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Interests	
  

•  High-­‐throughput	
  genomics	
  data	
  analysis	
  
•  Data	
  mining	
  tools	
  and	
  methods	
  
•  Web-­‐based	
  data	
  analy8cs	
  	
  
•  Visualiza8on	
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Principal	
  Partners	
  

•  Baylor	
  College	
  of	
  Medicine,	
  Houston	
  
– Func8onal	
  genomics	
  of	
  social	
  amoeba	
  Dictyostelium	
  

•  MRC	
  Laboratory	
  of	
  Molecular	
  Biology,	
  Cambridge	
  
– Genome	
  analy8cs	
  of	
  neurodegenera8ve	
  diseases	
  

•  University	
  of	
  Pavia,	
  Italy	
  
– Bioinforma8cs	
  for	
  8ssue	
  engineering	
  

•  AstraZeneca,	
  Sweden	
  &	
  UK	
  
– Data	
  mining	
  tools	
  in	
  pharmacology	
  

GenePath	
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Inference	
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  Gene	
  Networks	
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Orange	
  Scrip)ng	
  

For each gene in a list, the script finds which  
KEGG pathways include them. 

For	
  each	
  gene	
  in	
  a	
  list,	
  the	
  script	
  
finds	
  which	
  	
  

KEGG	
  pathways	
  include	
  them.	
  

script	
  in	
  
Python	
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