
We present results from analysing microarray data from 
a breast cancer study comprising 104 cancer and 17 
normal specimens using a Bayesian Hierarchical 
Clustering (BHC) algorithm (Savage et al. 2009) .  

The BHC model is probabilistic, allowing it to account 
properly for uncertainty in the data and the use of model 
selection as a merging criterion allows us to infer in a 
principled way the most likely number of clusters in the 
data. 

The results are interpreted using literature mining, gene 
ontology annotation and a biomarker discovery 
algorithm (Chu et al. 2005).  As a case study of these 
results, we focus on a set of five gene clusters that are 
over-expressed in a tissue sample group for which 
cancer patients had particularly poor 7-year relapse-free 
and survival rates.   


