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Workflow: Proteomics with Plymouth University 

Source: www.planetorbitrap.com 
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Proteomic Characterisation of in vivo 
and in vitro liver models 

( Liver Tissue, Primary Cells & Spheroids) 



Experimental Design 

Quantitative Proteomics 
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Baron et al, 2012 



Workflow: Rainbow Trout Proteomics 
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Conclusions Under Progress 



Preliminary Data 
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SDS GEL & MS Analysis 

Hierarchical Clustering on LFQs 
Quality Check on 4-12% Gradient Gel 

LFQ: Label Free Quantification 



Identified Proteins among models 

Filtering Criteria: 2 Unique 
Peptides/Protein 

~2300 Proteins Identified 
1633 Proteins (<2 peptides/Protein) 



Correlation in Replicates 
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Correlation: Experimental Groups 

r=0.78 to 0.96 



Hierarchical Clustering Analysis 
( z normalised LFQs) 



Spheroids vs Hepatocytes Spheroids vs Liver 

Liver vs Hepatocytes 

p<0.01) 



Annotation Extraction by Blast2go 



Proteomic Profile: Significantly altered 
proteins 
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Ongoing Analysis 

• Functional Significance of Altered Proteins 

• Annotation Enrichment Analysis 

• Comparative Proteomics 

 

 

STRING DB- CYP1A1 
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