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The increasing amount of sequence data provided by full or partial genome sequencing projects urgently needs a way to transfer information from model
species to new sequenced ones. Orthologous and paralogous genes identification is now a major objective for gene function prediction as orthologous

sequences are more likely to share the same function than paralogous sequences.

» Results

We developed GreenPhylDB , a comprehensive platform for comparative genomics analyses of Arabidopsis thaliana and Oryza sativa full genomes.
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> GOST: GreénPhyI Orthologs Search Tool

GOST is a powerful tool developed to predict phylog
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O. sativa / A. thaliana gene(s). This

tool rapidly integrates a new sequence into a precomputed phylogenic tree developed on O.sativa and A.thaliana to infer orthologs relationships.
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