traditional gel
entirely, separating nucleic acids by capillary electrophoresis, a method that
facilitates rapid automation.

Nucleotide Sequences Are Used to Predict the Amino Acid
Sequences of Proteins

Now that DNA sequencing is so rapid and reliable, it has become the preferred
method for determining, indirectly, the amino acid sequences of most proteins.
Given a nucleotide sequence that encodes a protein, the procedure is quite
straightforward. Although in principle there are six different reading frames in
which a DNA sequence can be translated into protein (three on each strand), the
correct one is generally recognizable as the only one lacking frequent stop
codons (Figure 8-52). As we saw when we discussed the genetic code in Chap-
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Figure 8-51 Automated DNA
sequencing. Shown at the bottom is a
tiny part of the raw data from an
automated DNA-sequencing run as it
appears on the computer screen. Each
prominant colored peak represents a
nucleotide in the DNA sequence—a clear
stretch of nucleotide sequence can be
read here between positions 173 and 194
from the start of the sequence. The small
peaks along the baseline represent
background "noise” and, as long as they
are much lower than the “signal” peaks,
they are ignored. This particular example
is taken from the international project
that determined the complete nucleotide
sequence of the genome of the plant
Arabidopsis. (Courtesy of George
Murphy.)

Figure 8-52 Finding the regions in a DNA
sequence that encode a protein. (A) Any
region of the DNA sequence can, in
principle, code for six different amino acid
sequences, because any one of three
different reading frames can be used to
interpret the nucleotide sequence on each
strand, Note that a nucleotide sequence is
always read in the 5’-to-3’ direction and
encodes a polypeptide from the
N-terminus to the C-terminus. For a
random nucleotide sequence read ina
particular frame, a stop signal for protein
synthesis is encountered, on average,
about once every 20 amino acids. In this
sample sequence of 48 base pairs, each
such signal (stop codon) is colored blue,
and only reading frame 2 lacks a stop
signal. (B) Search of a 1700 base-pair DNA
sequence for a possible protein-encoding
sequence. The information is displayed as
in (A), with each stop signal for protein
synthesis denoted by a blue line. In
addition, all of the regions between
possible start and stop signals for protein
synthesis (see p. 381) are displayed as red
bars. Only reading frame 1 actually
encodes a protein, which is 475 amino
acid residues long.
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ter 6, a random sequence of nucleotides, read in frame, will encode a stop signal
for protein synthesis about once every 20 amino acids. Nucleotide sequences
that encode a stretch of amino acids much longer than this are candidates for
presumptive exons, and they can be translated (by computer) into amino acid
sequences and checked against databases for similarities to known proteins
from other organisms. If necessary, a limited amount of amino acid sequence
can then be determined from the purified protein to confirm the sequence pre-
dicted from the DNA.

The problem comes, however, in determining -which nucleotide
sequences—within a whole genome—represent genes that encode proteins.
Identifying genes is easiest when the DNA sequence is from a bacterial or

-archaeal chromosome, which lacks introns, or from a cDNA clone. The location
~of genes in these nucleotide sequences can be predicted by examining the DNA
for certain distinctive features (discussed in Chapter 6). Briefly, these genes that
encode proteins are identified by searching the nucleotide sequence for open
reading frames (ORFs) that begin with an initiation codon, usually ATG, and end
with a termination codon, TAA, TAG, or TGA. To minimize errors, computers
used to search for ORFs are often directed to count as genes only those
sequences that are longer than, say, 100 codons in length.

For more complex genomes, such as those of animals and plants, the pres-
ence of large introns embedded within the coding portion of genes complicates
the process. In many multicellular organisms, including humans, the average
exon is only 150 nucleotides long. Thus one must also search for other features
that signal the presence of a gene, for example, sequences that signal an
intron/exon boundary or distinctive upstream regulatory regions. Recent efforts
to solve the exon prediction problem have turned to artificial intelligence algo-
rithms, in which the computer learns, based on known examples, what sets of
features are most indicative of an exon boundary.

A second major approach to identifying the coding regions in chromosomes
is through the characterization of the nucleotide sequences of the detectable
mRNAs (using the corresponding cDNAs). The mRNAs (and the cDNAs produced
from them) lack introns, regulatory DNA sequences, and the nonessential
“spacer” DNA that lies between genes, It is therefore useful to sequence large
numbers of cDNAs to produce a very large database of the coding sequences of an
organism. These sequences are then readily used to distinguish the exons from the
introns in the long chromosomal DNA sequences that correspond to genes.

The Genomes of Many Organisms Have Been Fully Sequenced

Owing in large part to the automation of DNA sequencing, the genomes of many
organisms have been fully sequenced; these include plant chloroplasts and ani-
mal mitochondria, large numbers of bacteria, and archaea, and many of the
model organisms that are studied routinely in the laboratory, including many
yeasts, a nematode worm, the fruit fly Drosophila, the model plant Arabidopsis,
the mouse, dog, chimpanzee, and, last but not least, humans. Researchers have
also deduced the complete DNA sequences for a wide variety of human
~ pathogens. These include the bacteria that cause cholera, tuberculosis, syphilis,
gonorrhea, Lyme disease, and stomach ulcers, as well as hundreds of viruses—
including smallpox virus and Epstein-Barr virus (which causes infectious
mononucleosis). Examination of the genomes of these pathogens provides clues
about what makes them virulent and will also point the way to new and more
effective treatments.

Haemophilus influenzae (a bacterium that can cause ear infections and
meningitis in children) was the first organism to have its complete genome
sequence—all 1.8 million nucleotide pairs—determined by the shotgun
sequencing method, the most common strategy used today. In the shotgun
method, long sequences of DNA are broken apart randomly into many shorter
fragments. Each fragment is then sequenced and a computer is used to order
these pieces into a whole chromosome or genome, using sequence overlap to
guide the assembly. The shotgun method is the technique of choice for
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sequencing small genomes. Although larger, more repetitive genome sequences
are more challenging to assemble, the shotgun method—in combination with
the analysis of large DNA fragments cloned in BACs—has played a key role in
their sequencing as well.

With new sequences appearing at a steadily accelerating pace in the scien-
tific literature, comparison of the complete genome sequences of different
organisms allows us to trace the evolutionary relationships among genes and
organisms, and to discover genes and predict their functions (discussed in
Chapters 3 and 4). Assigning functions to genes often involves comparing their
sequences with related sequences from model organisms that have been well
characterized in the laboratory, such as the bacterium E. coli, the yeasts §. cere-
visiae and S. pombe, the nematode worm C. elegans, and the fruit fly Drosophila
(discussed in Chapter 1).

Although the organisms whose genomes have been sequenced share many
biochemical pathways and possess many proteins that are homologous in their
amino acid sequence or structure, the functions of a very large number of newly
identified proteins remain unknown. Depending on the organism, some 15-40%
of the proteins encoded by a sequenced genome do not resemble any protein
that has been studied biochemically. This observation underscores a limitation
of the emerging field of genomics: although comparative analysis of genomes
reveals a great deal of information about the relationships between genes and F
organisms, it often does not provide immediate information about how these
genes function, or what roles they have in the physiology of an organism. Com-
parison of the full gene complement of several thermophilic bacteria, for exam-
ple, does not reveal why these bacteria thrive at temperatures exceeding 70°C.
And examination of the genome of the incredibly radioresistant bacterium
Deinococcus radiodurans does not explain how this organism can survive a blast
of radiation that can shatter glass. Further biochemical and genetic studies, like
those described in the other sections of this chapter, are required to determine
how genes, and the proteins they produce, function in the context of living
organisms,

Summary

DNA cloning allows a copy of any specific part of a DNA or RNA sequence to be selected
from the millions of other sequences in a cell and produced in unlimited amounts in
pure form. DNA sequences can be amplified after cutting chromosomal DNA with a
restriction nuclease and inserting the resulting DNA fragments into the chromosome
of a self-replicating genetic element such as a virus or a plasmid. Plasmid vectors are
generally used, and the resulting “genomic DNA library” is housed in millions of bac-
terial cells, each carrying a different cloned DNA fragment. Individual cells from this
library that are allowed to proliferate produce large amounts of a single cloned DNA
fragment. The polymerase chain reaction (PCR) allows DNA cloning to be performed
directly with a thermostable DNA polymerase—provided that the DNA sequence of
interest is already known.

The procedures used to obtain DNA clones that correspond in sequence to mRNA
molecules are the same except that a DNA copy of the mRNA sequence, called cDNA, is
first made. Unlike genomic DNA clones, cDNA clones lack intron sequences, making
them the clones of choice for analyzing the protein product of a gene.

Nucleic acid hybridization reactions provide a sensitive means of detecting a gene
or any other nucleotide sequence of interest. Under stringent hybridization conditions
(a combination of solvent and temperature at which even a perfect double helix is
barely stable), two strands can pair to form a “hybrid” helix only if their nucleotide
sequences are almost perfectly complementary. The enormous specificity of this
hybridization reaction allows any single-stranded sequence of nucleotides to be
labeled with a radioisotope or chemical and used as a probe to find a complementary
partner strand, even in a cell or cell extract that contains millions of different DNA and
RNA sequences. Probes of this type are widely used to detect the nucleic acids corre-
sponding to specific genes, both to facilitate their purification and characterization,
and to localize them in cells, tissues, and organisms.
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STUDYING GENE EXPRESSION AND FUNCTION

The nucleotide sequence of DNA can be determined rapidly and simply by using
highly automated techniques based on the dideoxy method for sequencing DNA. This
technique has made it possible to determine the complete DNA sequences of the
genomes of many organisms. Comparison of the genome sequences of different organ-
isms allows us to trace the evolutionary relationships among genes and organisms,
and it has proved valuable for discovering new genes and predicting their functions.

Taken rogether, these techniques for analyzing and manipulating DNA have made
it possible to identify, isolate, and sequence genes from any organism of interest.
Related technologies allow scientists to produce the protein products of these genes in
the large quantities needed for detailed analyses of their structure and function, as
well as for medical purposes.

STUDYING GENE EXPRESSION AND FUNCTION

Ultimately, one wishes to determine how genes—and the proteins they
encode—function in the intact organism. Although it may seem counterintu-
itive, one of the most direct ways to find out what a gene does is to see what hap-
pens to the organism when that gene is missing, Studying mutant organisms
that have acquired changes or deletions in their nucleotide sequences is a time-
‘honored practice in biology and forms the basis of the important field of genet-
jcs. Because mutations can disrupt cell processes, mutants often hold the key to
understanding gene function. In the classical genetic approach, one begins by
isolating mutants that have an interesting or unusual appearance: fruit flies with
‘white eyes or curly wings, for example. Working backward from the
phenotype—the appearance or behavior of the individual—one then deter-
‘mines the organism’s genotype, the form of the gene responsible for that char-
‘acteristic (Panel 8-1).

Today, with numerous genome sequences available, the exploration of gene
function often begins with a DNA sequence. Here, the challenge is to translate
‘sequence into function. One approach, discussed earlier in the chapter, is to
‘search databases for well-characterized proteins that have similar amino acid
‘sequences to the protein encoded by a new gene, and from there employ some of
the methods described in the previous section to explore the gene's function fur-
ther. But to determine directly a gene’s function in a cell or organism, the most
effective approach involves studying mutants that either lack the gene or express
“an altered version of it. Determining which cell processes have been disrupted or
‘compromised in such mutants will usually shed light on a gene’s biological role.

In this section, we describe several approaches to determining a gene's func-
tion, starting from a DNA sequence or an organism with an interesting pheno-
type. We begin with the classical genetic approach, which starts with a genetic
screen for isolating mutants of interest and then proceeds toward identification
of the gene or genes responsible for the observed phenotype. We then describe
the set of techniques that are collectively called reverse genetics, in which one
begins with a gene or gene sequence and attempts to determine its function.

This approach often involves some intelligent guesswork—searching for homol-
ogous sequences and determining when and where a gene is expressed—as well
4s generating mutant organisms and characterizing their phenotype.

