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Introduction: 
The European Science Foundation (ESF) is an association of 77 member organizations devoted 

to scientific research in 30 European countries. The 3rd ESF Conference on Functional Genomics 

and Disease (http://www.esffg2008.org/) was held in Innsbruck Austria 1-4 October 2008. The 

developments in functional genomics technologies together with the expanding concept of 

systems biology have led to exciting possibilities for the understanding of disease mechanisms. 

Following two highly successful conferences in Prague and Oslo, this conference brought 

together world leaders in the field to discuss the challenges ahead and technologies that will lead 

to novel solutions. The meeting covered several different topics with keynote, plenary lectures 

and a set of symposia. About 500 people participated at the meeting. 

 

According to our project plan and also taking into account the advice of the proposal reviewers, 

EMERALD should team up with the European scientific community, schedule meetings and 

promote the importance of quality issues related to the microarray technology. 

 

EMERALD hosted a symposia session (Microarray Quality and Clinical Applications) where we 

briefly presented the aim of our project and had invited four internationally recognized 

researchers to talk about issues that need to be solved, before we will be able to really use 

microarray technology in the clinic. About 150 people participated at the EMERALD session. The 

feedback on the session was very good, both from the audience, the speakers and the organizers 

of the conference. We were actually asked if we want to have a similar session at the next ESF 

Functional Genomics and Disease conference in 2010. 

 

In addition to the EMERALD session we presented the project and disseminated results by a 

poster (see attachment 1) where we specifically presented some results from WP1 focusing on 

quality metrics and the development of additional MGED ontology (people responsible: Wolfgang 

Huber, Audrey Kauffmann, Helen Parkinson and James Malone all EBI). We also distributed a 

leaflet describing the EMERALD project, including all contact information for EMERALD (see 

attachment 2). 

 

 



Summary of talks at the EMERALD Microarray Quality and Clinical 
Application session: 
The session was chaired by Arne Sandvik and he started the session by a 5 minutes presentation 

of the EMERALD project objectives and status. 

 

11.00 – 11.30 Fraser Symmans (Texas): Use of multigene signatures in clinical samples of 
breast cancer. 
 
In his talk Fraser focused on how standardization of all procedures from sampling to data analysis 

need to be controlled to get reliable results. Microarray-based analysis of preoperative needle 

biopsies from breast cancer, as used in his laboratory, was discussed. He also presented results 

from a study (in collaboration with the US MAQC project) where they investigated the effects of 

tumor heterogeneity and inter-laboratory differences when evaluating clinical breast cancer 

samples.  

An abstract for this talk can be found in attachment 4. 

 

11.30 – 12.00 Catherine Nguyen (Marseille): Why is the adoption of DNA microarrays for 
clinical diagnostics so slow? 

Catherine’s talked about the history of microarray use in clinical application. She made a 

point of that even though this technology now have been out running for more than 10 

years only a few assays have found the way to the clinic. This includes gene expression, 

copy number variation and SNP analysis. For example the first chip for diagnostic uses 

was FDA approved in 2005 and the first based on gene expression in 2007. She 

speculated that the slow evolution of such array based diagnostic tools is a result of the 

high cost of this analysis. The cost is now much lower and the data quality and 

reproducibility is better, so it is believed that an increased used was predicted. 

Alternatively high throughput sequencing will take over, but this technology will 

probably see many of the same challenges as the microarray technology, so it is 

reasonable that it will take time to develop new diagnostic tool with this technology too. 

An abstract for this talk can be found in attachment 4. 

 



12.00 - 12.30 Therese Sørlie (Oslo): Using whole-genome microarrays to profile breast 
tumors: aspects of data quality and clinical usefulness. 

Therese talked about how her research group has used microarray technology as a useful tool in 

studying genomic profiles of human breast cancer samples. She pointed out several steps in the 

procedures, from study design, RNA isolation, hybridization to data analysis, where quality control 

and standardization of procedures/protocols were important factors in generating good and 

reproducible data. On of the factors which introduced much noise in their set up was array batch 

effect. However, this was not very critical because it can be corrected by data normalization. 

Therese concluded that the quality of their microarray data was generally good and that they 

were able to identify groups of ductal carcinomas with an aggressive phenotype. 

An abstract for this talk can be found in attachment 4. 

12.30 – 13.00 Jean Gabert (Marseille): Standardisation and external quality controls for 
gene expression measurements in the clinic: lessons from BCR ABL dosage in the 
tyrosine kinase inhibitors era. 

Jean talked about his experiences with standardization and external quality controls of RT-PCR 

assays for clinical applications. He used the measurement of BRC ABL transcripts as an example 

and their experience is that this kind of quality control is not easy but absolutely necessary. The 

standardization and quality control of RT-PCR assays have been used more extensively than for 

microarray. Standardization and quality control of microarray technology have therefore probably 

a lot to learn of this effort that is done for RT-PCR. Jean also mentioned the importance of 

availability of reference materials and “spikes”/internal control that can be sent out to labs world 

wide. This is actually one of the scopes of the EMERALD project and we hope to be able to 

contribute on this in the future. 

An abstract for this talk can be found in attachment 4. 
 

 

Final remark: 
 

Altogether, EMERALD was very visible at the conference and we were able to communicate our 

mission and results of our work to the European scientific community. Our participation was a 

success in relation to how much attention we had, with a relatively high number of attendees at 

the session. All parties were very satisfied with the session and the talks. Overall we conclude 

that this meeting was very useful for our project. 



Attachment 1: EMERALD poster presented at ESF Functional Genomics and Disease, 2008. 
 

 
 



Attachment 2: EMERALD leaflet distributed at ESF Functional Genomics and Disease, 2008. 
 
 

 
 



 



Attachment 3. Invited speaker’s biographies. 
 

 



 



Attachment 4: Abstracts of the talks 
 

 

 


