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JGR

(Java GUI for R Statistical Environment)
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(Pathway/Genome Database)
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TMeV

(TIGR Microarray expression Viewer)
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(K-means clustering)

Although some cag genes are correlated over
all conditions, most are correlated only over a
subset emphasizing a need for biclustering
(go back to Step 3 and follow link to
InferelaterView)

KEGG

(Metabolic pathways)
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(Prolinks Network)

DATA INTEGRATION
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STRING

(Search Tool for the Retrieval of Interacting Genes/Proteins)
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