Classical Genetics Begins by Disrupting a Cell Process by Random
Mutagenesis

Before the advent of gene cloning technology, most genes were identified by the
abnormalities produced when the gene was mutated. This classical genetic
proach—identifying the genes responsible for mutant phenotypes—is most
ily performed in organisms that reproduce rapidly and are amenable to
etic manipulation, such as bacteria, yeasts, nematode worms, and fruit flies.
though spontaneous mutants can sometimes be found by examining
extremely large populations—thousands or tens of thousands of individual
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554 PANEL 8-1: Review of Classical Genetics

GENES AND PHENOTYPES

Gene: a functional unit of inheritance, usually corresponding
to the segment of DNA coding for a single protein.
Genome: all of an organism’s DNA sequences.
locus: the site of the gene in the genome
|

b

Mutant: differing from the
wild-type because of a genetic
change (a mutation)

homozygous a/a

A : i & A

— s Wild-type: the normal,
alleles: alternative forms of a gene naturally occurring type
—— ) —
homozygous A/A heterozygous a/A
GENOTYPE: the specific set of - - ; P
alle_les_f(_xmmg the genome of g —
an individual

PHENOTYPE: the visible
character of the individual

allele A is dominant (relative to a); allele a is recessive (relative to A)

In the example above, the phenotype of the heterozygote is the same as that of one of the
homozygotes; in cases where it is different from both, the two alleles are said to be co-dominant.

a chromosome at the beginning of the cell
cycle, in G, phase; the single long bar
represents one long double helix of DNA

CHROMOSOMES

centromere

.

ks s =

short “p" arm

long “q" arm

a chromosome near the end of the cell cycle, in
metaphase; it is duplicated and condensed, consisting of
two identical sister chromatids (each containing one
DNA double helix) joined at the centromere.

short long ~
“p" arm

A normal diploid chromosome set, as
seen in a metaphase spread,
prepared by bursting open a cell at
metaphase and staining the scattered
chromosomes. In the example shown
schematically here, there are three

pair of
aqtcso mes

=23

maternal 1

i .
j_, pairs of autosomes (chromosomes
\ paternal 1 paternal 3 inherited symmetrically from
e maternal 3 both parents, regardless of sex) and

two sex chromosomes—an X from
the mother and a Y from the father.
The numbers and types of sex
chromosomes and their role in sex
determination are variable from one
class of organisms to another, as is
the number of pairs of autosomes.

\ paternal 2 :c
maternal 2

xS

~sex chromosomes

MEIOSIS AND GENETIC RECOMBINATION

genotype Ab

maternal chromosome

A B
paternal chromosome

w/{)i/bﬂ

diploid germ cell

genotype AB

ab haploid gametes (eggs or sperm)

THE HAPLOID-DIPLOID CYCLE
OF SEXUAL REPRODUCTION

[ SEXUAL FUSION (FERTILIZATION)

maternal

k e — chromosome
s J— paternal
zygote chromosome

For simplicity, the cycle is shown for only
one chromosome/chromosome pair.

The greater the distance
between two loci on a single
chromosome, the greater is the
chance that they will be
separated by crossing over
occurring at a site between
them. If two genes are thus
reassorted in x% of gametes,
they are said to be separated on
a chromosome by a genetic map
distance of x map units (or

% centimorgans).
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| TYPES OF MUTATIONS

POINT MUTATION: maps to a single site in the genome,
corresponding to a single nucleotide pair or a very
small part of a single gene

\ _ _
“‘ —— .-ii.l- I. - !

INVERSION: inverts a segment of a chromosome

lethal mutation: causes the developing organism to die
prematurely.

conditional mutation: produces its phenotypic effect only
under certain conditions, called the restrictive conditions.
Under other conditions—the permissive conditions—the
effect is not seen. For a temperature-sensitive mutation, the
restrictive condition typically is high temperature, while the
permissive condition is low temperature.

loss-of-function mutation: either reduces or abolishes the
activity of the gene. These are the most common class of
mutations. Loss-of-function mutations are usually
recessive—the organism can usually function normally as
long as it retains at least one normal copy of the affected
gene.

null mutation: a loss-of-function mutation that completely
abolishes the activity of the gene.

TWO GENES OR ONE?

Given two mutations that produce the same phenotype, how can
we tell whether they are mutations in the same gene? If the
mutations are recessive (as they most often are), the answer can
be found by a complementation test.

hybrid offspring shows normal phenotype:
one normal copy of each gene is present

DELETION: deletes a segment of a chromosome
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TRANSLOCATION: breaks off a segment from one
chromosome and attaches it to another

gain-of-function mutation: increases the activity of the gene
or makes it active in inappropriate circumstances; these
mutations are usually dominant.

dominant-negative mutation: dominant-acting mutation that
blocks gene activity, causing a loss-of-function phenotype
even in the presence of a normal copy of the gene. This
phenomenon occurs when the mutant gene product
interferes with the function of the normal gene product.
suppressor mutation: suppresses the phenotypic effect of
another mutation, so that the double mutant seems normal.
An intragenic suppressor mutation lies within the gene
affected by the first mutation; an extragenic suppressor
mutation lies in a second gene—often one whose product
interacts directly with the product of the first.

In the simplest type of complementation test, an individual who
is homozygous for one mutation is mated with an individual
who is homozygous for the other. The phenotype of the
offspring gives the answer to the question.

#

hybrid offspring shows mutant phenotype:
no normal copies of the mutated gene are present
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organisms—isolating mutant individuals is much more efficient if one generates
mutations with chemicals or radiation that damage DNA. By treating organisms
with such mutagens, very large numbers of mutant individuals can be created
quickly and then screened for a particular defect of interest, as we discuss shortly.

An alternative approach to chemical or radiation mutagenesis is called
insertional mutagenesis. This method relies on the fact that exogenous DNA
inserted randomly into the genome can produce mutations if the inserted frag-
ment interrupts a gene or its regulatory sequences. The inserted DNA, whose
sequence is known, then serves as a molecular tag that aids in the subsequent
identification and cloning of the disrupted gene (Figure 8-53). In Drosophila,
the use of the transposable P element to inactivate genes has revolutionized the
study of gene function in the fly. Transposable elements (see Table 5-3, p. 318)
have also been used to generate mutations in bacteria, yeast, mice, and the flow-
ering plant Arabidopsis.

Such classical genetic studies are well suited for dissecting biological pro-
cesses in experimental organisms, but how can we study gene function in
humans? Unlike the genetically accessible organisms we have been discussing,
humans do not reproduce rapidly, and they cannot be intentionally treated with
mutagens. Moreover, any human with a serious defect in an essential process,
such as DNA replication, would die long before birth.

There are two main ways that we can study human genes. First, because
genes and gene functions have been so highly conserved throughout evolution,
the study of less complex model organisms reveals critical information about
similar genes and processes in humans. The corresponding human genes can
then be studied further in cultured human cells. Second, many mutations that
are not lethal—tissue-specific defects in lysosomes or cell-surface receptors, for
example—have arisen spontaneously in the human population. Analyses of the
phenotypes of the affected individuals, together with studies of their cultured
cells, have provided many unique insights into important human cell functions.
Although such mutations are rare, they are very efficiently discovered because of
a unique human property: the mutant individuals call attention to themselves
by seeking special medical care.

Genetic Screens Identify Mutants with Specific Abnormalities

Once a collection of mutants in a model organism such as yeast or fly has been
produced, one generally must examine thousands of individuals to find the
altered phenotype of interest. Such a search is called a genetic screen, and the
larger the genome, the less likely it is that any particular gene will be mutated.
Therefore, the larger the genome of an organism, the bigger the screening task
becomes. The phenotype being screened for can be simple or complex. Simple
phenotypes are easiest to detect: one can screen many organisms rapidly, for
example, for mutations that make it impossible for the organism to survive in
the absence of a particular amino acid or nutrient.

More complex phenotypes, such as defects in learning or behavior, may
require more elaborate screens (Figure 8-54). But even genetic screens that are
used to dissect complex physiological systems should be as simple as possible in
design, and, if possible, should permit the simultaneous examination of large
numbers of mutants. As an example, one particularly elegant screen was
designed to search for genes involved in visual processing in zebrafish. The basis
of this screen, which monitors the fishes' response to motion, is a change in
behavior. Wild-type fish tend to swim in the direction of a perceived motion,
whereas mutants with defects in their visual processing systems swim in ran-
dom directions—a behavior that is easily detected. One mutant discovered in
this screen is called lakritz, which is missing 80% of the retinal ganglion cells that
help to relay visual signals from the eye to the brain. As the cellular organization
of the zebrafish retina is similar to that of all vertebrates, the study of such
mutants should also provide insights into visual processing in humans.

Because defects in genes that are required for fundamental cell processes—
RNA synthesis and processing or cell-cycle control, for example—are usually

Figure 8-53 Insertional mutant of the
snapdragon, Antirrhinum. A mutation in
a single gene coding for a regulatory
protein causes leafy shoots to develop in
place of flowers. The mutation allows
cells to adopt a character that would be
appropriate to a different part of the
normal plant. The mutant plant is on the
left, the normal plant on the right.
{Courtesy of Enrico Coen and

Rosemary Carpenter.)
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Figure 8-54 A behavioral phenotype
detected in a genetic screen. (A) Wild-
type C. elegans engage in social feeding.
The worms migrate around until they
encounter their neighbors and commence
feeding on bacteria. (B) Mutant animals
feed by themselves. (Courtesy of Cornelia
Bargmann, Cell 94: cover, 1998. With
permission from Elsevier.)

lethal, the functions of these genes are often studied in individuals with condi-
tional mutations. The mutant individuals function normally as long as “permis-
sive” conditions pre\raxl but demonstrate abnormal gene function when sub-
jected to “nonpermissive” (restrictive) conditions. In organisms with tempera-
ture-sensitive mutations, for example, the abnormality can be switched on and
off experimentally simply by changing the temperature; thus, a cell containing a
{temperature-sensitive mutation in a gene essential for survival will die at a non-
permissive temperature but proliferate normally at the permissive temperature
(Figure 8-55). The temperature-sensitive gene in such a mutant usually con-
ains a point mutation that causes a subtle change in its protein product.

Many temperature-sensitive mutations were found in the bacterial genes
that encode the proteins required for DNA replication. The mutants were iden-
tified by screening populations of mutagen-treated bacteria for cells that stop
‘making DNA when they are warmed from 30°C to 42°C. These mutants were
later used to identify and characterize the corresponding DNA replication pro-
teins (discussed in Chapter 5). Similarly, screens for temperature-sensitive
‘mutations led to the identification of many proteins involved in regulating the
cell cycle, as well as many proteins involved in moving proteins through the
secretory pathway in yeast (see Panel 13-1). Related screening approaches
“demonstrated the function of enzymes involved in the principal metabolic path-
‘ways of bacteria and yeast (discussed in Chapter 2) and identified many of the
‘gene products responsible for the orderly development of the Drosophila
Iembryo (discussed in Chapter 22).

‘Mutations Can Cause Loss or Gain of Protein Function

‘Gene mutations are generally classed as “loss of function” or “gain of function.”
A loss of function mutation results in a gene product that either does not work
orworks too little; thus, it reveals the normal function of the gene. A gain of func-
o mutadon el gene produc i works oo much woHS RN g5 5cmriv o amprstr
. $HACC YATREIe ; sensitive bacterial or yeast mutants.
Mutagenized cells are plated out at the
permissive temperature. They divide and
mmnt cells slmﬁfe;:te form colonies, which are transferred to
SOU RO A Svoty) two identical Petri dishes by replica
ki plating. One of these plates is incubated
at the permissive temperature, the other
at the nonpermissive temperature, Cells
L containing a temperature-sensitive
:’r:tlff::;g’;:ﬂ'*:;n mutation in a gene essential for
a colony at the proliferation can divide at the normal,
nonpermissive permissive temperature but fail to divide
temperature at the elevated, nonpermissive
temperature.

colonies replicated % e
onto two identical -
plates and incubated
at two different
‘mutagenized cells temperatures
proliferate and form
tolonies at 23°C
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gain-of-function conditional loss-
wild type loss-of-function mutation mutation of-function mutation
point mutation truncation 25%C

An important early step in the genetic analysis of any mutant cell or organ-
ism is to determine whether the mutation causes a loss or a gain of function. A
standard test is to determine whether the mutation is dominant or recessive. A
dominant mutation is one that still causes the mutant phenotype, in the pres-
ence of a single copy of the wild-type gene. A recessive mutation is one that is no
longer able to cause the mutant phenotype in the presence of a single wild-type
copy of the gene. Although cases have been described in which a loss-of-func-
tion mutation is dominant or a gain-of-function mutation is recessive, in the
vast majority of cases, recessive mutations are loss of function, and dominant
mutations are gain of function. It is easy to determine if a mutation is dominant
or recessive. One simply mates a mutant with a wild-type to obtain diploid cells
or organisms. The progeny from the mating will be heterozygous for the muta-
tion. If the mutant phenotype is no longer observed, one can conclude that the
mutation is recessive and is very likely to be a loss-of-function mutation.

