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PREFACE

No aspect of modern biology has provided more under-
standing about life on Earth than the determination of
macromolecular sequences. Indeed, the past forty years have wit-
nessed unparalleled advances in cur understanding of not only
how organisms are related, but, more to the point, how they have
come to possess the protein equipment with which they face the
world. Thus, the development of life on Earth has largely ‘been
the result of a vast succession of gene duplications followed by
waves of smaller scale changes in the form of base replacements.
The reconstruction of these past events is being made possible by -
the computer analysis of macromolecular sequences. Such ana-
lyses demand not only modern computers, programs and
databases, but also informed biologists. It is in the last—named
realm that this book makes its important contribution. It is not
that the technical aspects of this field are so difficult. Rather, it is
simply that they are not familiar to most molecular biologists. It
is an area that requires some elementary statistics, on the one
hand, and some general background in macromolecular
structure, on the other. The author has provided both compo-

nents in a simple and straightforward way.

It is unusual to be asked to write a preface for a book written
in a language that one cannot read. In the case at hand, I have on-
ly been able to read a translation of an outline of the contents,
but it has been sufficient to convince me that this is a timely and

up—to—date volume. Huaichun Wang has gathered together .an




impressive assortment of topics. Chinese molecular biologists are
fortunate indeed to have these very recent methods gathered into
a single volume in their own language. The rapid pace of the bio-
logical sciences demands that we all have a basic understanding

of these phenomena.

Russell F. Doolittle
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