Visualising Proteomics
Data in Galaxy

lIra Cooke

® & | ATROBE

INSTITUTE FOR
MOLECULAR SCIENCE

visci

EEEEEEEEEEEEEEEEEEEEEEE



800 | S Galaxy

€ C fi

(] Teaching L] Software
~ Galaxy

Tools

Get Data
Send Data
ENCODE Tools
Lift-Over
Text Manipulation
Filter and Sort
Join, Subtract and Group
Convert Formats
Extract Features
Fetch Sequences
Fetch Alignments
Get Genomic Scores

ra nomic In! I
Statistics
Wavelet Analysis
Graph/Display Data
Regional Variation
Multiple regression
Multivariate Analysis
Evolution
Motif Tools
Multiple Alignments
M ic an
FASTA manipulation
NCBI BLAST +
NGS: QC and manipulation
NGS: Picard (beta)
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Analyze Data

Hide Navigation
MA148-ViAg_RE?7...
MGF [missing]
UdtdSEL o5 dat:
DA .’V"v”
dataset_7753.dat MA148-ViAg_RE?7...
MGF [missing]
Filter:  Filter |

None of the 0 queries matched your filter

<?xml version="1.0" encoding="UTF-8"7>

<protein_summary xmlns="http://regis-w

>

REYyiondi vdariauon
Multiple regression
<




Problems

Data is spread over many (possibly hundreds) of
files with dozens of formats

Long load times for visualisation
Results files are not self-contained

Difficult to install and maintain



Gather Data Up-Front
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Galaxy Visualisation Plugin

* Toolshed Installable?! SQLite Data provider and

custom datatype. All Visualisation code in a plugin
template.

* Full access to data via SQLite data provider.
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