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Following 2006ʼs highly successful conference, Genomes to Systems is back,  
with an even bigger programme of expert speakers and world authorities,  
discussing the latest findings and issues in post genome technology.
• Exceptional plenary and keynote speakers
• 15 in-depth sessions
• Network evening
• Technology showcase and exhibition

The sessions are:

• Deep mining of genomes
• From structure to biology 
• Disease proteomics 
• Emerging strategies for global proteomics
• Metabolic markers of disease
• Advanced concepts and techniques in array informatics
• Text mining for biomedicine
• Clinical Genomics of Cancer
• Systems Biology in time: dynamic cellular processes 
• Systems Biology – computational environments
• Systems Biology – comparing models with data 
• Chemical genomics: small molecules with large effects
• Pharmacogenomics
• Metagenomics approaches to biodiversity and systems ecology
• Single molecule imaging for analysis of biological processes

Lunchtime bioinformatics sessions will be run by the EBI

For the full programme and registration visit: www.genomestosystems.org
Confirmed speakers include
Robert Huber FRS (Martinsried and Cardiff)
John Mattick (Brisbane)
Luis Serrano (Barcelona)
Ron Breaker (Yale)
James Ferrell (Stanford)
Randy Jirtle (Duke)
Tom Gingeras (Affymetrix)
Greg Elgar (QMUL)
Manolis Dermitzakis (Sanger, Hinxton)
Casey Bergman (Manchester)
Ruedi Aebersold (Zurich)

Register Now for Early-bird discount and save over 30%.* 
Group discounts are available for bookings of 5 or more.

*Offer ends 7th December 2007

Group and  Early bird  Discounts  Available*
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Steve Carr (Broad, MIT)
Matej Orešič (VTT Finland)
Jules Griffin (Cambridge)
John Griffiths (Cambridge)
Nicolas Le Novère (EBI, Hinxton)
Ursula Kummer (EML, Heidelberg)
Hiroaki Kitano (SBI, Tokyo)
Sunney Xie (Harvard)
David Klenerman (Cambridge)
Venki Ramakrishnan (Cambridge)
Stephen Cusak (EMBL, Grenoble)
Anne Dell (ICL)

Rob Beynon (Liverpool)
Simon Hubbard (Manchester)
Alfonso Valencia (CNB, Madrid)
Lynette Hirschman (MITRE)
Jun’ichi Tsujii (Tokyo and Manchester)
Andrey Rzhetsky (Columbia)
John Heidelberg (USC)
Ed DeLong (MIT)
Mike White (Liverpool)
Olivier Pourquie (Kansas City)
Andrew Millar (Edinburgh)
Bela Novak (Oxford)

Craig Crews (Yale)
Mike Ferguson (Dundee)
Nick Westwood (St Andrews)
Sanjay Sisodiya (UCL)
Ann Daly (Newcastle)
Caroline Lee (Singapore)
Masaru Tomita (Tokyo)
Matthias Reuss (Stuttgart)
John Quackenbush (Harvard)
Wolfgang Huber (EBI)
Alex Graham (AstraZeneca)
Joseph Nevins (Duke)
...and many more



MONDAY 17th MARCH

TUESDAY 18th MARCH

WEDNESDAY 19th MARCH

• Nobel lecture: Robert Huber (Martinsried and Cardiff) Proteases and their regulation, from structures to  
mechanisms and application

• Deep Mining of Genomes (Organised by Andy Cossins, Liverpool and Greg Elgar, QMUL. Chaired by Andy Cossins, Liverpool)
 – Tom Gingeras (Affymetrix) Genome-wide transcriptional mapping of functional elements and regulatory strategies
 – Greg Elgar (QMUL) Functional analysis of highly conserved, non-coding DNA 
 – Manolis Dermitzakis (Sanger, Hinxton) Causes of regulatory variation in the human genome
 – Casey Bergman (Manchester) The impact of transposable elements on human gene structure and regulation

• Disease Proteomics (Organised and Chaired by Rob Beynon, Liverpool)
 – Sam Hanash (Seattle) Innovative strategies for fast-tracking cancer biomarker development
 – Ruedi Aebersold (ETH Zurich) Proteomics and Systems Biology
 – Steve Carr (Broad, MIT) Proteomic approaches to biomarker discovery in disease
 – Walter Kolch (Glasgow) Proteomic biomarker discovery

• Metabolic Markers of Disease: an Integrative Approach to Understanding Pathology (Organised and Chaired by Roy Goodacre, 
Manchester)

 – Matej Oresic (VTT Technical Research Centre, Finland) Functional characterization of drug response and safety  
 biomarkers in cardiovascular disease

 – Jules Griffin (Cambridge) Metabolomics of diabetes
 – John Haselden (GSK, Herts) Metabolomics in the pharmaceutical industry
 – John Griffiths (Cambridge) NMR-based metabolomics for profiling oncology

• Plenary: John Mattick (Brisbane) The hidden layer of non-coding RNA in complex organisms