Complementation Tests Reveal Whether Two Mutations Are in the
Same Gene or Different Genes

A large-scale genetic screen can turn up many different mutations that show the
same phenotype. These defects might lie in different genes that function in the
same process, or they might represent different mutations in the same gene.
Alternative forms of a gene are known as alleles. The most common difference
between alleles is a substitution of a single nucleotide pair, but different alleles
can also bear deletions, substitutions, and duplications. How can we tell, then,
whether two mutations that produce the same phenotype occur in the same
gene or in different genes? If the mutations are recessive—if, for example, they
represent a loss of function of a particular gene—a complementation test can
be used to ascertain whether the mutations fall in the same or in different genes.
To test complementation in a diploid organism, an individual that is homozy-
gous for one mutation—that is, it possesses two identical alleles of the mutant
gene in question—is mated with an individual that is homozygous for the other
mutation. If the two mutations are in the same gene, the offspring show the
mutant phenotype, because they still will have no normal copies of the gene in
question (see Panel 8-1). If, in contrast, the mutations fall in different genes, the
resulting offspring show a normal phenotype, because they retain one normal
copy (and one mutant copy) of each gene; the mutations thereby complement
one another and restore a normal phenotype. Complementation testing of
mutants identified during genetic screens has revealed, for example, that 5
genes are required for yeast to digest the sugar galactose, 20 genes are needed for
E. coli to build a functional flagellum, 48 genes are involved in assembling bac-
teriophage T4 viral particles, and hundreds of genes are involved in the devel-
opment of an adult nematode worm from a fertilized egg.

Genes Can Be Ordered in Pathways by Epistasis Analysis

Once a set of genes involved in a particular biological process has been identi-
fied, the next step is often to determine in which order the genes function. Gene
order is perhaps easiest to explain for metabolic pathways, where, for example,
enzyme A is necessary to produce the substrate for enzyme B. In this case, we
would say that the gene encoding enzyme A acts before (upstream of) the gene
encoding enzyme B in the pathway. Similarly, where one protein regulates the

Figure 8-56 Gene mutations that affect
their protein product in different ways.
In this example, the wild-type protein has
a specific cell function denoted by the
red rays. Mutations that eliminate this
function, increase the function, or render
the function sensitive to higher
temperatures are shown. The
temperature-sensitive conditional
mutant protein carries an amino acid
substitution (red) that prevents its proper
folding at 37°C, but allows the protein to
fold and function normally at 25°C. Such
conditional mutations are especially
useful for studying essential genes; the
organism can be grown under the
permissive condition and then moved to
the nonpermissive condition to study the
function of the gene.
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activity of another protein, we would say that the former gene acts before the lat-
ter. Gene order can, in many cases, be determined purely by genetic analysis
without any knowledge of the mechanism of action of the gene products
involved.

Suppose we have a biosynthetic process consisting of a sequence of steps,
such that performance of a step B is conditional on completion of the preceding
step A; and suppose gene A is required for step A, and gene B is required for step
B.Then a null mutation (a mutation that abolishes function) in gene A will arrest
the process at step A, regardless of whether gene Bis functional or not, whereas
anull mutation in gene B will cause arrest at step B only if gene A is still active.
Insuch a case, gene A is said to be epistatic to gene B. By comparing the pheno-
types of the different combinations of mutations, we can therefore discover the
order in which the genes act. This type of analysis is called epistasis analysis. As
an example, the pathway of protein secretion in yeast has been analyzed in this
way. Different mutations in this pathway cause proteins to accumulate aber-
rantly in the endoplasmic reticulum (ER) or in the Golgi apparatus. When a yeast
cell is engineered to carry both a mutation that blocks protein processing in the
ER and a mutation that blocks processing in the Golgi apparatus, proteins accu-
mulate in the ER. This indicates that proteins must pass through the ER before
being sent to the Golgi before secretion (Figure 8-57). Strictly speaking, an epis-
tasis analysis can only provide information about gene order in a pathway when
both mutations are null alleles. When the mutations retain partial function, their
epistasis interactions can be difficult to interpret.

Sometimes, a double mutant will show a new or more severe phenotype
than either single mutant alone. This type of genetic interaction is called a syn-
thetic phenotype, and if the phenotype is death of the organism, it is called syn-
thetic lethality. In most cases, a synthetic phenotype indicates that the two genes
actin two different parallel pathways, either of which is capable of mediating the
same cell process. Thus, when both pathways are disrupted in the double
mutant, the process fails altogether, and the synthetic phenotype is observed.

Genes Identified by Mutations Can Be Cloned

Once the mutant organisms are produced in a genetic screen, the next task is
identifying the gene or genes responsible for the altered phenotype. If the phe-
notype has been produced by insertional mutagenesis, locating the disrupted
gene is fairly simple. DNA fragments containing the insertion (a transposon or a
retrovirus, for example) are collected and amplified by PCR, and the nucleotide
sequence of the flanking DNA is determined. Genome databases can then be
searched for open reading frames containing this flanking sequence.

If a DNA-damaging chemical was used to generate the mutations, identi-
fying the inactivated gene is often more laborious, but it can be accomplished
by several different approaches. In one, the first step is to experimentally
determine the gene’s location in the genome. To map a newly discovered gene,
its rough chromosomal location is first determined by assessing how far the
gene lies from other known genes in the genome. Estimating the distance
between genetic loci is usually done by linkage analysis, a technique that relies
on the tendency for genes that lie near one another on a chromosome to be
inherited together. Even closely linked genes, however, can be separated by

Golgi  secretory
ER  apparatus vesicles

4

secretory mutant A secretory mutant B double mutant AB
o protein accumulates protein accumulates protein accumulates
$oksin secreted in ER in Golgi apparatus in ER
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Figure 8-57 Using genetics to
determine the order of function of
genes. In normal cells, secretory proteins
are loaded into vesicles, which fuse with
the plasma membrane to secrete their
contents into the extracellular medium.
Two mutants, A and B, fail to secrete
proteins, In mutant A, secretory proteins
accumulate in the ER. In mutant B,
secretory proteins accumulate in the
Golgi. In the double mutant AB, proteins
accumulate in the ER; this indicates that
the gene defective in mutant A acts
before the gene defective in mutant B in
the secretory pathway.
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recombination during meiosis. The larger the distance between two genetic loci,
the greater the chance that they will be separated by a crossover (see Panel 8-1).
By calculating the recombination frequency between two genes, the approxi-
mate distance between them can be determined. If the position of one gene in
the genome is known, that of the second gene can thereby be estimated.

Because genes are not always located close enough to one another to allow a
precise pinpointing of their position, linkage analyses often rely on physical
markers along the genome for estimating the location of an unknown gene. These
markers are generally short stretches of nucleotides, with a known sequence and
genome location, that can exist in at least two allelic forms. The simplest markers
are single-nucleotide polymorphisms (SNPs), short sequences that differ by one
nucleotide pair among individuals in a population. SNPs can be detected by
hybridization techniques. Many such physical markers, distributed all along the
length of chromosomes, have been collected for a variety of organisms. If the dis-
tribution of these markers is sufficiently dense, one can, through a linkage anal-
ysis that tests for the tight co-inheritance of one or mare SNPs with the mutant
phenotype, narrow the potential location of a gene to a chromosomal region that
may contain only a few gene sequences. These are then considered candidate
genes, and their structure and function can be tested directly to determine which
gene is responsible for the original mutant phenotype.

Human Genetics Presents Special Problems and Opportunities

Although genetic experimentation on humans is considered unethical and is
legally banned, humans do suffer from a large variety of genetic disorders. The
linkage analysis described above can be used to identify the genes responsible
for these heritable conditions. Such studies require DNA samples from a large
number of families affected by the disease. These samples are examined for the
presence of physical markers such as SNPs that seem to be closely linked to the
disease gene, in that they are always inherited by individuals who have the dis-
ease and not by their unaffected relatives. The disease gene is then located as
described above (Figure 8-58). The genes for cystic fibrosis and Huntington's
disease, for example, were discovered in this way.

chromosome pair in same chromosome pair
mother with disease in disease-free father
defective gene
causing ctisease\
SNP marker on
this copy of
chromosome only / ‘

egg * sperm

)

disease

SNP marker = =

CONCLUSION: gene causing disease is co-inherited with SNP marker from diseased mother
in 75% of the diseased progeny. If this same correlation is observed in other families that
have been examined, the gene causing disease is mapped to this chromosome close to the
SNP. Note that an SNP that is either far away from the gene on the same chromosome or
located on a different chromosome from the gene of interest will be co-inherited only
50% of the time.

Figure 8-58 Genetic linkage analysis
using physical markers on DNA to find a
human gene. In this example, the
co-inheritance of a specific human
phenotype (here a genetic disease) with
an SNP marker. If individuals who inherit
the disease nearly always inherit a
particular SNP marker, then the gene
causing the disease and the SNP are likely
to be close together on the chromosome,
as shown here. To prove that an observed
linkage is statistically significant,
hundreds of individuals may need to be
examined. Note that the linkage will not
be absolute unless the SNP marker is
located in the gene itself. Thus,
occasionally the SNP will be separated
from the disease gene by crossing over
during meiosis in the formation of the
egg or sperm: this has happened in the
case of the chromosome pair on the far
right. When working with a sequenced
genome, this procedure would be
repeated with SNPs located on either side
of the initial SNP, until a 100%
co-inheritance is found.

Note that the egg and sperm will each
contribute only one chromosome of each
pair from the parent to the child.
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STUDYING GENE EXPRESSION AND FUNCTION

Human Genes Are Inherited in Haplotype Blocks, Which Can Aid
in the Search for Mutations That Cause Disease

With the complete human genome sequence in hand, we can now study
human genetics in a way that was impossible only a few years ago. For exam-
ple, we can begin to identify those DNA differences that distinguish one indi-
vidual from another. No two humans (with the exception of identical twins)
have the same genome. Each of us carries a set of polymorphisms—differences
in nucleotide sequence—that make us unique. These polymorphisms can be
used as markers for building genetic maps and performing genetic analyses to
link particular polymorphisms with specific diseases or predispositions to dis-
ease,

The problem is that any two humans typically differ by about 0.1% in their
nucleotide sequences (approximately one nucleotide difference every 1000
nucleotides). This translates to about 3 million differences between one per-
son and another. Theoretically, one would need to search through all 3 million
of those polymorphisms to identify the one or two that are responsible for a
particular heritable disease or disease predisposition. To reduce the number of
polymorphisms we need to examine, researchers are taking advantage of the
recent discovery that human genes tend to be inherited in blocks.

The human species is relatively young, and it is thought that we are
descended from a relatively small population of individuals who lived in Africa
:dbout 10,000 years ago. Because only a few hundred generations separate us
from this ancestral population, large segments of human chromosomes have
‘passed from parent to child unaltered by the recombination events that occur in
‘meiosis. In fact, we observe that certain sets of alleles (including SNPs) are
inherited in large blocks within chromosomes. These ancestral chromosome
segments—sets of alleles that have been inherited in clusters with little genetic
rearrangement across the generations—are called haplotype blocks. Like genes,
'SNPs, and other genetic markers—which exist in different alleleic forms—hap-
lotype blocks also come in a limited number of “flavors” that are common in the
‘human population, each of which represents an allele combination passed
~down from a shared ancestor long ago.
~ Researchers are now constructing a human genome map based on these
“haplotype blocks—called a haplotype map (hapmap). Geneticists hope that
the human haplotype map will make the search for disease-causing and dis-
ease-susceptibility genes a much more manageable task. Instead of searching
through each of the many millions of SNPs in the human population, one need
only search through a considerably smaller set of selected SNPs to identify the
haplotype block that appears to be inherited by individuals with the disease.
(These searches still involve DNA samples from large numbers of people, and
SNPs are now typically scored using robotic technologies.) If a specific haplo-
type block is more common among people with the disease than in unaffected
individuals, the mutation linked to that disease will likely be located in that
same segment of DNA (Figure 8-59). Researchers can then zero in on the spe-
cific region within the block to search for the specific gene associated with the
disease. This approach should, in principle, allow one to analyze the genetics
of those common diseases in which multiple genes confer susceptibility.

