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Figure 4 – ComparativeMarkerSelection 

Original analyses can be redone using a different methodology such as comparing 

basal cell carcinoma samples with metastatic carcinoma samples using the 

ComparativeMarkerSelection algorithm (a,b).  

 

Figure 5 – Search 

Searches can be run for discovering the associations of concepts found in analysis 

across multiple databases.  

 

Figure 6 – New hypothesis testing 

New hypotheses can be tested - the role of cyclin D1 in metastatic melanoma in single 

cohort using k-means clustering (a,b). 

  

Figure 7 – Combined analysis  

New analyses can be run – e.g.: contrasting combined primary melanoma, basal and 

squamous cell carcinoma vs. metastatic melanoma (a,b).   

 

Figure 8 - Meta-analysis 
Comparing lung cancer and colorectal cancer gene expression data from multiple 

experiments using k-means clustering with the EGFR gene where k = 2. 

 