• Plenary: Luis Serrano (Barcelona) Evolvability and hierarchy in rewired bacterial gene networks

• Systems Biology – Computational Environments (Organised and Chaired by Douglas Kell & Pedro Mendes, Manchester)  
Sponsored by BBSRC

 – Mike Hucka (CalTech, Pasadena) SBML: present status and extensions to support the representation  
 of molecular states and complexes

 – Nicolas Le Novère (EBI, Hinxton) Principled annotation of quantitative models in Systems Biology
 – Ursula Kummer (EML, Heidelberg) COPASI, a modelling environment for simulation and identification of biochemical processes
 – Hiroaki Kitano (SBI, Tokyo) SBGN: the Systems Biology graphical notation

• Single Molecule Imaging for Analysis of Biological Processes (Organised and Chaired by Mike White, Liverpool) 
 – Sunney Xie (Harvard) Probing gene expression in living cells at the single molecule level
 – Brahim Lounis (Bordeaux) Optical detection of small absorbing nano-objects
 – David Klenerman (Cambridge) Single molecules on living cells
 – Ruben Gonzalez (Columbia, NY) Direct observation of allostery during tRNA selection by the ribosome

• From Structure to Biology (Organised and Chaired by Samar Hasnain, Daresbury Lab)
 – Venki Ramakrishnan (Cambridge) The ribosome
 – James Naismith (St Andrews) Structural proteomics at the SSPF: targeting disease, unraveling mechanism and  

 probing DNA recognition
 – Stephen Cusak (EMBL, Grenoble) New insights into the influenza virus polymerase from structural studies
 – Ian Wilson (Scripps) Structural genomics and its impact in exploration of the protein universe

• Emerging Strategies for Global Proteomics (Organised and Chaired by Simon Gaskell, Manchester)
 – Anne Dell (ICL) Towards high throughput glycomics and glycoproteomics
 – Rob Beynon (Liverpool) Proteomics at the intercept – convergence of quantification and simplification strategies
 – Blagoy Blagoev (Denmark) Quantitative proteomics to study global cell signalling
 – Simon Hubbard (Manchester) Improved informatics for proteomics

• Facts from the Flood: Text Mining for Biomedicine (Organised and Chaired by Sophia Ananiadou, Manchester) Sponsored by NaCTeM 
 – Alfonso Valencia (CNB, Madrid) A biological perspective of text mining based on the BioCreative experience
 – Lynette Hirschman (MITRE) Building biological databases: where text mining can help
 – Jun’ichi Tsujii (University of Tokyo and Manchester) Information extraction: linking text with pathways
 – Andrey Rzhetsky (Columbia) Text-mining: a tool for understanding human disease
 
• Metagenomics Approaches to Biodiversity and Systems Ecology (Organised and Chaired by Ian Joint, Plymouth & Neil Hall, 

Liverpool) Sponsored by NERC
 – John Heidelberg (USC) Metagenomics of extreme environments; thermal vents
 – Ed DeLong (MIT) Microbial Systems Biology in the ocean - genomes to biomes
 – Ian Joint (PML, Plymouth) Marine microbial metagenomics and biogeochemical cycles
 – Francisco Rodriguez-Valera (Alicante) Population genomics through metagenomics, brines and other salty habitats

• Plenary: Ron Breaker (Yale) Gene control by metabolite-sensing riboswitches

• Plenary: James Ferrell (Stanford) Systems-level properties of the mitotic oscillator

• Systems Biology in Time: Dynamic Cellular Processes (Organised by Mike White, Liverpool and Hans Westerhoff, Manchester,  
Chaired by Hans Westerhoff)

 – Mike White (Liverpool) Temporal and spatial information encoding by the NF-κB system
 – Olivier Pourquie (Kansas City) Periodic patterns in embryonic development: the vertebrate segmentation clock 
 – Andrew Millar (Edinburgh) Unwinding the biological clock
 – Bela Novak (Oxford) Systems Biology of the cell cycle

• Chemical Genomics: Small Molecules with Large Effects (Organised and Chaired by Jason Micklefield, Manchester)
 – Craig Crews (Yale) Chemical genetics: probing cell biology with natural products
 – Mike Ferguson (Dundee) Targeting glycoprotein synthesis in African trypanosomes
 – Matthew Bogyo (Stanford) Using small molecules to globally map protease function
 – Nick Westwood (St Andrews) The search for new chemical tools of relevance to cancer biology and parasitology

• Pharmacogenomics (Organised and Chaired by Munir Pirmohamed, Liverpool & Bill Ollier, Manchester)
 – Sanjay Sisodiya (UCL) Epilepsy genomics and pharmacogenomics
 – Mia Wadelius (Uppsala) Warfarin pharmacogenomics: a candidate for personalised dosing?
 – Ann Daly (Newcastle) Pharmacogenomic studies on drug-induced liver injury
 – Caroline Lee (Singapore) Identifying functional polymorphisms through signatures of recent positive selection

