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ABSTRACT. The current intense production of biological data, 
generated by sequencing techniques, has created an ever-growing 
volume of unanalyzed data. We reevaluated data produced by the 
guarana (Paullinia cupana) transcriptome sequencing project to 
identify cDNA clones with complete coding sequences (full-length 
clones) and complete sequences of genes of biotechnological interest, 
contributing to the knowledge of biological characteristics of this 
organism. We analyzed 15,490 ESTs of guarana in search of clones with 
complete coding regions. A total of 12,402 sequences were analyzed 
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using BLAST, and 4697 full-length clones were identified, responsible 
for the production of 2297 different proteins. Eighty-four clones were 
identified as full-length for N-methyltransferase and 18 were sequenced 
in both directions to obtain the complete genome sequence, and confirm 
the search made in silico for full-length clones. Phylogenetic analyses 
were made with the complete genome sequences of three clones, which 
showed only 0.017% dissimilarity; these are phylogenetically close to 
the caffeine synthase of Theobroma cacao. The search for full-length 
clones allowed the identification of numerous clones that had the 
complete coding region, demonstrating this to be an efficient and useful 
tool in the process of biological data mining. The sequencing of the 
complete coding region of identified full-length clones corroborated the 
data from the in silico search, strengthening its efficiency and utility.
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