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Question 1

< Use “Functional Annotation Chart” tool



Question 1

< 10 most significantly enriched functional annotation terms among the 
over-expressed genes annotations

< Number of genes annotated with each of these terms
< Most enriched GO term

< To view these genes click on  : 



Question 2

< Use “Functional Annotation Table” tool



Question 2

< Search for KITLG in the page to see all associated annotations

< Click on “PI3K-Akt signalling pathway” to see all genes from this pathway



Question 2

Genes from your list are highlighted with a red star



Question 3

1. Download list genes in PI3K-Akt signalling pathway from DAVID : 
Click on “Show all list genes” on the bottom of the page representing 
PI3K-AKT signalling pathway 

then right click on Download File (top right) and save link target on disk

pi3k_akt_signalling_genes.txt



Question 3

2. Import pi3k_akt_signalling_genes.txt file on Galaxy



Question 3

3. Join siMitfvssiLuc.up.annot.txt with pi3k_akt_signalling_genes.txt on their 
common column (Gene name)



4. Use the Cut tool to retain only columns of interest (Gene name, 
norm.siLuc2, norm.siLuc3, norm.siMitf3, norm.siMitf4) 

5. Download this file
and change file extension to txt

Question 3

à siMitfvssiLuc_up_pi3k_akt.txt



Question 3

6. Heatmap using http://www.heatmapper.ca/expression/


