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ABSTRACT 

Gene set enrichment analyses (GSEA) provide a useful and powerful approach to identify 

differentially expressed gene sets with prior biological knowledge. Several GSEA algorithms have 

been proposed to determine whether such functionally related gene sets express differentially 

(enrichment and/or deletion) in variations of phenotypes. GSEA provides a direct approach to the 

analysis of gene sets of interest and the results are relatively easy to interpret. In this talk, I will 

introduce a general strategy of gene set correlation analysis (GSCA) that simultaneously measures 

within and between gene sets variation to identify sets of genes enriched for differential expression 

and highly co-related gene sets. In addition, a graphical technique is used for visualizing and 

simultaneously exploring the associations of between and within gene sets and their interaction and 

network. 
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