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INTRODUCTION 

Kegg Pathway database has been initiated in 1995 with biochemical pathways. Hitherto, the database covers several biological 
phenomena. The propagation of information to all organisms comprised by the database allows its use inautomated 

analyzes of new sequenced genomes. Using the text mining tool PESCADOR, we processed a total of 1686 abstracts sorted by 
significance with the software PubMed Ranker. PESCADOR has labeled 235 genes involved in 722 biointeractions.  

METHODS AND RESULTS 
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