Bringing sequences to life
Sequence analysis has originally been conducted by using the novel generated sequences as query in homologous searches. However, maturity in the bioinformatics field, mostly guided by the complete sequencing and deep analysis of the genome and transcriptome of Model Organisms (MO), allows the use of a reverse approach in sequence analysis, aimed to bring to the comparative genomics field scenario sequences from novel organisms that are homologous to groups of orthologues and paralogs from MO. We will first present the high performance of automated EST analysis with the KOG database and show how this was extended to other similar databases such as KO (Kegg Orthology), Inparanoid, PIR clusters and OrthoMCL-DB. Moreover, the annotation of novel sequences exemplified by S. mansoni transcriptome, attained similar results whether using either the complete “nr” database or a collection of KOGs from three MO. Furthermore, we will present an approach 
