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Preface

No area of biology has undergone as explosive a growth as that witnessed in
genome analysis over the last few years. The 1987 human linkage map, an
impressive achievement of its time, gave the locations of 403 markers
throughout the genome. More than that number of markers have now been
placed on the smallest human autosome.

Several factors have contributed to this rate of advance. Automation has
been an increasing factor in making large-scale projects feasible, as has the
trend toward larger research groups and well co-ordinated collaborative pro-
jects: hundred-author papers are no longer the sole province of particle
physics. A second factor has been the development and implementation of
new techniques and strategies, each yielding a new generation of human
genome maps. A further catalyst has been the sharing of materials and data
within the genome community, and the use of shared resources such as clone
libraries and mapping panels. The value of these resources increases as their
use becomes more widespread, multiplying the benefits to the researchers
who use them.

The mapping of non-human genomes (with the notable exceptions of a few
model organisms) has so far lagged behind that of the human, but is surely
set to undergo a similar revolution over the next few years. Not only are
genome maps of agriculturally important species invaluable in their own
right, but the need for maps of many plant and animal genomes will become
increasingly apparent as the human genome project moves towards its ulti-
mate goal of a complete sequence. Much of the information content of the
human genome will be irrelevant or uninterpretable except in the context of
comparative molecular genetics.

The methods of genome analysis do not fall into any natural sequence. I
have tried as far as possible to arrange them in order of increasing resolution,
from linkage analysis to restriction mapping. Two comprehensive appendices
give details of resources—both biological and computational—available to
the genome community.

Finally, 1 would like to thank the contributors for producing uniformly
excellent chapters, my colleagues for their help and advice, and my wife
Denise for her patience as much as for her proof-reading.

Cambridge P.H.D.
June 1997
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Centre d’Etudes du Polymorphisme Humain
contour-clamped homogeneous electric field
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EST expressed sequence tag
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LMP low-melting point (agarose)

Lod logarithm (base 10) of odds
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PCR polymerase chain reaction
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single-strand conformational polymorphism
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