=_ Galaxy AnalyzeData  Workflow SharedData  Visualization ~ Admin  Help  User

ENCODE RNA-seq data (hg18) ol D 1,054,466 - 1,064,274 § Add Tracks || Save || Close
1,055,000 1,0 1,063,000 1,06

3 d NL L
i T TN T .gMLIE?’:ﬂ‘,,!‘ ol LA

| A L ,~, bt L " |
1(Frpry iy [ I Ty
"‘

e wer v
WL

U

The Galaxy Track Browser
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“Next-Generation” Sequencing (NGS)
Genomic Data
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An NGS Workflow
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An NGS Workflow
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Sequencing Trends
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Genome Browsers

UCSC Genome Browser on Human Feb 2009 (GRCh37/hg19) Assembly
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Genome Browsers

Chromosome bands
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Genome Browsers

File Edit View Window Help
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Why another Genome Browser?

Gal aXYy (http://usegalaxy.org)

+ Web-based GUI for genomics

+ many tools in one place

+ sharing, publication framework

Galaxy Track
Browser

Genome Browser

+ physical depiction of data

+ visually identify correlations

+ find interesting regions, features




Why another Genome Browser?

From browsing to visual analysis

Experimentation for large datasets
+ interactive and dynamic

Sharing and collaboration







Summary

NGS datasets are huge and genome browsers
used frequently

GTB transforms genome browser into visual

analysis and experimentation tool

+ dynamic filters
+ tool integration

Can share visualizations using only a web browser
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Thanks! Questions?

http://usegalaxy.org/visualization/list_published

+ http://usegalaxy.org/u/jeremy/v/trackster-demo-1-viewing-and-navigating

+  http://usegalaxy.org/u/jeremy/v/trackster-demo-2-dynamic-filtering

+  (Running tools demo very slow on main due to high NGS tools usage;
faster demo coming soon.)

Galaxy
+ public server: http://usegalaxy.org
+ download and run: http://getgalaxy.org
+ mailing lists: galaxy-user@bx.psu.edu (using Galaxy) and galaxy-
dev@bx.psu.edu (developing with Galaxy)

jeremy.goecks@emory.edu




