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The Galaxy main public instance
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Galaxy is an open, web-based platform for data
ntensive biomedical research. Whether on this
free public server or your own instance, you can

perform, reproduce, and share complete analyses.

The Calaxy team is a part of BX at Penn State, and

the Biology and Mathematics and Computer
-

!

History

y =)

€D Your history is empty. Click 'Get
Data’' on the left pane to start




The Galaxy main tool shed
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1833 valid tools on Jul 13, 2012
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Categories

Search
= Search for valid tools

= Search for workflows

Repositories
Browse by cateqory

Browse my repositories

Browse my invalid tools

Create new repository

search repository name, description

Name

Assembly

Computational
chemistry

Convert Formats

Data Source

Fasta Manipulation

Genomic Interval
Operations

Graphics

Metagenomics

Next Gen Mappers

Ontology
Manipulation

Proteomics

SAM

Sequence Analysis

Description

Tools for working with assemblies
Tools for use in computational chemistry

Tools for converting data formats

Tools for retrieving data from external data
sources

Tools for manipulating fasta data
Tools for operating on genomic intervals

Tools producing images
Tools enabling the study of metagenomes

Tools for the analysis and handling of Next Gen
sequencing data

Tools for manipulating ontologies

Tools enabling the study of proteins

Tools for manipulating alignments in the SAM
format

Tools for performing Protein and DNA/RNA
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How does the tool shed
complement Galaxy to enrich the
features that it provides?



