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Built-in Datasets
BWA example

BWA Index Files 
on disk

(*.amb, *.bwt, 
*.rbwt, *.rsa, *.ann, 
*.pac, *.rpac, *.sa)

File listing paths, genome 
build, descriptions, etc. of 

available BWA indexes
(bwa_index.loc)

Tool Data Table
(tool_data_table_conf.xml)

Reference 
Genome
(*.fasta)

Galaxy BWA Tool
(bwa_wrapper.xml)

bwa index [-a bwtsw|div|is] [-c] <in.fasta>

abstraction layer
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Other concerns

Accessible?
! Manually download genome FASTA !les
! Download, compile, run bwa index; which options?

Reproducible?
! Only if the person performing manual steps keeps 

good notes

Transparent?
! Send email to sysadmin asking for notes

Need to restart Galaxy server when new entries are 
added
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Data Managers

¥Allows for the creation of built"in #reference$ data

¥underlying data

¥data tables

¥*.loc !les

¥Specialized Galaxy tools that can only be accessed by an 

admin

¥De!ned locally or installed from Tool Shed



Data Managers

¥Flexible Framework

¥not just Genomic data

¥Interactively Run Data Managers through UI

¥Work%ow compatible

¥API

¥Examples:

¥Fetching Genome #FASTA$ sequences

¥Building short read mapper indexes for genomes
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Data Manager Demo

¥Fetch the Genome Sequence for sacCer2 

¥UCSC as the source

¥Install fetching tool from Tool Shed

¥all_fasta table is populated automatically

¥Build BWA indexes for sacCer2

¥Install indexing tool from Tool Shed

¥Build indexes

¥bwa_index table is populated automatically

¥Align some reads to the newly added reference genome



Data Manager Demo: Full Disclosure

¥The default CloudMan instance comes with sacCer2 pre"installed, but I 

deleted it.

¥The sequencing reads to be aligned with BWA were created locally from 
the reference genome before uploading

¥Setup Galaxy admin account already

http://gcc2013-demo.dblankenberg.org/



Make Your Own

http://wiki.galaxyproject.org/Admin/Tools/
DataManagers/HowTo/De!ne

Several examples available in the test Tool Shed 
(search for Òdata_managerÓ)
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