Preface

This book is designed to give a from-the-ground-up
introduction to the use of molecular phylogenetic anal-
ysis in evolution and ecology. It describes how you can
use analysis of DNA sequence data to reconstruct evo-
lutionary history and processes. To do this, you need
to have a basic understanding of molecular evolution:
how mutations occur that change the DNA sequence,
how some of these mutations become substitutions
that create differences between populations or species,
and how we can use the patterns of substitutions to
reconstruct evolutionary history. The aims of this book,
and the features it contains, are covered more fully in
Chapter 1. Here is a brief summary with references to
pages where each point is discussed in more detail.

Who 1s this book for?

This book is aimed at biology students who need to
learn how to use DNA sequence analysis to understand
evolution and ecology. The book assumes no more than
a basic grounding in biology and genetics, so should
be suitable for entry-level undergraduate students (see
Chapter 1, ‘Who is this book for?’, page 11). However,
this book may also be useful to bioinformaticians with
a background in maths, statistics, or computation, who
need to learn evolutionary and genetic principles in
order to interpret patterns in biological data.

What is in this book?

This book is designed to be read in a variety of ways,
depending on your interests or background knowledge
(see Chapter 1, ‘How to use this book’, page 13). To
facilitate you getting what you need from this book,
each chapter is divided into several sections.

The main text provides the background to key issues
in molecular evolution and phylogenetics, and should
be accessible to entry-level students with no previous

knowledge of the subject.
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There are three kinds of boxes, which provide optional
additions to the main text, as follows.

TechBoxes go into more detail on specific methods or
ideas. The language is more technical and they may be
challenging to entry-level students, but more inform-
ative for students with some previous knowledge of
molecular genetic analysis.
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CASE STUDIES

& Studies illustrate recent scientific research
related to the principles covered in the chapter, cross-
referenced to TechBoxes that explain the techniques
used. There will be many terms and concepts that will
be unfamiliar to beginners, so they may be better suited
to more advanced students. There are three ‘Check your
understanding’ questions which are based on material
from the box. The ‘What do you think?’ section aims to
get you to think more deeply about the implications
of the topics discussed in the box, and could be used
for class discussions. ‘Delve deeper’ encourages you to
go beyond the material presented in the case study
and do some independent research on a related topic.
References cited in the box are listed at the end, as are
cross-references to other useful boxes.

o, £ Py, | )
wimctec whales ks Jazan [l



Heroes of the Genetic Revolution illustrate scientists

who have worked in the area.

Rosalind Eranklin

substanse avertaken”
Berial, |, DU (1958) Tr Rasaling £ Frankiin: Obibsany’ Mature, Yolume THZ page 154

Reealind Franklin {Figisra 4.28) was a ded|
scientist fram the timn sha was 3 teanages,
physics and chemistry at schood, thes gra
Trtim Mewnhasn Colleges =t Cambridgs Linivg:
1941 [setver years befaee Cambridge finally
awarding dugrees b dents], Al

ok, B E. GosiNg R. G
1353 Mckecadar configuration -
‘saeiem thymoruceate. Mafurs.
“sime T71, page 140,

Faitin, B_E (1955) Struclure

‘= ambaces mosl Wi, Mo,

Other features of the text

Cross-references to information in other chapters, to
help you navigate through the book and build up a
knowledge base.
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Figure legends sometimes have interesting facts not
directly related to the subject of the chapter, because
that’s what makes biology fun.
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What is not in this book?

Instructions for computer programs: The aim of this book
is to give you an understanding of the evolutionary
principles which are the basis of molecular phyloge-
netic analysis, rather than to give you training in the
use of particular programs. The reason that this book
sticks to general principles and avoids specific meth-
ods is that new methods are constantly being devel-
oped. Any programs or methods I describe today are
likely to be out of date within a few years. But by giving
you the general principles underlying those methods, I
hope to equip you with the intellectual tools you need
to learn how to use particular methods, and to adapt
your analysis when new methods become available.

Equations: Unlike most molecular evolution textbooks,
there is no maths in this book. This book is equation-
free in an attempt to make the field of molecular evo-
lution accessible to all biologists, including those who
prefer explanations based on words or images rather
than algebra (see Chapter 1, “Where are the equations?’,
page 15). You might choose to read this book alongside a
traditional melecular evolution text which will provide
all the population genetic equations for the principles
discussed here.

What has changed since the
first edition?

The first edition of this book was titled Reading the
Story in DNA: a beginner’s guide to molecular evolu-
tion. This new edition contains some of the same
material, but has been considerably expanded, updated,
and remodelled in response to feedback from readers.
The book has increased from 8 chapters to 14, which
allows the material to be divided more evenly into key
concepts and may make the book better fit a semester
teaching structure. There are more features designed to
help students and teachers come to grips with the mate-
rial, such as summary points at the end of chapters, and
discussion questions in the chapters and case studies.
There are now nearly twice as many case studies, and
many of the previous case studies have been replaced
with more recent examples. I have discovered that the
problem with writing a book based on molecular genet-
ics is that the field changes so fast that much of the first
edition had been superseded only five years after its
publication. For example, high-throughput (next-gen)
sequencing, which took up only a paragraph in the first
edition, is on its way to eclipsing Sanger sequencing as
the method of choice in molecular phylogenetic analy-
sis, so the chapters and case studies have been updated
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to reflect this fundamental change in data generation
and analysis. It's inevitable that by the time this edition
is in print, the field will have moved on even further.
The best approach is to use this book as a jumping-off
point for an examination of the most recent techniques
in the scientific literature.

What is in the Online Resource
Centre?

password. Please note your registration can only be processed
aware of your adoption.

For lecturers: downloadable figures, tutorial exercises,
practical projects.

For students: searchable glossary, links to relevant
resources, scientific updates.

For everyone: the chance to give feedback on the book.

Go to www.oxfordtextbooks.co.uk/orc/bromham?2e




