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Question 1 

!  Use “Functional Annotation Chart” tool 



Question 1 

!  5 most significantly enriched functional annotation terms among 
the over-expressed genes annotations 

!  Number of genes annotated with each of these terms 

!  To view these genes click on  :  



Question 2 

!  Use “Functional Annotation Clustering” tool 



Question 2 

!  First identified cluster : 

!  Click on        to visualize members of this cluster : 



Question 3 

!  Use “Functional Annotation Table” tool 



Question 3 

!  Search for claudin 15 in the page to see all associated annotations : 

!  Click on Cell adhesion molecules (CAMs) to see all genes from the 
list annotated with this pathway 



Question 3 


