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By Georgina Ferry

Few scientists have thought more deeply about the nature of their calling and its
impact on humanity than Max Perutz (1914-2002). Born in Vienna, Jewish by
descent, lapsed Catholic by religion, he came to Cambridge in 1936, to join the lab
of the legendary Communist thinker J.D. Bernal. There he began to explore the
structures of the molecules that hold the secret of life. In 1940, he was interned and

deported to Canada as an enemy alien, only to be brought back and set to work on a bizarre top secret war
project. In 1947, he founded the small research group in which Francis Crick and James Watson discovered
the structure of DNA: under his leadership it grew to become the world-famous Laboratory for Molecular
Biology. Max himself explored the protein hemoglobin and his work, which won him a Nobel Prize in 1962,
launched a new era of medicine, heralding today’s astonishing advances in the genetic basis of disease.

Max Perutz’s story, wonderfully told by Georgina Ferry, brims with life. It has the zest of an adventure novel
and is full of extraordinary characters. Max was demanding, passionate and driven but also humorous, 
compassionate and loving. Small in stature, he became a fearless mountain climber; drawing on his own 
experience as a refugee, he argued fearlessly for human rights; he could be ruthless but had a talent for 
friendship. An articulate and engaging advocate of science, he found new problems to engage his imagination
until weeks before he died aged 88.

About the author: Georgina Ferry is a former staff editor on New Scientist, and contributor to BBC Radio 4’s
Science Now. Her books include the acclaimed biography Dorothy Hodgkin: A Life (1998); The Common
Thread (2002, with Sir John Sulston) and A Computer Called LEO (2003). She lives in Oxford.

2007, 352 pp., illus., glossary, index
Hardcover $39 ISBN 978-087969785-3



The stability of single-copy vectors
AND the DNA yields of high-copy clones

CopyControl™ Genomic Cloning. . .

CopyControl™ BAC Cloning Kits contain all the 
molecular biology reagents needed for constructing 
high-quality, large-insert BAC libraries - fast and easy.

•  Better Cloning Effi ciency—Pre-cut, linearized vectors pro-
vide maximum cloning effi ciency with very few empty clones.

•  Shorter Construction Time—The fast ligation and size-
screening components in the kits shorten the construction 
process by at least 3 days. 

•  Higher DNA Yields—The CopyControl™ feature allows 
yields of up to 5 µg per ml of culture when using the new 
Autoinduction protocol.

Fingerprints of zero generation (O), 
one hundred generation (H) and 
induced (I) CopyControl™ BACs. 
The consistent banding patterns 
displayed by the BACs indicate 
excellent clone stability, even after 
the multi-copy CopyControl origin 
is induced. Equal amounts of BAC 
DNA were loaded into each lane.

EPICENTRE offers a full line of genomic library products. Check them out!
Simply go to www.EpiBio.com and enter                 code: CBAX4
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CopyControl™ BAC Cloning Kits contain all the 
molecular biology reagents needed for constructing 

Have your cake and eat it too!
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PreCR™ Repair Mix from New England Biolabs
REPAIR A BROAD RANGE OF DNA DAMAGE PRIOR TO PCR

For more information and our international distribution network, please visit www.neb.com

the leader in enzyme technology

lose the damage, keep the genes.

Proven Repair with the PreCR Repair Mix

Product information:
PreCR ™ Repair Mix . . . . . . . . . . . M0309S/L

Increase your chances for successful PCR with the PreCR™ Repair Mix. This innovative blend 
of recombinant proteins is designed to repair damaged DNA prior to its use in PCR reactions. 
All it takes is a simple 20 minute reaction to repair a wide range of DNA damage due to heat,
low pH, oxygen, and UV light.* 
*Not recommended for highly fragmented DNA or for damage due to DNA crosslinks
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A: UV exposure (λ DNA) E: hydrolysis & UV exposure (λ DNA)
B: heat treatment (λ DNA) F: hydrolysis (λ DNA)
C: oxidation (plasmid) M: 2-Log DNA Ladder (NEB #N3200)
D: UV exposure (human genomic DNA)  
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PreCR Repair MixCauseDNA Damage

abasic sites hydrolysis ✓

  hydrolysis 
nicks nucleases ✓
 shearing

thymidine 
dimers 

UV radiation ✓

blocked 
3´-ends 

multiple ✓

oxidized 
guanine 

oxidation ✓

oxidized
pyrimidines 

oxidation ✓

deaminated
cytosine  

hydrolysis ✓

  hydrolysis 
fragmentation nucleases X
 shearing

Protein-DNA
crosslinks 

formaldehyde X  

Advantages:
■ Suitable for PCR, microarrays and other 

DNA technologies
■ Does not harm DNA template
■ Can be used in conjunction with any 

thermophilic polymerase
■ PCR can be done directly on repair reaction
■ Easy-to-use protocols included