A detailed examination of haplotype blocks can even tell us whether a par-
ticular allele has been favored by natural selection. As a rule, when a new allele
of a gene arises that does not confer a selective advantage on the individual, it
will take a long time for that allele to become common in the population. The
more common—and therefore older—such an allele is, the smaller should be
the haplotype block that surrounds it, because it will have had many chances of
heing separated from its neighboring variations by the recombination events
that occur in meiosis generation after generation.

A new allele may quickly spread in a population, however, if it confers some
dramatic advantage on the organism. For example, mutations or variations that
make an organism more resistant to an infection might be selected for because
organisms with this variation would be more likely to survive and pass the
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CONCLUSION: A MUTATION IN GENE 1 CAUSES THE DISEASE

mutation on to their offspring. Working with haplotype maps of individual
genes, researchers have detected such positive selection for two human genes
that confer resistance to malaria. The alleles that confer resistance are
widespread in the population, but they are embedded in unusually large haplo-
type blocks, suggesting that they rose to prominence recently in the human gene
pool (Figure 8-60).

In revealing the paths along which humans evolved, the human haplotype
map provides a new window into our past; in helping us discover the genes that
make us susceptible or resistant to disease, the map may also provide a rough
guide to our individual futures.
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Figure 8-59 Tracing the inheritance of
SNPs within haplotype blocks to reveal
the location of a disease-causing gene.
An ancestor who acquires a disease-
causing mutation in gene 1 will pass that
mutation along to his or her descendants,
Part of this gene is embedded within a
haplotype block (red shading)—a cluster of
variations (about 30 SNPs) that have been
passed along from the ancestor in a
continuous chunk. In the 400 generations
that separate the ancestor from modern
descendants with the disease, SNPs
located over most of the ancestral
200,000-nucleotide-pair region shown
have been shuffled by meiotic
recombination in the descendant genome
(blue). (Note that the overlap of yellow and
red is seen as orange, and the overlap of
yellow and blue is seen as green.) The 30
SNPs within the haplotype block, however,
have been inherited as a group, as no
crossover events have yet separated them.
To locate a gene that causes the inherited
disease, the SNP patterns in a number of
people who have the disease need to be
analyzed. An individual with the disease
will retain the ancestral pattern of SNPs
located within the haplotype block shown,
revealing that the disease-causing
mutation is likely to lie within that
haplotype block—thus in gene 1. The
beauty of using haplotype maps for this
type of linkage analysis is that only a
fraction of the total SNPs need to be
examined: one should be able to locate
genes after searching through only about
10% of the 3 million useful SNPs present in
the human genome.

Figure 8-60 Identification of alleles that
have been selected for in fairly recent
human history by the unusually large
haplotype blocks in which they are
embedded. The SNPs are indicated in this.
diagram by vertical bars, which are shown'
as white or black according to their DNA
sequence, Haplotype blocks are shaded in
red, genes in yellow, and the rest of the
chromosome in blue. These data suggest
that this particular allele of gene 2 arose
relatively recently in human history,
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Complex Traits Are Influenced by Multiple Genes

Aconcert pianist might have an aunt who plays the violin. In another family, the
parents and the children might all be fat. In a third family, the grandmother
might be an alcoholic, and her grandson might abuse drugs. To what extent are
such characteristics—musical ability, obesity, and addiction—inherited geneti-
cally? This is a very difficult question to answer. Some traits or diseases “run in
~ families” but appear in only a few relatives or with no easily discernible pattern.
Characteristics that do not follow simple (sometimes called Mendelian) pat-
terns of inheritance but have a genetically inherited component are termed
‘complex traits. These traits are often polygenic; that is, they are influenced by
multiple genes, each of which makes a small contribution to the phenotype in
question. The effects of these genes are additive, which means that, together,
they produce a continuum of varying features within the population. Individu-
~ ally, the genes that contribute to a polygenic trait are distributed to offspring in
simple patterns, but because they all influence the phenotype, the pattern of
~traits inherited by offspring is often highly complex.
A simple example of a polygenic trait is eye color, which is determined by
‘enzymes that control the distribution and production of the pigment melanin:
the more melanin produced, the darker the eye color. Because numerous genes
_contribute to the formation of melanin, eye color in humans shows enormous
variation, from the palest gray to a dark chocolate brown.

Although diseases based on mutations in single genes (for example, sickle-
cell anemia and hemophilia) were some of the earliest recognized human inher-
ited phenotypes, only a small fraction of human traits are dictated by single
‘genes. The most obvious human phenotypes—from height, weight, eye color,
and hair color to intelligence, temperament, sociability, and humor—arise from
the interaction of many genes. Multiple genes also almost certainly underlie a
propensity for the most common human diseases: diabetes, heart disease, high
blood pressure, allergies, asthma, and various mental ilinesses, including major
depression and schizophrenia. Researchers are exploring new strategies—
including the use of the haplotype maps discussed earlier—to understand the
complex interplay between genes that act together to determine many of our
most “human” traits.

Reverse Genetics Begins with a Known Gene and Determines
Which Cell Processes Require Its Function

As we have seen, classical genetics starts with a mutant phenotype (or, in the
case of humans, a range of characteristics) and identifies the mutations (and
consequently the genes) responsible for it. Recombinant DNA technology, in
combination with genome sequencing, has made possible a different type of
genetic approach. Instead of beginning with a mutant organism and using it to
identify a gene and its protein, an investigator can start with a particular gene
and proceed to make mutations in it, creating mutant cells or organisms so as to
analyze the gene's function. Because this approach reverses the traditional
direction of genetic discovery—proceeding from genes to mutations, rather
than vice versa—it is commonly referred to as reverse genetics.

Reverse genetics begins with a cloned gene, a protein with interesting
properties that has been isolated from a cell, or simply a genome sequence. If
the starting point is a protein, the gene encoding it is first identified and, if
necessary, its nucleotide sequence is determined. The gene sequence can then
be altered in vitro to create a mutant version, This engineered mutant gene,
together with an appropriate regulatory region, is transferred into a cell where
it can integrate into a chromosome, becoming a permanent part of the cell’s
genome. All of the descendants of the modified cell will now contain the
‘mutant gene.

If the original cell used for the gene transfer is a fertilized egg, whole multi-
cellular organisms can be obtained that contain the mutant gene, provided that
the mutation does not cause lethality. In some of these animals, the altered gene
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will be incorporated into the germ cells—a germ-line mutation—allowing the
mutant gene to be passed on to their progeny.

Genes Can Be Engineered in Several Ways

We have seen that mutant organisms lacking a particular gene may quickly
reveal the function of the protein it encodes. For this reason, a gene “knock-
out”—in which both copies of the gene in a diploid organism have been inacti-
vated or deleted—is a particularly useful type of mutation. However, there are
many more types of genetic alterations available to the experimenter. For exam-
ple, by altering the regulatory region of a gene before it is reintegrated into the
genome, one can create mutant organisms in which the gene product is
expressed at abnormally high levels, in the wrong tissue, or at the wrong time in
development (Figure 8-61). By placing the gene under the control of an
inducible promoter, the gene can be switched on or off at any time, and the
effects observed. Inducible promoters that function in only a specific tissue can
be used to monitor the effects of shutting the gene off (or turning it on) in that
particular tissue. Finally, dominant-negative mutations are often employed par-
ticularly in those organisms in which it is simpler to add an altered gene to the
genome than to replace the endogenous genes with it. The dominant-negative
strategy exploits the fact that most proteins function as parts of larger protein
complexes. The inclusion of just one nonfunctional component can often inac-
tivate such complexes. Therefore, by designing a gene that produces large quan-
tities of a mutant protein that is inactive but still able to assemble into the com-
plex, it is often possible to produce a cell in which all the complexes are inacti-
vated despite the presence of the normal protein (Figure 8-62).

As noted in the earlier discussion of classical genetics, if a protein is required
for the survival of the cell (or the organism), a dominant-negative mutant will be
inviable, making it impossible to test the function of the protein. To avoid this
problem in reverse genetics, one can couple the mutant gene to an inducible
promoter in order to produce the faulty gene product only on command—for
example, in response to an increase in temperature or to the presence of a spe-
cific signal molecule.

In studying the action of a gene and the protein it encodes, one does not
always wish to make drastic changes—flooding cells with huge quantities of the
protein or eliminating a gene product entirely. It is sometimes useful to make
slight changes in a protein’s structure so that one can begin to dissect which por-
tions of a protein are important for its function. The activity of an enzyme, for
example, can be studied by changing a single amino acid in its active site. Spe-
cial techniques are required to alter genes (and thus their protein products) in
such subtle ways. The first step is often the chemical synthesis of a short DNA
molecule containing the desired altered portion of the gene’s nucleotide
sequence. This synthetic DNA oligonucleotide is hybridized with single-
stranded plasmid DNA that contains the DNA sequence to be altered, using con-
ditions that allow imperfectly matched DNA strands to pair. The synthetic
oligonucleotide will now serve as a primer for DNA synthesis by DNA poly-
merase, thereby generating a DNA double helix that incorporates the altered

complex of mutant
protein and normal
protein

normal protein
in complex

INACTIVE INACTIVE

Figure 8-61 Ectopic misexpression of
Whnt, a signaling protein that affects
development of the body axis in the
early Xenopus embryo. In this
experiment, mRNA coding for Wnt was
injected into the ventral vegetal
blastomere, inducing a second body axis
(discussed in Chapter 22). (From S. Sokol
et al, Cell 67:741-752, 1991, With
permission from Elsevier.)

Figure 8-62 A dominant-negative effect
of a protein. Here, a gene is engineered
to produce a mutant protein that
prevents the normal copies of the same
protein from performing their function.
In this simple example, the normal
protein must form a multisubunit
complex to be active, and the mutant
protein blocks function by forming a
mixed complex that is inactive. In this
way, a single copy of a mutant gene
located anywhere in the genome can
inactivate the normal products produced
by other gene copies.
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_sequence into one of its two strands. After transfection, plasmids that carry the
fully modified gene sequence are obtained. The modified DNA is then inserted
into an expression vector so that the redesigned protein can be produced in the
_appropriate type of cells for detailed studies of its function. By changing selected
‘amino acids in a protein in this way—a technique called site-directed mutage-
nesis—one can determine exactly which parts of the polypeptide chain are
important for such processes as protein folding, interactions with other pro-
teins, and enzymatic catalysis (Figure 8-63).

Engineered Genes Can Be Inserted into the Germ Line of Many
Organisms

Altered genes can be introduced into cells in a variety of ways. DNA can be
microinjected into mammalian cells with a glass micropipette or introduced by
avirus that has been engineered to carry foreign genes. In plant cells, genes are
frequently introduced by a technique called particle bombardment: DNA sam-
ples are painted onto tiny gold beads and then literally shot through the cell wall
with a specially modified gun. Electroporation is the method of choice for intro-

shock renders the cell membrane temporarily permeable, allowing foreign DNA
to enter the cytoplasm.
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Figure 8-63 The use of a synthetic
oligonucleotide to modify the protein-
«coding region of a gene by site-directed
mutagenesis. (A) A recombinant plasmid
‘containing a gene insert is separated into
its two DNA strands. A synthetic
oligonucleotide primer corresponding to
part of the gene sequence but containing
a single altered nucleotide at a
predetermined point is added to the
single-stranded DNA under conditions
that permit imperfect DNA hybridization
(see Figure 8-36). (B) The primer
hybridizes to the DNA, forming a single
‘mismatched nucleotide pair. (C) The
recombinant plasmid is made double-
stranded by in vitro DNA synthesis
(starting from the primer) followed by
sealing by DNA ligase. (D) The double-
stranded DNA is introduced into a cell,
where it is replicated. Replication using
one strand of the template produces a
normal DNA molecule, but replication
using the other strand (the one that
contains the primer) produces a DNA
molecule carrying the desired mutation.
Only half of the progeny cells will end up
with a plasmid that contains the desired
mutant gene. However, a progeny cell
that contains the mutated gene can be
identified, separated from other cells, and
cultured to produce a pure population of
cells, all of which carry the mutated gene.
Only one of the many changes that can:
be engineered in this way is shown here.
With an oligonucleotide of the
appropriate sequence, more than one
amino acid substitution can be made at a
time, or one or more amino acids can be
inserted or deleted. Although not shown
in this figure, it is also possible to create a
site-directed mutation by using the
appropriate oligonucleotides and PCR
(instead of plasmid replication) to amplify
the mutated gene.
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Unlike higher eucaryotes (which are multicellular and diploid), bacteria,
yeasts, and the cellular slime mold Dictyostelium generally exist as haploid sin-
gle cells. In these organisms, an artificially introduced DNA molecule carrying a
mutant gene can, with a relatively high frequency, replace the single copy of the
normal gene by homologous recombination; it is therefore easy to produce cells
in which the mutant gene has replaced the normal gene (Figure 8-64A). In this
way, cells can be made in order to miss a particular protein or produce an altered
form of it. The ability to perform direct gene replacements in lower eucaryotes,
combined with the power of standard genetic analyses in these haploid organ-
isms, explains in large part why studies in these types of cells have been so
important for working out the details of those cell processes that are shared by
all eucaryotes.

