
Cell colour and letter shows 
either evidence code (GO) or type 
of evidence (pathways, motifs, ...)

Each column represents one gene in the input 
list. Each line stands for a functional term. Each table 

cell stands for one list/term association.

Number of cells from the 
left shows optimal enrichment 

for an ordered input list.  

Multi-coloured cells 
have several sources of 

GO evidence.

Total # of genes 
associated to 

functional term

Enrichment p-
value. Significant values 

are usually shown.

# of genes in input list. This 
varies when list is ordered and 
optimum list length is detected

Fraction of genes in 
list with the functional 
term (a.k.a. precision)

click to 
visualise 

hierarchy of 
terms

term ID

term type or 
GO domain

term name,  left alignment and (#) 
according to depth in local hierarchy

Fraction of all 
functional genes detected 
in the list (a.k.a. recall)

# of genes in the list 
associated to functional 

term

Enriched protein-protein interaction 
modules in the input list

RED: genes from the input list that 
interact with one another (the core)

BLACK: direct interaction partners of 
the core that do not belong to the initial list 

(the neighbourhood)

Significance is tested with the 
hypergeometric test between k=core, 

n=input_list and K=neighbourhoodg:Gost output explained


