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What we’ve done so far



Generated a list of 110 differentially expressed 
genes between fed and unfed (p=0.05)



Exploration
● Began exploring gene list



Kegg Pathways

KO list created using 
organisms represented in 
110 significant genes and 

all reptiles

Bi-directional is more 
accurate than single-

directional best hit 
(SBH) 



Pathways 



Model Pathways: Apoptosis 



Model Pathways: Ribosome



Isolate Transcription Factors - GO Terms

● Associated our 110 genes with GO terms  
● Manually searched for genes tagged with 

transcription factor related GO terms
○ GO:003677 = "DNA binding"
○ GO:0006355 = "regulation of transcription, 

DNA-dependent"
○ GO:0003700 = "Transcription Factor activity"

● Two transcription factors identified
○ SUB1: Activated RNA Polymerase II 

transcriptional coactivator p15
○ ZNF180: Zinc finger protein 180



What we plan to do



Refining Kegg Pathways
● Some genes were not assigned Kegg 

numbers
○ Including our 2 transcription factors

● Liter



Improving Transcription Factor Identification

● Increase p value from 0.05 to 0.1 to widen 
the pool of potential transcription factors

● Gene Ontology is notoriously ineffective at 
annotating transcription factors

○ Transcription factor specific 
databases



Supervised Clustering
● Identify genes that cluster with our genes of interest (transcription factors)
● Map those clusters to KEGG pathways