Animals Can Be Genetically Altered

Gene additions and replacements are also possible, but more difficult to per-
form, in animals and plants. Animals and plants that have been genetically engi-
neered by either gene insertion, gene deletion, or gene replacement are called
transgenic organisms, and any foreign or modified genes that are added are
called transgenes. We concentrate our discussion on transgenic mice, as enor-
mous progress is being made in this area. If a DNA molecule carrying a mutated
mouse gene is transferred into a mouse cell, it usually inserts into the chromo-
somes at random, but about once in a thousand times, it replaces one of the two
copies of the normal gene by homologous recombination. By exploiting these
rare “gene targeting” events, any specific gene can be altered or inactivated in a
mouse cell by a direct gene replacement. In the special case in which both
copies of the gene of interest is completely inactivated or deleted, the resulting
animal is called a “knockout” mouse.

The technique works as follows. In the first step, a DNA fragment containing
a desired mutant gene (or a DNA fragment designed to interrupt a target gene)
isinserted into a vector and then introduced into cultured embryonic stem (ES)
cells (see Figure 8-5), which are capable of producing cells of many different
types. After a period of cell proliferation, the rare colonies of cells in which a
homologous recombination event is likely to have caused a gene replacement to
occur are isolated. The correct colonies among these are identified by PCR or by
Southern blotting: they contain recombinant DNA sequences in which the
inserted fragment has replaced all or part of one copy of the normal gene. In the
second step, individual ES cells from the identified colony are taken up into a
fine micropipette and injected into an early mouse embryo. The transfected ES
cells collaborate with the cells of the host embryo to produce a normal-looking
mouse; large parts of this chimeric animal, including—in favorable cases—cells
of the germ line, often derive from the transfected ES cells (Figure 8-65).

The mice with the transgene in their germ line are then bred to produce both
amale and a female animal, each heterozygous for the gene replacement (that
is, they have one normal and one mutant copy of the gene). When these two

1

Figure 8-64 Gene replacement, gene
knockout, and gene addition.

A normal gene can be altered in several
ways to produce a transgenic organism.
{A) The normal gene (green) can be
completely replaced by a mutant copy of
the gene (red). This provides information
on the activity of the mutant gene
without interference from the normal
gene, and thus the effects of small and
subtle mutations can be determined.

(B) The normal gene can be inactivated
completely, for example, by making a
large deletion in it. (C) A mutant gene can
simply be added to the genome. In some
organisms this is the easiest type of
genetic engineering to perform. This
approach can provide useful information
when the introduced mutant gene
overrides the function of the normal
gene, as with a dominant-negative
mutation (see Figure 8-62).
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mice are mated, one-fourth of their progeny will be homozygous for the altered
Studies of these homozygotes allow the function of the altered gene—or
the effects of eliminating the gene's activity—to be examined in the absence of
the corresponding normal gene.
- The ability to prepare transgenic mice lacking a known normal gene has
been a major advance, and the technique is now being used to determine the
functions of all mouse genes (Figure 8-66). A special technique is used to pro-
duce conditional mutants, in which a selected gene becomes disrupted in a spe-
cific tissue at a certain time in development. The strategy takes advantage of a
site-specific recombination system to excise—and thus disable—the target gene
ina particular place or at a particular time. The most common of these recom-
bination systems, called Cre/lox, is widely used to engineer gene replacements
inmice and in plants (see Figure 5-79). In this case, the target gene in ES cells is
teplaced by a fully functional version of the gene that is flanked by a pair of the

(A) ES cells growing (8) female mouse
in culture
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== FRAGMENT CONTAINING
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Figure 8-65 Summary of the procedures
used for making gene replacements in
mice. In the first step (A), an altered
version of the gene Is introduced into
cultured ES (embryonic stem) cells. Only
a few rare ES cells will have their
corresponding normal genes replaced by
the altered gene through a homologous
recombination event. Although the
procedure is often laborious, these rare
cells can be identified and cultured to
produce many descendants, each of
which carries an altered gene in place of
one of its two normal corresponding
genes. In the next step of the procedure
(B), these altered ES cells are injected into
a very early mouse embryo; the cells are
incorporated into the growing embryo,
and a mouse produced by such an
embryo will contain some somatic cells
(indicated by orange) that carry the
altered gene. Some of these mice will
also contain germ-line cells that contain
the altered gene; when bred with a
normal mouse, some of the progeny of
these mice will contain one copy of the
altered gene in all of their cells. If two
such mice are bred (not shown), some of
the progeny will contain two altered
genes (one on each chromosome) in all
of their cells.

If the original gene alteration
completely inactivates the function of
the gene, these homozygous mice are
known as knockout mice. When such
mice are missing genes that function
during development, they often die with
specific defects long before they reach
adulthood. These lethal defects are
carefully analyzed to help determine the
normal function of the missing gene.
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short DNA sequences, called lox sites, that are recognized by the Cre recombinase
protein. The transgenic mice that result are phenotypically normal. They are
then mated with transgenic mice that express the Cre recombinase gene under
the control of an inducible promoter. In the specific cells or tissues in which Cre
is switched on, it catalyzes recombination between the lox sequences—excising
a target gene and eliminating its activity. Similar recombination systems are
used to generate conditional mutants in Drosophila (see Figure 22-49).

Transgenic Plants Are Important for Both Cell Biology and
Agriculture

A damaged plant can often repair itself by a process in which mature differenti-
ated cells “dedifferentiate,” proliferate, and then redifferentiate into other cell
types. In some circumstances, the dedifferentiated cells can even form an apical
meristem, which can then give rise to an entire new plant, including gametes.
This remarkable developmental plasticity of plant cells can be exploited to gen-
erate transgenic plants from cells growing in culture.

When a piece of plant tissue is cultured in a sterile medium containing
nutrients and appropriate growth regulators, many of the cells are stimulated to
proliferate indefinitely in a disorganized manner, producing a mass of relatively
undifferentiated cells called a callus. By carefully manipulating the nutrients
and growth regulators, one can induce the formation of shoot and then root api-
cal meristems within the callus, and, in many species, regenerate a whole new
plant.

Callus cultures can also be mechanically dissociated into single cells, which
will grow and divide as a suspension culture. In several plants—including
tobacco, petunia, carrot, potato, and Arabidopsis—a single cell from such a sus-
pension culture can be grown into a small clump (a clone) from which a whole
plant can be regenerated. Such a cell, which has the ability to give rise to all parts
of the organism, is considered totipotent. Just as mutant mice can be derived by
the genetic manipulation of ES cells in culture, so transgenic plants can be cre-
ated from single totipotent plant cells that have been transfected with DNA in
culture (Figure 8-67).

The ability to produce transgenic plants has greatly accelerated progress in
many areas of plant cell biology. It has had an important role, for example, in iso-
lating receptors for growth regulators and in analyzing the mechanisms of mor-
phogenesis and of gene expression in plants. It has also opened up many new
possibilities in agriculture that could benefit both farmer and consumer. It has
made it possible, for example, to modify the lipid, starch, and protein stored in
seeds, to impart pest and virus resistance to plants, and to create modified
plants that tolerate extreme habitats such as salt marshes or water-stressed soil.

Many of the major advances in understanding animal development have
come from studies on the fruit fly Drosophila and the nematode worm C. ele-
gans, which are amenable to classical genetic analysis, as well as to experimen-
tal manipulation. Progress in plant developmental biology has, in the past, been
relatively slow by comparison. Many of the plants that have proved most
amenable to genetic analysis—such as maize and tomato—have long life cycles
and very large genomes, making both classical and molecular genetic analysis
very time-consuming. Increasing attention is consequently being paid to a fast-
growing small weed, the common wall cress (Arabidopsis thaliana), which has

Figure 8-66 Transgenic mice engineered
to express a mutant DNA helicase show
premature aging. The helicase, encoded
by the Xpd gene, is involved in both
transcription and DNA repair. Compared
with a wild-type mouse of the same age
(A), a transgenic mouse that expresses a
defective version of Xpd (B) exhibits many
of the symptoms of premature aging,
including osteoporosis, emaciation, early
graying, infertility, and reduced life-span.
The mutation in Xpd used here impairs
the activity of the helicase and mimics a
mutation that in humans causes
trichothiodystrophy, a disorder
characterized by brittle hair, skeletal
abnormalities, and a very reduced life
expectancy. These results indicate that an
accumulation of DNA damage can
contribute to the aging process in both
humans and mice. (From J. de Boer et al,
Science 296:1276-1279, 2002. With
permission from AAAS.)
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several major advantages as a “model plant” (see Figures 1-46 and 22-112). The
relatively small Arabidopsis genome was the first plant genome to be completely
uenced, and the pace of research on this organism now rivals that of the
model animals.

Large Collections of Tagged Knockouts Provide a Tool for
Examining the Function of Every Gene in an Organism

ensive collaborative efforts are underway to assemble comprehensive
es of mutations in a variety of model organisms, including S. cerevisiae, C.
, Drosophila, Arabidopsis, and the mouse. The ultimate aim in each case is
1o produce a collection of mutant strains in which every gene in the organism has
n systematically deleted or altered in such a way that it can be conditionally
rupted. Collections of this type will provide an invaluable resource for investi-

= - . -

Figure 8-67 A procedure used to make a
transgenic plant. (A) Outline of the
process. A disc is cut out of a leaf and
incubated in culture with Agrobacterium
cells that carry a recombinant plasmid
that contains both a selectable marker
gene and a desired transgene. The
wounded cells at the edge of the disc
release substances that attract the
Agrobacterium cells and cause them to
inject DNA into these cells. Only those
plant cells that take up the appropriate
DNA and express the selectable marker
gene survive to proliferate and form a
callus. The manipulation of growth
regulators and nutrients supplied to the
callus induces it to form shoots, which
subsequently root and grow into adult
plants carrying the transgene. (B) The
preparation of the recombinant plasmid
and its transfer to plant cells. An
Agrobacterium plasmid that normally
carries the T-DNA sequence is modified by
substituting a selectable marker gene
(such as the kanamycin-resistance gene)
and a desired transgene between the
25-nucleotide-pair T-DNA repeats. When
the Agrobacterium recognizes a plant cell,
it efficiently passes a DNA strand that
carries these sequences into the plant cell,
using the special machinery that normally
transfers the plasmid’s T-DNA sequence.
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Figure 8-68 Making collections of mutant organisms. (A) A deletion cassette for use in yeast contains DNA sequences (red)

homologous to each end of a target gene x, a selectable marker gene (blue), and a unique “barcode” sequence
approximately 20 nucleotide pairs in length (green). This DNA is introduced into yeast cells, where it readily replaces the
target gene by homologous recombination. By using a collection of such cassettes, each specific for one gene, a library of
yeast mutants can be constructed containing a mutant for every gene. (B) A similar approach can be taken to prepare
tagged knockout mutants in Arabidopsis and Drosophila. In this case, mutations are generated by the accidental insertion of
a transposable element into a target gene. The total DNA from the resulting organism can be collected and quickly screened
for disruption of a gene of interest by using PCR primers that bind to the transposable element and to the target gene.

A PCR product is detected on the gel only if the transposable element has inserted into the target gene (see Figure 8-45).

gating gene function on a genomic scale. In some cases, each of the individual
mutations within the collection will express a distinct molecular tag—in the form
of a unique DNA sequence—designed to make identification of the altered gene
rapid and routine.

In S. cerevisiae, the task of generating a complete set of 6000 mutants, each
missing only one gene, is made simpler by yeast’s propensity for homologous
recombination. For each gene, a “deletion cassette” is prepared. The cassette
consists of a special DNA molecule that contains 50 nucleotides identical in
sequence to each end of the targeted gene, surrounding a selectable marker. In
addition, a special “barcode” sequence tag is embedded in this DNA molecule to
facilitate the later rapid identification of each resulting mutant strain (Figure
8-68). A large mixture of such gene knockout mutants can then be grown under
various selective test conditions—such as nutritional deprivation, a tempera-
ture shift, or the presence of various drugs—and the cells that survive can be
rapidly identified by their unique sequence tags. By assessing how well each
mutant in the mixture fares, one can begin to assess which genes are essential,
useful, or irrelevant for growth under the various conditions.

