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Supplementary Materials (Key): 

 

Data files S1-S6:  Header description is as follows: Signf-p-value: Significant enrichment p-

value; T: Total number of genes associated to functional term; Q: Number of genes in input list. 

This varies when list is ordered and optimum list length is detected ; Q&T: Number of genes in 

the list associated to functional term; Q&T/Q: Fraction of genes in list with the functional term 

(precision); Q&T/T: Fraction of all functional genes detected in the list (recall); term ID: term 

identification; t type: term type or GO domain (BP= Biological Process, CC= Cellular 

Component, MF=Molecular Function), t group: term group; t name: term name; t depth: term 

depth; Q&T list: list of genes in the list associated to functional term.  

 


