EST pre-processing steps are illustrated in this figure. 

EST clustering, assembly and consensus sequence generation steps are illustrated in this figure. 

High quality ESTs are grouped then into “clusters” based on sequence similarity and maximum informative consensus sequence is generated by “assembling” them, each of which could represent a possible putative gene. This step serves to elongate the sequence length by culling information from several short EST sequences simultaneously. Phrap and CAP3 are among the most extensively used programs for sequence clustering and assembly.
Predicting protein-coding regions from consensus EST sequences will enhance the process of gene discovery and gene boundary predictions. EST data can be correlated with the available manually curated protein annotations will greatly enhance the functional annotation of ESTs, following a six frame translations of ESTs.

ESTs are versatile and have multiple uses. ESTs were first used to construct expression maps of the human genome, then to assess the gene coverage from EST sequencing alone and to develop and map gene-based site markers. With the exponential rise in genomic data in the from global sequencing projects, databases of ESTs are used in gene structure prediction, to investigate alternative splicing, to discriminate between genes exhibiting tissue or disease specific expression and for the discovery and characterization of candidate single nucleotide polymorphisms (SNPs).

The usefulness of EST data has extended well beyond its original application in gene finding and in transcriptome analysis.

In any large scale sequencing project, where thousands of ESTs are generated daily, it is extremely important to store, organize and annotate, using an automated analysis pipeline. Here, a protocol is set up to efficiently transfer data between programs without human intervention, based on carefully parameterized threshold criteria. Such a pipeline would automatically accept ESTs from database or raw sequence chromatograms, clean, cluster, assemble, generate consensus sequences, conceptually translate and assign putative function based on various DNA and protein similarity searches 
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