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Background: reference data in Galaxy o Lo e
Many bioinformatics tools use reference data, such JRRNE [ —
as genome assemblies or sequence databanks. ™| processes - > RESTAPI]
Galaxy offers multiple ways to give access to this ( Raw data | -y sonuaes/ [ Data managers
data through its web interface. However, the process Y l
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of adding new reference data was customarily S ’ ;
manual and time consuming, even more so when [ Reference data Ja-frrerid o -
this data needed to be indexed In a variety of formats [Ht
(e.qg. Blast, Bowtie, BWA, or 2bit). (Tools | (Visualisations)
BioMAJ is a software that is designed to automate - Uses the Galaxy API with BioBlend to populate
the download and transformation of data from data libraries or to invoke data managers.
various sources. This data can be acccessed directly . = Several data managers on the GUGGO Tool Shed
from the command line, or by using a REST API. http:/[toolshed.genouest.org

- Contributions to Galaxy and BioBlend.

B2.db.post.process=GALAXY
GALAXY=galaxy dm

galaxy dm.name=galaxy dm

galaxy dm.desc=Add files to Galaxy tool data tables

galaxy dm.type=galaxy

galaxy dm.exe=add galaxy data manager.py

galaxy dm.args=-u http://example.org/galaxy/ -k api key -d "${localrelease}"

-n "Homo sapiens (${remoterelease})" -g ${data.dir}/${dir.version}/${localrelease}
/fasta/all.fasta --bowtie2 ${data.dir}/${dir.version}/${localrelease}/bowtie2/all
--blastn ${data.dir}/${dir.version}/${localrelease}/blast/all

9013.08.15 db. remove .process=RM GALAXY
RM GALAXY=rm galaxy dm

rm_galaxy dm.name=rm _galaxy dm

aphidbasenuc aphidbase/nucleic fasta blast 2.1 rm_galaxy_dm_desczRemoVe from Ga'Laxy tool data tables
" : R I . rm galaxy dm.type=galaxy

apnigbaseprot apnigoase/protelc 1asta,biast 2. B a

phi ' phIChase/prote rm galaxy dm.exe=remove galaxy data manager.py

Apis_mellifera-ncbi genome/eucaryotic bwa,fasta,bowtie2,blast,2bit Amel_4.5 rm _galaxy dm.args=-u http://example.org/galaxy/ -k api key -d "${localrelease}"
g ) -f --blastn --bowtie2
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BioMAJ2Galaxy

To ease the process of giving access to reference

data In Galaxy, we developed the BioMAJ2Galaxy _
module, which enables the gap between BioMAJ Conclusion

and Galaxy to be bridged. These developments allow to integrate the reference
With this module, it Is possible to configure BIoMAJ data in Galaxy in an automatic, reliable, and
to automatically: diskspace-saving way.
- Download some reference data The code is freely available:
- Convert and/or index It In various formats https:/igithub.com/genouest/biomaj2galaxy
- Make available this data in a Galaxy server using | GigaScience publication:
data libraries or data managers doi:10.1186/s13742-015-0063-8
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