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GoMiner

GoMiner batch-processes and organizes the gene lists from a
microarray (or other genomic/proteomic platform) in the
framework of the GO hierarchy.

It provides a number of outputs and visualizations to address the
question, “Now that I’'ve done my microarray experiment and
analyzed the data statistically to identify a set of ‘interesting’ genes,

what do those genes mean biologically?”
e GoMiner: Zeeberg, et al., Genome Biology 2003; 4:R28
e (MatchMiner: Bussey, et al., Genome Biology 2003; 4:R27)
e (MedMiner, CIMMiner, AbMiner)
* http://discover.nci.nih.gov/gominer

High-Throughput GoMiner is an extension that automatically
processes an arbitrary number of arrays in a study and
organizes the results in terms of a variety of outputs including

“clustered image map” visuals.
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GoMiner: Leverages the Ge_ne Ontology
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(We thank M.D. Wang, G. Wang, and W. Feng, GA Tech/Emory U.
for collaboration in the early development of GoMiner)
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GoMiner: SVG Representation of DAG
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High-Throughput Gominer

"a GoMiner Wrapper - Microsoft Internet Explorer provided by SRA International
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High-Throughput Wieh Command Line It Output
Home terface Interface Files Files

This is the web interface for High-Throughput Gobdiner. You need to upload two files to the server, a total file
with all of the genes in your experiment, and one of two types of changed files. Detailed descriptions of the
input files are available. You will receive an email message with instructions on how to download your results

ance they are complete. Documentation for both the output files generated and possible error codes are also
anline.

Step 1: Select the total file | Browse...

Input should be a text file with ".bt' extension

Step 2: Select the changed file | Browse...

Accepls zip file with "_zip" or text file with " bd' extension

UniProt (H. sapiens etal)

Step 3: Select DataSource(s) CGEM (H. sapiens etal)
ENMSEMEL (H. sapiens et al)
FB (D. melanogaster) hd

Step 4: Select Organism(s)
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GoMiner Processing Flow
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HT-GoMiner Processing Flow
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Leveraging caBIG Resources

B We expect GoMiner to use a number of caBIG
Resources
— Array Repositories
B Browse available data sets

M Select and format
M Import into GoMiner

— Alternative Ontologies
B Analyze classifications in addition to GO

M At first, we expect to leverage existing interfaces

B Move to grid-based API's as they become
available
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Providing caBIG Resources

B HT-GoMiner's web-based interface provides
a starting point for providing grid-enabled
GoMiner web services

B GoMiner annotation analysis and annotation
services can be provided to the grid as a
service

— Collaborating with NCI’'s ABCC to provide
computational horsepower to offer such
services
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GoMiner and Vocabulary

B Many of the terms and concepts in GoMiner
correspond directly with those used by the
GO Consortium

— There are some additional terms and concepts
B\We hope this will make conceptual

interoperability with caBIG easier to achieve
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