
 
Sydney, Australia                                                                                                                                                         28 Oct- 1 Nov 2012 

            6th eResearch Australasia Conference 

Linking the EMBL Australia EBI Mirror to RDA 

Dominique Gorse1, Pierre-Alain Chaumeil2, Jeff Christiansen3 and Mark A. Ragan4 
1QFAB, Brisbane, Australia, d.gorse@qfab.org 

2QFAB, Brisbane, Australia, p.chaumeil@qfab.org 
3ANDS, Melbourne, Australia, jeff.christiansen@ands.org.au  

4Institute for Molecular Bioscience and School of ITEE, UQ, Brisbane, Australia, m.ragan@uq.edu.au 
 

 

TOPIC 

For the past 30 years, data in molecular bioscience have routinely been collected from researchers, organised 
and made freely available via international data facilities. The European Bioinformatics Institute1 (EBI), part 
of the European Molecular Biology Laboratory (EMBL), is one of the major international data facilities 
providing such services. On 21 June 2011 the EMBL Australia Mirror of EMBL-EBI2 (hereafter “EBI Mirror”) 
was launched at the University of Queensland in Brisbane.  Scientists from Australia can now access important 
research data faster and mine them in novel ways; customised and unique data and services are being 
developed. The EBI Mirror provides a unique opportunity for linking data of Australian interest deposited at 
EBI to Research Data Australia3 (RDA). Two key outcomes regarding this linkage are presented. 
 
Firstly, 13,000 collection records describing Australian-related content of the EBI nucleotide and protein 
sequence databases were created.  A large effort was made to divide and thoughtfully describe the content of 
large databases into many smaller datasets that are of potential interest to a wide and varied range of 
researchers. The link between the RDA and the EBI is provided through the use of landing pages that are 
simple to use and contain structured information useful to non-domain specialists who are unfamiliar with the 
content of the EBI databases. Molecular data of Australian interest that are present on EBI are now more 
easily found, accessible and re-usable. 
 

Secondly, the Yabi/Bioflow workflow engine developed by the Centre for Comparative Genomics4 (CCG) at 
Murdoch University was deployed and customised to interface with the EBI Mirror through the National 
Computational Infrastructure Specialised Facility in Bioinformatics5 (NCI-SFB). Researchers can now use the 
intuitive web-based workflow creation and management environment to aggregate and integrate 
Bioinformatics tools and data from the NCI-SFB and EBI Mirror. Additionally, a software system was 
developed to enable researchers to publish collection descriptions of their workflows and associated datasets 
to RDA. A workflow component can be added to any Yabi/Bioflow workflow to automatically extract the 
workflow metadata, create a corresponding webpage and make it discoverable through the RDA at the 
researcher’s convenience. This provides a mechanism for scientists to share their workflows and data with the 
scientific community, facilitating their dissemination and re-use. 
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LINKS 

1- http://www.ebi.ac.uk/  
2- http://www.ebi.edu.au/  
3- http://services.ands.org.au/home/orca/rda/  
4- http://ccg.murdoch.edu.au 
5- http://ncisf.org/ 
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