• Systems Biology from Microbe to Planet: Understanding lots of Data through Comprehensive Models (Organised and Chaired by 
Hans Westerhoff and Douglas Kell, Manchester) Sponsored by BBSRC

 – Masaru Tomita (Tokyo) Multi-omics analysis and integrative Systems Biology
 – Steve Oliver (Manchester) Yeast Systems Biology: the BIG experiment 
 – Matthias Reuss (Stuttgart) Unravelling regulatory networks in hepatocytes on the basis of time-series data
 – David Richardson (Norwich) The global nitrogen cycle; where micro becomes tera

• Advanced Concepts and Techniques in Array Informatics (Organised and Chaired by Andrew Cossins, Liverpool & John Quackenbush, 
Harvard)

 – John Quackenbush (Harvard) Networks and stochastics in gene expression
 – Ernst Wit (Lancaster) From Genomes to Systems – and some statistics in-between
 – Wolfgang Huber (EBI) Systems Biology with Bioconductors
 – TBA

• Clinical Genomics of Cancer (Organised by Alex Graham, AstraZeneca, Chaired by George Orphanides, AstraZeneca)  
Sponsored by AstraZeneca

 – Joseph Nevins (Duke) Genomic strategies to achieve personalised cancer therapy
 – Rene Bernards (The Netherlands Cancer Institute) Understanding mechanisms of drug resistance using functional genetic approaches
 – TBA
 – Alex Graham (AstraZeneca) The use of biomarkers in cancer drug discovery

• Plenary: Randy Jirtle (Duke) Epigenomics: Regulation of imprinted genes involved in human diseases
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Registration and refreshments

To register your place for this event, please complete the form  
online. Register before 7th December 2007 to take advantage of the  
early bird pricing, saving up to 20%. Further savings are also available 
by making a group booking of 5 people or more.
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This conference seeks to explore the move toward interacting 
networks of genes, proteins and biochemical reactions, viewed  
as ‘systems biology’.

Genomes to Systems 2008, the 4th Conference in this series,  
is bigger and better than ever with 15 academic sessions covering 
a range of post-genomic disciplines. The programme, spanning  
3 days, boasts an exceptionally strong academic speaker list with 
plenary and session lectures by world leading scientists.

Call for posters
Delegates are invited to submit posters relating to their research 
findings in any area related to post-genomic science and 
technology. Prizes will be awarded to authors of posters judged  
to be the best in terms of scientific content and presentation. 

Please visit the conference website: 
www.genomestosystems.org/posters.html  
and register your poster by 31st December 2007.

Company of Biologists Young Scientist  
Bursary Scheme
The Consortium is pleased to announce a scheme to provide 
bursaries for non–UK/Éire postgraduate students and young 
postdoctoral scientists to attend the 4th Genomes to Systems 
Conference. This scheme is generously funded by the Company  
of Biologists, a UK–based charity. 

Please visit the conference website to apply:  
www.genomestosystems.org/scheme.html  
The deadline for applications is 1st November 2007.

Networking opportunities
Designed with delegate networking as a key goal, the network 
evening will promote academic interaction and business 
development. The evening will provide an excellent opportunity  
to meet peers and colleagues over canapés and a relaxing glass 
of wine or two.

Exhibition
Meet leading suppliers of ‘omic’-related instruments, products  
and services, as well as other laboratory research needs.

Technology Showcase
Together with the Exhibition, the Technology Showcase  
sessions highlight innovative technologies by leading  
suppliers in the industry.

Sponsorship opportunities
A limited number of sponsorship opportunities are available. 
For full details please contact Kathryn Robertson at Northbank 
Communications: +44 (0)1260 296 506 or visit the conference 
website at: www.genomestosystems.org/sponsorship.html

CONTACTS:
Delegates/general enquiries:
Carol Edwards
Gemini International
genomes@gemini-international.com 
+44 (0)1260 297 036

Exhibitors:
Ben Routley 
Northbank Communications
b.routley@northbankcommunications.com
+44 (0)1260 296500

Sponsors/media/marketing:
Kathryn Robertson
Northbank Communications
kj.robertson@northbankcommunications.com
+44 (0)1260 296506

Speakers: 
Lesley Parsons
University of Liverpool
l.m.parsons@liverpool.ac.uk
+44 (0)151 795 4509

Price list
Delegates:
Academic rate £250
Academic group rate £215
Non-academic rate £500
Non-academic group rate £430

Exhibitors:
Exhibition stand £850
Technology Showcase £950
Extra Conference pass £400
Extra Exhibition pass £200
Extra Network Evening pass £100

*Offer ends 7th December 2007

“Sequencing the human genome was undoubtedly a key 
milestone in the life and health sciences. The current challenge 
is not simply to identify the function of these genes and their 
corresponding proteins, but to understand how they interact with 
each other to generate biological complexity. Knowing this is 
the essential pre-requisite for finding out how and why particular 
processes can go wrong, and how to put that right.”

Professor Andrew Cossins, Consortium for Post-Genome Sciences, Chairman.

Group and  
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