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connect to peers in the same field

amassing knowledge

...find out what you were working on a 

couple of years ago

record keeping for posterity

...and to their data...

...in case someone else knows better how 

to analyse your data...





saves time on administrative or other non-

scientific tasks: project management

reduces risks of delays in a project/study 

due to data logistics

reduces risks of mishandling of data



Public archives:
• www.ebi.ac.uk/ega

• http://www.ebi.ac.uk/microarray-as/ae/

Local systems at genetics centres:
• LIMS

• Genetic data storage

Project-specific resources
• shared ftp

• temporary database,  maintained specifically for 

the project

http://www.ebi.ac.uk/ega
http://www.ebi.ac.uk/microarray-as/ae/
http://www.ebi.ac.uk/microarray-as/ae/
http://www.ebi.ac.uk/microarray-as/ae/


project-specific communication: harmonise

availability of samples across collections 

for design of a study/project

easy transfer of  large and complex datasets 

(genetic/molecular/medical/image )



Public Population Project in Genomics 

(P3G)

Biobanking and Biomolecular Resources 

Research Infrastructure (BBMRI)







highly varied level and type of in-house 

data management platforms

need for a dynamic and flexible information

exchange environment to facilitate

dialoguing, tracking IP ownership and to

speed up the discovery

existing public infrastructures are geared

towards amassing data rather than

exchange



...externalisation of various types of studies 

is expected to grow both in clinical and in 

pre-clinical studies.

This calls for more flexible data integration 

frameworks to enable various types of 

specialists to move data fast between 

sectors (pharma, CRO and biotech) as well 

as between knowledge domains 

(diagnostics, research, development)...



How do we learn about the expectations?

How is  performance evaluated?

 Is everything to be integrated with 

everything?



open source, web-based shared 

infrastructure;  customisable and secure.

designed for multi-partner projects with 

large and complex data

better than ftp



www.obiba.org – open source s/w for 

biobanks

www.quretec.com – s/w platform for  

data management, collection and 

analysis in clinical research

http://isatab.sourceforge.net/ – ISA 

(Investigation/Study/Assay) 

Infrastructure.

http://www.obiba.org/
http://www.quretec.com/
http://isatab.sourceforge.net/


In order to learn about key features of an 

infrastructure for fast data exchange

simbioms.org
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what does simbioms do?
 design and management of genomics studies of high 

complexity and high volume to facilitate collaborative 

discovery in the newly emerging fields

Who uses it currently?
 high scientific impact user community

 managers of high throughput data

 competitive and cooperative partnerships

how?
 Provider-to-user annotation 

 ownership management

 interface with the large archives and public standards

simbioms.org





 fast exchange +long-term deposition 

(tutorial)

ownership rights (lecture)

rich annotation of data files (

simple deployment and maintenance 

(lecture)



12 installation in 3 countries

100 user-organisations

>50.000 samples

>50.000 assays and studies

 4 large federated R&D projects across 

Europe and Russia

Krestyaninova et al, Bioinformatics, 2009

Viksna et al, BMC Bioinformatics, 2007



project-specific communication: harmonise

availability of samples across collections 

for design of a study/project

easy transfer of  large and complex datasets 

(genetic/molecular/medical/image )



SAIL: Sample avAILability
• System for browsing and annotating large 

and complex data across many sources

• Combine samples based on experimental 

parameters and variables measured

• Sharing availability information for 

phenotypes across cohorts for meta-analysis 

study planning
http://www.ebi.ac.uk/Tools/sail



Tag filter Text search

Study filter

Collection filter

Phenotypes

Value filtering 

tool

Request field



Availability report
http://www.ebi.ac.uk/Tools/sail

Potential sample size

Number or samples 

that have both glucose 

and insulin 

measurements for “UK 

Twins” cohort

simbioms.org



Cohort summary

http://www.ebi.ac.uk/Tools/sail/SAIL_USER.html



>30,000 samples 

10 cohorts (biobanks)

83 variables harmonised across 10 biobanks;

51 harmonised across 6 twin collections

(*) Manuscript in preparation, available on request



- In ENGAGE, meta-analysis studies are designed to 

increase power to detect genotype-phenotype 

associations

- SAIL enables data owners to design studies and 

maximize sample sizes without having to share individual 

data

Cross-cohort availability index 

in meta studies





From centralised data amassing to a network 

of project- specific exchange hubs

 Informatics is a part of cost-recovery model

From data volume to data demand oriented 

architectures:  

N of data transactions ~ knowledge gain


