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Outline

• NBIC BioAssist program

• galaxy.nbic.nl



Next generation sequencing capacity

http://pathogenomics.bham.ac.uk/hts/

• Your $1000 Genome



However, bioinformatics tools!@#$
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NBIC Galaxy server



NBIC Galaxy pipelines

  Alignment & variant calling pipelines
 GAPSSv1 (Illumina, Bowtie, Varscan, Ensembl @ LUMC)

 GAPSSv2 (Illumina, Stampy, SeattleAPIs @ LUMC)

 Genome of the Netherlands (Illumina, BWA, Picard, GATK @ 
UMCG)

 SAP42 (Solid, BWA, SAMtools @ Hubrecht)

  Alignment software benchmarking (Hubrecht)  

  Proteomics msCompare (RUG)

  Chip-seq (EMC)

  NGS QC for Illumina, Solid, 454

  De novo assembly software benchmarking (WUR)

  SV software benchmarking (LUMC, Hubrecht)



Alignment tool benchmarking



Galaxy VM

 Easy installation of local Galaxy

 Run jobs locally so no security&privacy worries

 Shipped with NBIC recommended pipelines

 A step towards Cloud based computation

 Support reproducibility

 Problems

– >20G :(

– How to lift over users, history datasets, etc



Galaxy RPM repository

 An international collaboration

– Joachim Jacob, Luc Ducazu, (Vlaams Instituut voor 

Biotechnologie, BITS)

– David van Enckevort (NBIC)

– Adam Huffman (Manchester Univ.)

 A stable repository of easily installable packages for NGS tools

 Open



NBIC Galaxy hackathon (April 13,14, 2011)

 Alex Bossers (WUR), Dannon Baker (Emory), Frans Paul Ruzius 

(Hubrecht), Freddy de Bree (CVI, WUR), Freek de Bruijn (NBIC), 

Henk van den Toorn (UU), Ishtiaq Ahmad (RUG), Joachim Jacob 

(VIB - BITS), Martijn Vermaat (LUMC), Nate Coraor (Penn State), 

Rob Hooft (NBIC), Wil Koetsier (UMCG)



Hackathon results

 Tool tags & tool_conf.xml autogeneration

 Looping through multiple files
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 The Galaxy team

 Developers of open source tools
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NGS task force members

● Amsterdam Medical Center, Clinical Epidemiology, Biostatistics and 
Bioinformatics group
● Erasmus Medical Center, Biomics group
● Erasmus Medical Center, Bioinformatics group
● Erasmus Medical Center, Complex Genetics group
● Hubrecht Institute, Genome Biology group
● Leiden University Medical Center, Center for Human and Clinical Genetics
● Leiden University Medical Center, Molecular Epidemiology group
● Nijmegen Centre for Molecular Life Sciences, Bacterial Genomics group
● Nijmegen Centre for Molecular Life Sciences, Department of Human Genetics
● SARA, High Perfomance Computing and Visualization
● Technical University Delft, Bioinformatics group
● University Medical Center Groningen, Genomics Coordination Centre
● Wageningen University, Bioinformatics group
● Wageningen University, Central Veterinary Institute
● KeyGene N.V.



Bioinformatics groups in NL



Server performance

Galaxy VM – bring computation to data!
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