Edited by Mark Schena, TeleChem International, Inc., Sunnyvale, CA, USA

DNA Microarrays: Methods Express covers the very latest in DNA microarray technology,
with a clear focus on how these techniques can be used in the lab to gain the very best
results. The authors are from some of the leading laboratories in the field and write with
real authority on the latest methodology. Every chapter provides detailed step-by-step
protocols with valuable hints and tips for success, as well as giving typical experimental
results and selected literature citations. 
This book is a ‘must have’ manual for researchers in all fields of biology, medicine 
and agriculture.

Oct 2007, 350pp
Paperback:  $75.00 ISBN 978-1-904842-156
Hardcover:  $125.00
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1. Whole human genome microarrays
Mark Schena, Milton J. Friedman, Paul Haje,
Todd Martinsky, Greg Suzuki, Tony Costa,
Joy Chung, Mel Ruiz, Chris Costa, Luis
Machado, all at TeleChem International, Inc.,
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Alvaro Puga, all at University of Cincinnati,
Cincinnati, OH, USA

3. Amplified differential gene expression
microarrays
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• protocols in step-by-step detail

• comprehensive troubleshooting 

• example data as benchmarks

• key references to further reading
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Chair, Department of Biostatistics and Computational Biology  

Dana-Farber Cancer Institute 

And

Professor of Biostatistics 

Harvard School of Public Health 

The Dana-Farber Cancer Institute (DFCI) and the Harvard School of Public 

Health (HSPH) are seeking a distinguished statistical scientist to serve as 

chair of the Department of Biostatistics and Computational Biology at 

DFCI.  The successful candidate will also be appointed as a tenured       

professor in the Department of Biostatistics at the Harvard School of Public 

Health and will provide leadership in the cancer training and research    

program in the department.   

The Department of Biostatistics and Computational Biology at the DFCI is 

an active department of sixteen faculty, twelve doctoral research scientists, 

and fifteen masters-level statisticians conducting wide-ranging         

methodological research in biostatistics and computational biology and 

collaborative research in cancer.  The department is closely affiliated with 

the Department of Biostatistics at HSPH, where most DFCI faculty hold 

joint appointments and participate in the graduate training program.   

The successful candidate will be a visionary leader, internationally        

recognized as a pre-eminent statistical scientist with an established record of 

scholarship, ideally in the area of cancer research.  Candidates should hold a 

doctoral degree in a relevant field. 

For more information on the position and application procedure, please see: 

http://www.hsph.harvard.edu/faculty/searches/biostatistics/

Harvard University is committed to increasing the representation of women and  
minorities among its faculty and particularly encourages  

applications from such candidates.

Developmental/Cell Biologist 
Associate/Full Professor

The Department of Biology at Temple University is expanding 
its research programs and anticipates multiple faculty hires 
over each of the next several years. The Department invites 
applications for an Associate/Full Professor (tenured/tenure-
track) position in the area of Developmental/Cell Biology. We 
are especially interested in individuals who are using current 
molecular genetic approaches to study basic mechanisms of 
developmental pathways and/or cell function. Individuals 
whose research programs complement and extend the 
department’s strengths in vertebrate development, 
developmental neuroscience, RNA biology, molecular virology, 
and cancer biology are especially urged to apply. However, 
outstanding candidates in other areas also will be given full 
consideration. Applicants are expected to have a significant 
track record of funded research, as well as teaching at the 
graduate and undergraduate levels. Applicants should submit 
their curriculum vitae, a research program summary, and the 
names and contact information of three references to:  
Dr. Richard Waring, Developmental/Cell Biologist Search 
Committee Chair, Department of Biology, Temple University, 
1900 North 12th Street, Philadelphia, PA 19122. E-mail: 
waring@temple.edu. Review of applications will begin 
immediately and will continue until the position is filled. 
Temple University is an equal opportunity, equal access, 
affirmative action employer committed to achieving a diverse 
community (AA, EOE, m/f/d/v).