The challenge in deriving information from the study of such yeast mutants
lies in deducing a gene's activity or biological role based on a mutant phenotype.
Some defects—an inability to live without histidine, for example—point directly
to the function of the wild-type gene. Other connections may not be so obvious.
What might a sudden sensitivity to cold indicate about the role of a particular
gene in the yeast cell? Such problems are even greater in organisms that are
more complex than yeast. The loss of function of a single gene in the mouse, for
example, may affect many different tissue types at different stages of develop-
ment—whereas the loss of other genes may have no obvious effect. Adequately
characterizing mutant phenotypes in mice often requires a thorough examina-
tion, along with extensive knowledge of mouse anatomy, histology, pathology,
physiology, and complex behavior.

The insights generated by examination of mutant libraries, however, will be
great. For example, studies of an extensive collection of mutants in Mycoplasma
genitalium—the organism with the smallest known genome—have identified
the minimum complement of genes essential for cellular life. Analysis of the
mutant pool suggests that growth under laboratory conditions requires about
three-quarters of the 480 protein-coding genes in M. genitalium. Approximately

LCY Biotechnology Holding, Inc.

Ex. 1057
Page 228 of 240



UDYING GENE EXPRESSION AND FUNCTION

100 of these essential genes are of unknown function, which suggests that a sur-
prising number of the basic molecular mechanisms that underlie life have yet to
be discovered.

RNA Interference Is a Simple and Rapid Way to Test Gene
Function

Although knocking out a gene in an organism and studying the consequences is
perhaps the most powerful approach for understanding the functions of the
gene, a much easier way to inactivate genes has been recently discovered. Called
RNA interference (RNAI, for short), this method exploits a natural mechanism
used in many plants, animals, fungi, and protozoa to protect themselves against
certain viruses and transposable elements (see Figure 7-115). The technique
introduces into a cell or organism a double-stranded RNA molecule whose
nucleotide sequence matches that of part of the gene to be inactivated. After the
RNA is processed, it hybridizes with the mRNA produced by the target gene and
directs its degradation. The cell subsequently uses small fragments of this
degraded RNA to produce more double-stranded RNA, which directs the con-
tinued elimination of the target mRNA. Because these short RNA fragments can
be passed on to progeny cells, RNAi can cause heritable changes in gene expres-
sion. But, as we saw in Chapter 7, there is a second mechanism through which
RNAI can stably inactivate genes. RNA fragments produced by degradation in
the cytosol can enter the nucleus and interact with the target gene itself, direct-
ing its packaging into a transcriptionally repressed form of chromatin. This dual
mode of controlling gene expression makes RNAi an especially effective tool for
shutting down genes, one at a time.

RNAI is frequently used to inactivate genes in Drosophila and mammalian
cell culture lines. Indeed, sets of 15,000 Drosophila RNAi molecules (one for
every gene) allow researchers, in several months, to test the role of every fly gene
inany process that can be monitored using cultured cells. Soon, it will be possi-
ble to carry out the same type of analysis with the 25,000 mouse and human
genes. RNAi has also been widely used to study gene function in the nematode,
C. elegans. When working with worms, introducing the double-stranded RNA is
quite simple: the RNA can be injected directly into the intestine of the animal, or
the worm can be fed with E. coli engineered to produce the RNA (Figure 8-69).
The RNA is distributed throughout the body of the worm, where it inhibits
expression of the target gene in different tissue types. Because the entire genome
of C. elegans has been sequenced, RNAI is being used to help in assigning func-
tions to the entire complement of worm genes.

More recently, a related technique has also been widely applied to mice. In
this case, the RNAI is not injected or fed to the mouse; rather, recombinant DNA
techniques are used to make transgenic animals that express the RNAi under the
control of an inducible promoter. Often this is a specially designed RNA that can
fold back on itself and, through base pairing, produce a double-stranded region

1 E. coli, expressing 1~ 2 doublestranded RNA
double-stranded | injected into gut
RNA, eaten by worm \%

@ i
D
(A)

Figure 8-69 Dominant-negative mutation created by RNA interference. (A) Double-
stranded RNA (dsRNA) can be introduced into C. elegans (1) by feeding the worms
with E. coli expressing the dsRNA or (2) by injecting dsRNA directly into the gut.

(B) Wild-type worm embryo shortly after the egg has been fertilized. The egg and
sperm pronuclei (red arrowheads) have migrated and come together in the posterior
half of the embryo. (C) Worm embryo at the same stage in which a gene involved in
cell division has been inactivated by RNAI. The two pronuclei have failed to migrate.
(B and C, from P. Génczy et al., Nature 408:331-336, 2000. With permission from
Macmillan Publishers Ltd.)
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that is recognized by the RNAi machinery. The process inactivates only the genes
that exactly match the RNAi sequence. Depending on the inducible promoter
used, the RNAi can be produced only in a specified tissue or only at a particular
time in development, allowing the functions of the target genes to be analyzed
in elaborate detail.

RNAi has made reverse genetics simple and efficient in many organisms, but
it has several potential limitations compared with true genetic knockouts. For
unknown reasons, RNAi does not efficiently inactivate all genes. Moreover,
within whole organisms, certain tissues may be resistant to the action of RNAi
(for example, neurons in nematodes). Another problem arises because many
organisms contain large gene families, the members of which exhibit sequence
similarity. RNAi therefore sometimes produces “off-target” effects, inactivating
related genes in addition to the targeted gene. One strategy to avoid such prob-
lems is to use multiple small RNA molecules matched to different regions of the
same gene. Ultimately, the results of any RNAi experiment must be viewed as a
strong clue to, but not necessarily a proof of, normal gene function.

Reporter Genes and In Situ Hybridization Reveal When and Where
a Gene Is Expressed

Important insights into gene function can often be obtained by examining when
and where a gene is expressed in the cell or in the whole organism. Determining
the pattern and timing of gene expression can be accomplished by replacing the
coding portion of the gene under study with a reporter gene. In most cases, the
expression of the reporter gene is then monitored by tracking the fluorescence
or enzymatic activity of its protein product (see Figures 9-26 and 9-27).

As discussed in detail in Chapter 7, regulatory DNA sequences, located
upstream or downstream of the coding region, control gene expression. These
regulatory sequences, which determine exactly when and where the gene is
expressed, can be easily studied by placing a reporter gene under their control
and introducing these recombinant DNA molecules into cells (Figure 8-70).

coding sequence

for protein X
normal T 1
! 2 3 start site for RNA it f | X
N ! 7/ art site for pattern of normal gene
Dh::gsl;l:::;yces synthesis expression
that determine the
expression of gene X coding sequence for cells -

reporter protein Y A B G D B

recombinant s
————————— — | W |
1 2 3 z
pattern of reporter gene Y
expression

INS. —regulatory sequence 3 normally turns on gene X in cell B
—regulatory sequence 2 normally turns on gene X in cells D, E, and F
—regulatory sequence 1 normally turns off gene X in cell D

Figure 8-70 Using a reporter protein to
determine the pattern of a gene’s
expression. (A) In this example, the
coding sequence for protein X is replaced
by the coding sequence for reporter
protein Y. The expression pattern for

X and Y are the same. (B) Various
fragments of DNA containing candidate
requlatory sequences are added in
combinations to produce test DNA
molecules encoding reporter gene Y.
These recombinant DNA molecules are
then tested for expression after their
transfection into a variety of different
types of mammalian cells. The resultsare
summarized in (C).

For experiments in eucaryotic cells, two
commonly used reporter proteins are the
enzyme fi-galactosidase (f-gal) (see
Figure 7-55B) and green fluorescent
protein or GFP (see Figure 9-26). Figure
7-55B shows an example in which the
P-gal gene is used to monitor the activity
of the Eve gene regulatory sequence ina
Drosophila embryo.
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It is also possible to directly observe the time and place that the mRNA prod-
uct of a gene is expressed. Although this strategy often provides the same gen-
eral information as the reporter gene approaches discussed above, there are
instances where it provides additional information; for example, when the gene
is transcribed but the mRNA is not immediately translated, or when the gene’s
final product is RNA rather than protein. This procedure, called in situ
hybridization, relies on the principles of nucleic acid hybridization described
earlier. Typically, tissues are gently fixed so that their RNA is retained in an
exposed form that can hybridize with a labeled complementary DNA or RNA
probe. In this way, the patterns of differential gene expression can be observed
in tissues, and the location of specific RNAs in cells can be determined (Figure
8-71). In the Drosophila embryo, for example, such patterns have provided new
insights into the mechanisms that create distinctions between cells in different
positions during development (described in Chapter 22).

Using similar approaches, it is also possible to visualize specific DNA
sequences in cells. In this case, tissue, cell, or even chromosome preparations
are briefly exposed to high pH to disrupt their nucleotide pairs, and nucleic acid
probes are added, allowed to hybridize with the cells’ DNA, and then visualized
{see Figure 8-35).

| Expression of Individual Genes Can Be Measured Using
Quantitative RT-PCR

Although reporter genes and in situ hybridization reveal patterns of gene expres-
sion, it is often desirable to quantitate gene expression by directly measuring
mRNA levels in cells. Although Northern blots (see Figure 8-38) can be adapted
to this purpose, a more accurate method is based on the principles of PCR (Fig-
ure 8-72). This method, called quantitative RT-PCR (reverse transcription-poly-
merase chain reaction), begins with the total population of mRNA molecules
purified from a tissue or a cell culture. It is important that no DNA be present in
the preparation; it must be purified away or enzymatically degraded. Two DNA
primers that specifically match the gene of interest are added, along with reverse
transcriptase, DNA polymerase, and the four deoxynucleoside triphosphates
needed for DNA synthesis. The first round of synthesis is the reverse transcrip-
tion of the mRNA into DNA using one of the primers. Next, a series of heating
and cooling cycles allows the amplification of that DNA strand by conventional
PCR (see Figure 8-45). The quantitative part of this method relies on a direct rela-
tionship between the rate at which the PCR product is generated and the origi-
nal concentration of the mRNA species of interest. By adding chemical dyes to
the PCR reaction that fluoresce only when bound to double-stranded DNA, a
simple fluorescence measurement can be used to track the progress of the reac-
tion and thereby accurately deduce the starting concentration of the mRNA that
is amplified (see Figure 8-72). Although it seems complicated, this quantitative
RT-PCR technique (sometimes called real time PCR) is relatively fast and simple

573

Figure 8-71 In situ hybridization for RNA
localization. (A) Expression pattern of
DeltaC mRNA in the early zebrafish
embryo. This gene codes for a ligand in
the Notch signaling pathway (discussed
in Chapter 15), and the pattern shown
here reflects its role in the development
of somites—the future segments of the
vertebrate trunk and tail. (B) High-
resolution RNA in situ localization reveals
the sites within the nucleolus of a pea
cell where ribosomal RNA is synthesized.
The sausage-like structures, 0.5-1 um in
diameter, correspond to the loops of
chromosomal DNA that contain the
genes encoding rRNA. Each small white
spot represents transcription of a single
rRNA gene. (A, courtesy of Yun-Jin Jiang;
B, courtesy of Peter Shaw.)

fluorescence ——

time (number of PCR cycles) —»

Figure 8-72 RNA levels can be
measured by quantitative RT-PCR. The
fluorescence measured is generated by a
dye that fluoresces only when bound to
the double-stranded DNA products of
the RT-PCR reaction (see Figure 8-46B).
The red sample has a higher
concentration of the mRNA being
measured than does the blue sample,
since it requires fewer PCR cycles to reach
the same half-maximal concentration of
double-stranded DNA. Based on this
difference, the relative amounts of the
mRNA in the two samples can be
precisely determined.
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Figure 8-73 Using DNA microarrays to monitor the expression of
thousands of genes simultaneously. To prepare the microarray, DNA
fragments—each corresponding to a gene—are spotted onto a slide by a
robot. Prepared arrays are also widely available commercially. In this
example, mRNA is collected from two different cell samples for a direct
comparison of their relative levels of gene expression; the two samples, for
example, could be from cells treated with a hormone and untreated cells of
the same type. These samples are converted to cDNA and labeled, one with
a red fluorochrome, the other with a green fluorochrome. The labeled
samples are mixed and then allowed to hybridize to the microarray. After
incubation, the array is washed and the fluorescence scanned. In the portion
of a microarray shown, which represents the expression of 110 yeast genes,
red spots indicate that the gene in sample 1 is expressed at a higher level
than the corresponding gene in sample 2; green spots indicate that
expression of the gene is higher in sample 2 than in sample 1. Yellow spots
reveal genes that are expressed at equal levels in both cell samples. Dark
spots indicate little or no expression in either sample of the gene whose
fragment is located at that position in the array. (Microarray courtesy of

J.L. DeRisi et al., Science 278:680-686, 1997. With permission from AAAS.)

to perform in the laboratory; it has displaced Northern blotting as the method of
choice for quantifying mRNA levels from any given gene.

