
  

PomBase advanced search and FungiDB cytoscape 
 
In this exercise we will identify fungal genes that when mutated increase resistance to the 
antifungal amphotericin, cross reference the gene list with the metabolic pathways in FungiDB, 
and review the available transcriptomic data in hypoxia conditions using Paint function in 
CytoScape. 
  
 

● Go to https://www.pombase.org/query 
● Using the phenotype filter, search for “resistance to amphotericin B” and click submit, 

this should match 8 genes 
● Click on the hyperlinked result at the bottom of the advanced search, and then on 

the ‘visualize’ button 
 

 
 

● “Sort” on GO Process 
 

 
 
 



Q1: Which GO Process is common to 5 genes? 
Q2: Which one gene does not have a reported human ortholog? 
 

● “Finish” visualization and click the button to “download…” the systematic IDs of the 
genes  

● Go to fungidb and perform a GeneID search 
(https://fungidb.org/fungidb/showQuestion.do?questionFullName=GeneQuestions.Gene
ByLocusTag) 

● Add a step to “transform to pathway” (use default settings) 

 
 
  
  
  

● Open the Metacyc “Superpathway of ergosterol biosynthesis I” 
● Evaluate transcriptomic evidence in hypoxia conditions for A. fumigatus using microarray 

paint operator in Cytoscape 
  

 

 

 

 



Q3: Are genes involved in ergosterol biosynthesis typically downregulated or upregulated in 
hypoxia? 

 

 
 

-  Ergosterol biosynthesis is a very oxygen intensive process, so during hypoxic conditions 
this pathway is downregulated 

- Amphothericin kills cells by binding ergosterol in the cell membrane and form pores 
through which ion can leak out of the cell. 

- When ergosterol biosynthesis genes are knocked out, cells become resistant to 
amphothericin 

 


