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 (ii) Forums for biomedical text mining on the Web 

 

BLIMP http://blimp.cs.queensu.ca/ 

“BLIMP covers all publications related to the fast-growing field of biomedical literature and 
text mining. It is a one-stop resource, letting researchers find out who-does-what in the area 
and where it is published, bridging across the many discipline-specific venues in which 
biomedical text-mining papers are published.” 

 

BIONLP http://www.ccs.neu.edu/home/futrelle/bionlp/ 

Bob Futrelle’s NLP for Biotext Mining 

 

http://www.text-mining.org/ 

A comprehensive collection of text mining resources, including links to publications, 
commercial suppliers, news items, research groups, events, etc 
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