Microarrays Monitor the Expression of Thousands of Genes at
Once

So far we have discussed techniques that can be used to monitor the expression
of only a single gene (or relatively few genes) at a time. Developed in the 1990s,
DNA microarrays have revolutionized the analysis of gene expression by moni-
toring the RNA products of thousands of genes at once. By examining the
expression of so many genes simultaneously, we can now begin to identify and
study the gene expression patterns that underlie cell physiology: we can see
which genes are switched on (or off) as cells grow, divide, differentiate, or
respond to hormones or to toxins.

DNA microarrays are little more than glass microscope slides studded with
a large number of DNA fragments, each containing a nucleotide sequence that
serves as a probe for a specific gene. The most dense arrays may contain tens of
thousands of these fragments in an area smaller than a postage stamp, allowing
thousands of hybridization reactions to be performed in parallel (Figure 8-73).
Some microarrays are prepared from large DNA fragments that have been gen-
erated by PCR and then spotted onto the slides by a robot. Others contain short
oligonucleotides that are synthesized on the surface of the glass wafer with tech-
niques similar to those that are used to etch circuits onto computer chips. In
either case, the exact sequence—and position—of every probe on the chip is
known. Thus, any nucleotide fragment that hybridizes to a probe on the array
can be identified as the product of a specific gene simply by detecting the posi-
tion at which it is bound.

To use a DNA microarray to monitor gene expression, mRNA from the cells
being studied is first extracted and converted to cDNA (see Figure 8-43). The
cDNA is then labeled with a fluorescent probe. The microarray is incubated with
this labeled cDNA sample and hybridization is allowed to occur (see Figure 8-73).
The array is then washed to remove cDNA that is not tightly bound, and the posi-
tions in the microarray to which labeled DNA fragments have bound are identified
by an automated scanning-laser microscope. The array positions are then
matched to the particular gene whose sample of DNA was spotted in this location.

Typically the fluorescent DNA from the experimental samples (labeled, for
example, with a red fluorescent dye) are mixed with a reference sample of cDNA
fragments labeled with a differently colored fluorescent dye (green, for example).
Thus, if the amount of RNA expressed from a particular gene in the cells of inter-
est is increased relative to that of the reference sample, the resulting spot is red.
Conversely, if the gene's expression is decreased relative to the reference sample,
the spot is green. If there is no change compared to the reference sample, the spot

collection of gene-specific DNA molecules

PCR amplification

'

robotic ‘printing’ onto glass slide

mRNA from mRNA from
sample 1 labeled sample 2 labeled
with red with green
fluorochrome fluorochrome
HYBRIDIZE
WASH

}

SCAN RED AND GREEN SIGNALS
AND COMBINE IMAGES |

‘ |

small region of microarray representing
expression of 110 genes from yeast
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Figure 8-74 Using cluster analysis to identify sets of genes that are coordinately regulated. Genes that belong to the
same cluster may be involved in common pathways or processes. To perform a cluster analysis, microarray data are obtained
from cell samples exposed to a variety of different conditions, and genes that show coordinate changes in their expression
pattern are grouped together. In this experiment, human fibroblasts were deprived of serum for 48 hours; serum was then
added back to the cultures at time 0 and the cells were harvested for microarray analysis at different time points. Of the
8600 genes analyzed on the DNA microarray, just over 300 showed threefold or greater variation in their expression patterns
in response to serum re-introduction. Here, red indicates an increase in expression; green is a decrease in expression. On the
basis of the results of many microarray experiments, the 8600 genes have been grouped in clusters based on similar
patterns of expression. The results of this analysis show that genes involved in wound healing are turned on in response to
serum, while genes involved in regulating cell cycle progression and cholesterol biosynthesis are shut down. (From

M.B. Eisen et al., Proc. Natl Acad. Sci. U.5.A. 95:14863-14868, 1998. With permission from National Academy of Sciences.)

isyellow. Using such an internal reference, gene expression profiles can be tab-
ulated with great precision.

So far, DNA microarrays have been used to examine everything from the
changes in gene expression that make strawberries ripen to the gene expression
“signatures” of different types of human cancer cells (see Figure 7-3); or from
changes that occur as cells progress through the cell cycle to those made in
response to sudden shifts in temperature. Indeed, because microarrays allow
the simultaneous monitoring of large numbers of genes, they can detect subtle
changes in a cell, changes that might not be manifested in its outward appear-
ance or behavior.

Comprehensive studies of gene expression also provide an additional layer
of information that is useful for predicting gene function. Earlier, we discussed
how identifying a protein’s interaction partners can yield clues about that pro-
tein’s function. A similar principle holds true for genes: information about a
gene’s function can be deduced by identifying genes that share its expression
pattern. Using a technique called cluster analysis, one can identify sets of genes
that are coordinately regulated. Genes that are turned on or turned off together
under different circumstances are likely to work in concert in the cell: they may
encode proteins that are part of the same multiprotein machine, or proteins that
are involved in a complex coordinated activity, such as DNA replication or RNA
splicing. Characterizing a gene whose function is unknown by grouping it with
known genes that share its transcriptional behavior is sometimes called “guilt by
association.” Cluster analyses have been used to analyze the gene expression
profiles that underlie many interesting biological processes, including wound
healing in humans (Figure 8-74).

In addition to monitoring the level of mRNA corresponding to every gene in
a genome, DNA microarrays have many other uses. For example, they can be
used to monitor the progression of DNA replication in a cell (see Figure 5-32)
and, when combined with immunoprecipitation, can pinpoint every position in
the genome occupied by a given gene regulatory protein (see Figure 7-32).
Microarrays can also be used to quickly identify disease-causing microbes by
hybridizing DNA from infected tissues to an array containing genomic DNA
sequences from large collections of pathogens.

Single-Cell Gene Expression Analysis Reveals Biological “Noise”

The methods for monitoring mRNAs just described give average expression lev-
els for each mRNA across a large population of cells. By using a fluorescent
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reporter protein whose expression is under the control of a promoter of interest,
it is also possible to accurately measure expression levels in individual cells.
These new approaches have revealed a startling amount of variability, often
called biological noise, between the individual cells in a homogeneous popula-
tion of cells, These studies have also revealed the presence of distinct subpopu-
lations of cells whose existence would be masked if only the average across a
whole population were considered. For example, a bimodal distribution of
expression levels would indicate that the cells can exist in two distinct states
(Figure 8-75), with the average expression level of the population being some-
where between them. The behavior of individual cells has important implica-
tions for understanding biology, for example, by revealing that some cells con-
stantly and rapidly switch back and forth between two states.

Currently, there are two approaches for monitoring gene expression in indi- Figure 8-75 Different levels of gene
vidual cells. In the imaging approach, live cells are mounted on a slide and  expression in individual cells within a
viewed through a fluorescence microscope. This method has the advantage that population of E. coli bacteria. For this
a given cell can be followed over time, allowing temporal changes in expression ~ experiment, two different reporter
to be measured. The second approach, flow cytometry, works by streaming a  Proteins (one fluorescing green, the other
dilute suspension of cells past an illuminator and measuring the fluorescence of Ler?nc‘z:;?::febgez:?&:é:t::mz all
individual cells as they flow past the detector (see Figure 8-2). Although it has (¢ 4ha bacteria. When illuminated, some
the advantage that the expression levels of very large numbers of cells can be cells express only one gene copy, and so
measured with precision, flow cytometry does not allow a given cell to be appear either red or green, while others

tracked over time; hence, it is complementary to the imaging methods. express both gene copies, and so appear
yellow. This experiment also reveals
variable levels of fluorescence, indicating
variable levels of gene expression within
an apparently uniform population of

; : : : : - cells. (From M.B. Elowitz, AJ. Levine,
Genetics and genetic engineering provide powerful tools for the study of gene function EO. SEggia and BS: Swain; Science

in both cells and organisms. In the classical genetic approach, random mutagenesis is 297:1183-1186, 2002. With permission
coupled with screening to identify mutants that are deficient in a particular biological from AAAS.)
process. These mutants are then used to locate and study the genes responsible for that
process.
Gene function can also be ascertained by reverse genetic techniques. DNA engi-
neering methods can be used to alter genes and to re-insert them into a cell’s chromo-
somes so that they become a permanent part of the genome. If the cell used for this gene
transfer is a fertilized egg (for an animal) or a totipotent, plant cell in culture, trans-
genic organisms can be produced that express the mutant gene and pass it on to their
progeny. Especially important for cell biology is the ability to alter cells and organisms
in highly specific ways—allowing one to discern the effect on the cell or the organism
of a designed change in a single protein or RNA molecule.
Many of these methods are being expanded to investigate gene function on a
genome-wide scale. The generation of mutant libraries in which every gene in an
organism has been systematically deleted or disrupted provides invaluable tools for
exploring the role of each gene in the elaborate molecular collaboration that gives rise
to life. Technologies such as DNA microarrays can monitor the expression of thousands
of genes simultaneously, providing detailed, comprehensive snapshots of the dynamic
patterns of gene expression that underlie complex cell processes.

Summary

PROBLEMS real time, using small amounts of unlabeled molecules, but
it does not give the information needed to determine the

Which statements are true? Explain why or why not. binding constant (K).

8-4  Ifeach cycle of PCR doubles the amount of DNA syn-
thesized in the previous cycle, then 10 cycles will give a 10%
fold amplification, 20 cycles will give a 105-fold amplifica-
tion, and 30 cycles will give a 10%-fold amplification.

8-1  Because a monoclonal antibody recognizes a specific
antigenic site (epitope), it binds only to the specific protein
against which it was made.

8-2  Given the inexorable progress of technology. it seems
inevitable that the sensitivity of detection of molecules will Discuss the following problems.

ultimately be pushed beyond the yoctomole level (1024 mole). ) : :
8-5 A common step in the isolation of cells from a sam-

8-3  Surface plasmon resonance (SPR) measures associa- ple of animal tissue is to treat it with trypsin, collagenase,
tion (kon) and dissociation (ko) rates between molecules in and EDTA. Why is such a treatment necessary, and what
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does each component accomplish? And why does this treat-
ment not kill the cells?

8-6 Do you suppose it would be possible to raise an anti-
body against another antibody? Explain your answer.

8-7 Distinguish between velocity sedimentation and
equilibrium sedimentation. For what general purpose is
each technique used? Which do you suppose might be best
suited for separating two proteins of different size?

8-8 Tropomyosin, at 93 kd, sediments at 2.6 S, whereas
the 65-kd protein, hemoglobin, sediments at 4.3 S. (The sed-
imentation coefficient S is a linear measure of the rate of
sedimentation: both increase or decrease in parallel.) These
wo proteins are shown as o-carbon backbone models in
Figure Q8-1. How is it that the bigger protein sediments
more slowly than the smaller one? Can you think of an anal-
ogy from everyday experience that might help you with this
problem?

tropomyosin

4 hemoglobin

Figure Q8-1 Backbone models of tropomyosin and hemoglobin
[Problem 8-8).

8-9  Inthe classic paper that demonstrated the semi-con-
servative replication of DNA, Meselson and Stahl began by
showing that DNA itself will form a band when subjected to
equilibrium sedimentation. They mixed randomly frag-
mented E. coli DNA with a solution of CsCl so that the final
solution had a density of 1.71 g/mL. As shown in Figure
Q8-2, with increasing length of centrifugation at 70,000
times gravity, the DNA, which was initially dispersed
throughout the centrifuge tube, became concentrated over
lime into a discrete band in the middle.