IBC’s 20th International

Antibody Development  
& Production
Approaches to Accelerate Speed to Market, Improve Manufacturability 
and Control Quality in Upstream and Downstream Processing
March 12-14, 2008 • Sheraton San Diego Hotel & Marina • San Diego, CA

This is the industry’s only comprehensive single-track event that brings you the best practices 
across the spectrum, including the most critical stages of upstream and downstream processing.

Keynote Presentations:
From Gene to First Patient - Proposal for Standardizing Metrics when Benchmarking  
Process Development
Wolfgang Berthold, Ph.D., Chief Technical Officer, Technical Development, Biogen Idec

What are Therapeutic Antibodies Going to Look Like in the Future?
William R. Strohl, Executive Director, Biologics Research, Merck Research Laboratories

Next Generation Immunotherapeutics - Antibody-Conjugates, Antibody Fragments and 
Protein Scaffolds
Rolf G. Werner, Ph.D., Professor, Senior Vice President, Corporate Division Biopharmaceuticals, 
Boehringer Ingelheim GmbH, Germany 

Chromatography in MAb Processes – Quo Vadis
Greg Blank, Ph.D., Director, Late Stage Purification, Genentech, Inc. 

Conveniently scheduled following IBC’s 12th International Process Validation for Biologicals, 3rd Annual 
Technology Transfer for Biopharmaceuticals and 4th Annual Outsourcing of Biopharmaceutical 
Manufacturing conferences, which will be held concurrently on March 10-11, 2008.

Life Sciences� www.IBCLifeSciences.com/antibodyprod

IBC Celebrates the 20th International 
Antibody Development & Production Conference 

Priority Code: B8155PSAD

Register  
Early and 

Save!



75 years at the frontiers of science: www.grc.org

MOLECULAR EVOLUTION

February 3-8, 2008
Crowne Plaza, Ventura, CA

http://www.grc.org/programs.aspx?year=2008&program=molecevo

This biennial Gordon Research Conference on Molecular Evolution draws scientists from a 
diversity of fields and promotes interactions between evolutionary and population 
genetics, genomics, computational biology, developmental biology, molecular biology, 
ecology, microbial physiology, and medical genetics and epidemiology. 

The goal of this conference is to bring together representatives from this diversity of 
research areas to examine the most recent findings on the molecular bases of evolution.  
Molecular evolution underlies much of comparative genomics, informs models of 
computational biology, and provides a framework for understanding evolution of 
development and complex systems.  The small size of the conference (restricted to 130 
participants) and the location (on the beach in sunny Ventura, CA), coupled with the large 
blocks of time set aside for informal discussion are all critical features to the ongoing 
success of this conference.  The following sessions and speakers have been confirmed:

Exploring Adaptive Landscapes
Ben Kerr (University of Washington)
Tony Dean (University of Minnesota)
Dan Weinreich (Brown University)

Measuring Evolutionary Timescales with 
classes of molecular markers
Bret Payseur (University of Wisconsin at Madison)
Asher Cutter (University of Toronto)
Joanna Mountain (Stanford University)

Molecular Basis of Heart Evolution
Doug Crawford (University of Miami)
Brad Davidson (University of Arizona)
Jose Xavier–Neto (Universidade de Sáo Paulo)
Nadia Rosenthal

Positive and Negative Selection on 
Noncoding DNA
Peter Andolfatto (Univ. of California at San Diego)
Manolis Dermitzakis (The Wellcome Trust, Sanger 
Institute)

Evolvability
Günter Wagner (Yale University)
Lilach Hadany (University of Iowa)
Suzannah Rutherford (Fred Hutchison Cancer 
Research Center)
Susan Rosenberg (Baylor College of Medicine)

Molecular Evolution of Body Axes
Mike Levine (University of California at Berkeley)
Elaine Seaver (University of Hawaii)
Mark Martindale (University of Hawaii)
John Gerhart (University of California at Berkeley)

Computational and Statistical Advances
Sudir Kumar (Arizona State University)
David Haussler (Univ. of California at Santa Cruz)
Carlos Bustamante (Cornell University)
Lindell Bromham (University of Sussex)

Gordon Research Conferences
GRC is holding over 190 meetings in 2008. One 
upcoming meeting that may be of particular interest to 
Genome Research readers is listed below.
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