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PREFACE

MacClade began in 1985 when one of us (WPM) began to explore draw-
ing and interacting with trees on the screen of an Apple Macintosh™
computer. From these initial explorations sprang MacClade version 1.0,
which was released in June of 1986 (W. Maddison, 1986). It contained
the central features of the Tree Window — namely, tracing of charac-
ters with fixing of the states at branches, rearrangement of branches of
the tree using the computer's mouse, and a feature like Trace All
Changes. It was primitive in other features.

MacClade version 2.1 was released in March of 1987 (Maddison and
Maddison, 1987). It added the full Macintosh user interface of menus
and dialog boxes, incorporated a built-in text editor, and added user-
defined matrices of state-to-state distances ("step matrices").

Version 3 incorporates many new features beyond those found in version
2.1; some of the most noticeable are the specialized data editor, the
chart window, acceptance of polytomous trees, and support for molecu-
lar data. For those of you who have used version 2.1, Chapter 1 gives a
brief overview of some important differences between version 2.1 and
version 3.

Following the original release of version 3.0 in 1992, several minor
upgrades have been released. As of this writing, the current version is
3.08. The program is little changed since version 3.0, primarily
differing in the addition of a few new features (for example, the
ability to draw branch lengths proportional to reconstructed number of
changes in Trace All Changes mode, an increase to 10 in the number of
continuous characters allowed, and new random data generation
options) and in bug fixes. This book differs from that published in 1992
only in the documentation of those few new features and in several
corrections of typographical and similar errors.

Many people aided in the development of MacClade. We would like to
thank H. W. Levi and E. O. Wilson, who gave us support and encour-
agement, and the freedom to work on MacClade when we should have
been working on our theses. Some of the recent work on MacClade was
done while WPM was a Natural Sciences and Engineering Research
Council of Canada Post-doctoral Fellow, in Monty Slatkin's lab, and
while DRM was a Alfred P. Sloan Foundation Post-doctoral Fellow, in
R. C. Lewontin's lab; we thank them for their support.

Vil
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We thank all those who reviewed pre-release copies of MacClade for
us, and tested its functioning. Foremost among these was Willem Ellis,
who searched long and hard for bugs in the program, and provided us
with many thoughtful reports on MacClade. David Swofford, David
Stern, Jeremy Ahouse, Darrel Frost, Ray Phillips, Robert O'Hara, Jenny
Chappill, and Todd Disotell also deserve special note for their efforts
in keeping us informed about MacClade bugs. Others who found bugs or
gave suggestions include Belinda Chang, Jonathan Coddington, Chuck
Crumly, Mike Cummings, Michael Donoghue, Jim Doyle, Sharon
Gowan, Mike Hammer, Toby Kellogg, Jean-Francois Landry, Jim
Malusa, Santiago Madrifian, Ted Oakes, Norm Platnick, and Jim
Woolley. We are grateful for the encouragement we received from
those testing the program, especially Michael Donoghue, David
Swofford, Willem Ellis, and Mike Cummings. We thank the many
users of MacClade 3.0-3.07 who sent us reports of difficulties and
helped us to track down problems.

We would like to thank specifically several people who had an impact
on the content of MacClade: David Swofford, who was always there for
lively discussions about phylogenetics programs, and who provided
programming advice, suggestions for improvement, and code for the
random number generator; J. S. Ashe, whose interest in the charts sum-
marizing statistics over multiple trees convinced us that it was worth
the effort to include; Scott Edwards, whose desire to see the distribu-
tion of transitions and transversion over the length of a DNA sequence
inspired the inclusion of Restrict Changes in the Character Steps
charts; Allan Wilson and Linda Vigilant for inventing circular trees.

The book was improved by the inclusion of Dan Fisher's chapter on
stratocladistics; we especially thank him for being willing to publish
an outline of his ideas here. For comments, suggestions and discussion
that contributed to this book, we thank Helen Amerongen, Leticia
Avilés, David Baum, Michael Donoghue, Willem Ellis, Joe Felsenstein,
Daniel Fisher, Larry Gall, Junhyong Kim, Michael Sanderson, and
David Swofford.

We are very grateful to Michael Donoghue, Walter Fitch, Arnold
Kluge, James Lake, Diana Lipscomb, and Mark Stoneking for supplying
electronic versions of data files which form the basis of some of the ex-
ample data files distributed with MacClade.

MacClade would not have arisen if it were not for Apple Computer's
development of the computer and graphical interface that made it pos-
sible. We also thank them for supporting our work with a generous
award.

Throughout the long gestation period of this current version of
MacClade, Andy Sinauer has been incredibly patient and tolerant of
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the many delays. We also thank Joe Vesely, Carol Wigg, Roberta
Lewis, Kathaleen Emerson, and Dean Scudder for their efforts.

Finally, we would like to thank Leticia Avilés and Helen Amerongen,
for their support through many long hours of programming, and for
their endurance of horrendous phone bills.

Wayne P. Maddison David R. Maddison

Department of Ecology Department of Entomology
and Evolutionary Biology University of Arizona

University of Arizona Tucson, AZ 85721

Tucson, AZ 85721
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