
  

GenABEL project:
open methodology 
for statistical genomics
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Get him out of the way!



  

Aim of GenABEL project

To create a framework for robust 
development, implementation and 
application of novel statistical genomics 
methodology

Through infrastructure connecting the people  
developing and applying statistical genomics 
methodology 
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GenABELGenABEL

ProbABELProbABELPredictABELPredictABEL
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suiteInformation hubInformation hub

www.genabel.orgwww.genabel.org

User supportUser support
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Infrastructure for 
the GenABEL project

User
workshops 
and courses
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GenABEL suite

• Open, transparent, free

• Rich in functionality. Now 7 packages containing 
~150 functions related to genomic analysis

• Efficient. We aim that you can run a genome-wide 
association scan on a netBook

• Flexible. Programming your custom analysis is easy

• Well documented. More then 200 pages of reference 
manuals and about 300 pages of tutorials

• Supported – by the community

• Collaborative – and open for for your contribution 
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