A. Describe what is happening with time and explain why
the DNA forms a discrete band.

- hours centrifugal field ——s

Figure Q8-2 Ultraviolet
absorption photographs
showing successive stages
in the banding of E. coli
DNA (Problem 8-9). DNA,
which absorbs UV light,
shows up as dark regions in
the photographs. The
bottom of the centrifuge
tube is on the right. (From
M. Meselson and F.W. Stahl,
Proc. Natl Acad. Sci. U.S.A.
44:671-682, 1958. With
permission from National
Academy of Sciences.)
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B. What is the buoyant density of the DNA? (The density of
the solution at which DNA “floats” at equilibrium defines
the “"buoyant density” of the DNA.)

C. Even if the DNA were centrifuged for twice as long—or
even longer—the width of the band remains about what is
shown at the bottom of Figure Q8-2. Why does the band not
become even more compressed? Suggest some possible rea-
sons to explain the thickness of the DNA band at equilib-
rium.

8-10 Hybridoma technology allows one to generate mon-
oclonal antibodies to virtually any protein. Why is it then
that tagging proteins with epitopes is such a commonly
used technique, especially since an epitope tag has the
potential to interfere with the function of the protein?

8-11 How many copies of a protein need to be present in a
cell in order for it to be visible as a band on a gel? Assume
that you can load 100 pg of cell extract onto a gel and that
you can detect 10 ng in a single band by silver staining. The
concentration of protein in cells is about 200 mg/mL, and a
typical mammalian cell has a volume of about 1000 um® and
a typical bacterium a volume of about 1 pm?. Given these
parameters, calculate the number of copies of a 120-kd pro-
tein that would need to be present in a mammalian cell and
in a bacterium in order to give a detectable band on a gel.
You might try an order-of-magnitude guess before you make
the calculations.

8-12 You want to amplify the DNA between the two
stretches of sequence shown in Figure Q8-3. Of the listed
primers choose the pair that will allow you to amplify the
DNA by PCR.

DNA to be amplified

5'-GACCTGTGGAAGC
3°-CTGGACACCTTCG

CATACGGGATTGA-3"
GTATGCCCTAACT-5"

primers
(1) 5'-GACCTGTCCAAGC-3'
(2) 5'-CTGGACACCTTCG- 3’
(3) 5'-CGAAGGTGTCCAG- 3’
{4) 5'-GCTTCCACAGGTC-3'

(5) 5"-CATACGGGATTGA-3"
(6) 5'-GTATGCCCTAACT- 3"
(7) 5'-TGTTAGGGCATAC-3'
(8) 5°-TCAATCCCGTATG-3"

Figure Q8-3 DNA to be amplified and potential PCR primers
(Problem 8-12).

8-13 In the very first round of PCR using genomic DNA,
the DNA primers prime synthesis that terminates only when
the cycle ends (or when a random end of DNA is encoun-
tered). Yet, by the end of 20 to 30 cycles—a typical amplifi-
cation—the only visible product is defined precisely by the
ends of the DNA primers. In what cycle is a double-stranded
fragment of the correct size first generated?

8-14 Explain the difference between a gain-of-function
mutation and a dominant-negative mutation. Why are both
these types of mutation usually dominant?

8-15 Discuss the following statement: “We would have no
idea today of the importance of insulin as a regulatory hor-
mone if its absence were not associated with the devastating
human disease diabetes. It is the dramatic consequences of
its absence that focused early efforts on the identification of
insulin and the study of its normal role in physiology.”
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they prevent incompletely folded proteins from becoming irreversibly aggre-
gated. Both calnexin and calreticulin also promote the association of incom-
pletely folded proteins with another ER chaperone, which binds to cysteines
that have not yet formed disulfide bonds.

Calnexin and calreticulin recognize N-linked oligosaccharides that contain
asingle terminal glucose, and therefore bind proteins only after two of the three
glucoses on the precursor oligosaccharide have been removed by ER glucosi-
dases. When the third glucose has been removed, the protein dissociates from its
chaperone and can leave the ER.

How, then, do calnexin and calreticulin distinguish properly folded from
incompletely folded proteins? The answer lies in yet another ER enzyme, a glu-
cosyl transferase that keeps adding a glucose to those oligosaccharides that have
lost their last glucose. It adds the glucose, however, only to oligosaccharides that
are attached to unfolded proteins. Thus, an unfolded protein undergoes contin-
uous cycles of glucose trimming (by glucosidase) and glucose addition (by gly-
cosyl transferase), maintaining an affinity for calnexin and calreticulin until it
has achieved its fully folded state (Figure 12-53).

Improperly Folded Proteins Are Exported from the ER and
Degraded in the Cytosol

Despite all the help from chaperones, many protein molecules {(more than 80%
for some proteins) translocated into the ER fail to achieve their properly folded
or oligomeric state. Such proteins are exported from the ER back into the
‘cytosol, where they are degraded. The mechanism of retrotranslocation, also
called dislocation, is still unknown but is likely to be similar to other post-trans-
lational modes of translocation. For example, like translocation into mitochon-
dria or chloroplasts, chaperone proteins are probably necessary to keep the
polypeptide chain in an unfolded state prior to and during transport. Similarly,
a source of energy is required to provide directionality to the transport and to
pull the protein into the cytosol. Finally, a translocator, possibly composed of
some of the same components that are used for forward transport into the ER
(such as Sec61), is presumably necessary.

Selecting proteins from the ER for degradation is a challenging process. Mis-
folded proteins or unassembled protein subunits should be degraded, but folding

| UNFOLDED | - NORMALLY FOLDED
EXIT
—= FROM
UDP- L
—)glucose glucose { ’“:
Dp !
glucosyl
GLUCOSE transferase
TRIMMING
__ N-linked

oligosaccharide

"

glucosidase

calnexin
ER LUMEN

ER membrane

79

Figure 12-53 The role of N-linked
glycosylation in ER protein folding. The
ER-membrane-bound chaperone protein
calnexin binds to incompletely folded
proteins containing one terminal glucose
on N-linked oligosaccharides, trapping
the protein in the ER. Removal of the
terminal glucose by a glucosidase
releases the protein from calnexin. A
glucosyl transferase is the crucial enzyme
that determines whether the protein is
folded properly or not: if the protein is
still incompletely folded, the enzyme
transfers a new glucose from
UDP-glucose to the N-linked
oligosaccharide, renewing the protein's
affinity for calnexin and retaining it in the
ER. The cycle repeats until the protein has
folded completely. Calreticulin functions
similarly, except that it is a soluble ER
resident protein. Another ER chaperone,
ERp57 (not shown), collaborates with
calnexin and calreticulin in retaining an
incompletely folded protein in the ER.
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1 e Figure 12-54 The export and
¢ ‘:ﬁ degradation of misfolded ER proteins.
(1) Misfolded soluble proteins in the ER
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intermediates of newly made proteins should not. Help in making this distinc-
tion comes from the N-linked oligosaccharides, which serve as timers that mea-
sure how long a protein has spent in the ER. The slow trimming of a particular
mannose on the core-oligosaccharide tree by an enzyme (a mannosidase) in the
ER is thought to create a new oligosaccharide structure that the retrotransloca-
tion apparatus recognizes. Proteins that fold and exit from the ER faster than the
action of the mannosidase would therefore escape degradation.

Once a misfolded protein has been retrotranslocated into the cytosol, an N-
glycanase removes its oligosaccharide chains en bloc. The deglycosylated
polypeptide is rapidly ubiquitylated by ER-bound ubiquitin-conjugating
enzymes and is then fed into proteasomes (discussed in Chapter 6), where it is
degraded (Figure 12-54).

Misfolded Proteins in the ER Activate an Unfolded Protein
Response

Cells carefully monitor the amount of misfolded protein in various compart-
ments. An accumulation of misfolded proteins in the cytosol, for example, trig-
gers a heat-shock response (discussed in Chapter 6), which stimulates the tran-
scription of genes encoding cytosolic chaperones that help to refold the pro-
teins. Similarly, an accumulation of misfolded proteins in the ER triggers an
unfolded protein response, which includes an increased transcription of genes
encoding ER chaperones, proteins involved in retrotranslocation and protein
degradation in the cytosol, and many other proteins that help to increase the
protein folding capacity of the ER.

How do misfolded proteins in the ER signal to the nucleus? There are three
parallel pathways that execute the unfolded protein response (Figure 12-55A).
The first pathway, which was initially discovered in yeast cells, is particularly
remarkable. Misfolded proteins in the ER activate a transmembrane protein
kinase in the ER, which causes the kinase to oligomerize and phosphorylate
itself. (Some cell-surface receptors in the plasma membrane are activated in a
similar way, as discussed in Chapter 15). The oligomerization and autophos-
phorylation activates an endoribonuclease domain in the cytosolic portion of
the same molecule, which cleaves a specific, cytosolic RNA molecule at two
positions, excising an intron. The separated exons are then joined by an RNA
ligase, generating a spliced mRNA, which is translated to produce an active
gene regulatory protein. This protein activates the transcription of the genes
encoding the proteins that mediate the unfolded protein response (Figure
12-55B).
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Figure 12-55 The unfolded protein
response. (A) By three parallel
intracellular signaling pathways, the
accumulation of misfolded proteins in
the ER lumen signals to the nucleus to
activate the transcription of genes that
encode proteins that help the cell to
cope with the abundance of misfolded
proteins in the ER. (B) Regulated mRNA
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Misfolded proteins also activate a second transmembrane kinase in the ER,
which inhibits a translation initiation factor by phosphorylating it and thereby
reduces the production of new proteins throughout the cell. One consequence
of the reduction in protein translation is to reduce the flux of proteins into the
ER, thereby limiting the load of proteins that need to be folded there. Some pro-
teins, however, are preferentially translated when translation initiation factors
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are scarce (see p. 490), and one of these is a gene regulatory protein that helps
activate the transcription of the genes encoding proteins active in the unfolded
protein response.

Finally, a third gene regulatory protein is initially synthesized as an integral
ER membrane protein. Because it is covalently tethered to the membrane, it can-
not activate the transcription of genes in the nucleus. When misfolded proteins
accumulate in the ER, the transmembrane protein is transported to the Golgi
apparatus, where it encounters proteases that cleave off its cytosolic domain,
which can now migrate to the nucleus and help activate the transcription of the
genes encoding proteins involved in the unfolded protein response. The relative
importance of each of these three pathways differs in different cell types,
enabling each cell type to tailor the unfolded protein response to its particular
needs.

Some Membrane Proteins Acquire a Covalently Attached
Glycosylphosphatidylinositol (GPI) Anchor

As discussed in Chapter 10, several cytosolic enzymes catalyze the covalent addi-
tion of a single fatty acid chain or prenyl group to selected proteins. The attached
lipids help to direct these proteins to cell membranes. A related process is cat-
alyzed by ER enzymes, which covalently attach a glycosylphosphatidyl-inositol
(GPI) anchor to the C-terminus of some membrane proteins destined for the
plasma membrane. This linkage forms in the lumen of the ER, where, at the same
time, the transmembrane segment of the protein is cleaved off (Figure 12-56). A
large number of plasma membrane proteins are modified in this way. Since they
are attached to the exterior of the plasma membrane only by their GPI anchors,
they can in principle be released from cells in soluble form in response to signals
that activate a specific phospholipase in the plasma membrane. Trypanosome

: " cleaved C-terminal
CYTOSOL COOH glycosylphosphatidylinositol COOH _~ peptide

ER LUMEN

inositol

protein bound
to membrane
“ by GPI anchor

NH2

NH;

Figure 12-56 The attachment of a GPl anchor to a protein in the ER. Immediately after the
completion of protein synthesis, the precursor protein remains anchored in the ER membrane by
a hydrophobic C-terminal sequence of 15-20 amino acids; the rest of the protein is in the ER
lumen. Within less than a minute, an enzyme in the ER cuts the protein free from its membrane-
bound C-terminus and simultaneously attaches the new C-terminus to an amino group on a
preassembled GP| intermediate. The sugar chain contains an inositol attached to the lipid from
which the GPI anchor derives its name. It is followed by a glucosamine and three mannoses. The
terminal mannose links to a phosphoethanolamine that provides the amino group to attach the
protein. The signal that specifies this modification is contained within the hydrophobic
C-terminal sequence and a few amino acids adjacent to it on the lumenal side of the ER
membrane; if this signal is added to other proteins, they too become modified in this way.
Because of the covalently linked lipid anchor, the protein remains membrane-bound, with all of its
amino acids exposed initially on the lumenal side of the ER and eventually on the cell exterior.
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