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GSEA  GUI
http://www.broadinstitute.org/gsea/index.jsp



Loading Data into GSEA



Files loaded into GSEA



Select *.gct in Run GSEA



Select *.gmt in GSEA



Select *.cls in GSEA



Collapsed Data



If Collapsed Data = True, Select *.chip 



Select Type of Permutations



Select Number of Permutations



Select Analysis Name



Select Enrichment Statistic



Select Metric for Ranking



Gene Sorting Mode



Set Gene Set Sizes



Save GSEA Results in Specific Folder



Advance Options



Plot number of Markers



Plot Graphs for the Top Gene Sets



Execute GSEA



Running Status (message)



Parameters as Command Line



Run Completed



Outputs GSEA



Snapshot of enrichment results



Enrichment Results in ALL



Results on SETPATHWAY (Summary)



Results on SETPATHWAY (Enrichment Plot)

Max	Score	=	ES



Results on SETPATHWAY (Genes)



Results on SETPATHWAY (Heatmap)



Results on SETPATHWAY (Random ES Distribution)



Results on Enriched in the AML Phenotype



Heatmap of the Top 100 Genes



Gene Ranking



Results also available as Excel Files



In Results Folder, look for index.html



In Results Folder, look for 
gsea_report_for*.xls



Leading Edge Analysis



Leading Edge Analysis



Leading Edge Analysis



Leading Edge Analysis



Interpreting Leading Edge Results



Workshop

• Download Examples from
http://tanlab.ucdenver.edu/labHomepage/tea
ching/CANB7640/WORKSHOP/CLASS04/



Assignment #4
• Download Data Sets from
http://tanlab.ucdenver.edu/labHomepage/teachi
ng/CANB7640/WORKSHOP/CLASS04/

• Refer to GSEA UserGuide in preparing your 
files
– http://software.broadinstitute.org/gsea/doc/GSEA

UserGuideFrame.html
– http://software.broadinstitute.org/gsea/doc/GSEA

UserGuide.pdf


