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Strategies for cloning of novel genes based on EST
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Abstract: Expressed sequence tags (EST) are short, randomly selected single-pass nucleotide sequence reads derived from
cDNA libraries and represent a small part of a gene. Along with the development of bioinformatics and genetic localization,
EST has already become a powerful tool for mapping, cloning and expression profiling of genes. Recently, because of the
fast distension of EST databases, application of EST in gene mapping and cloning leads to revolutionary change in the
strategies for cloning of novel genes. Despite of some insufficiencies, it has been proved that EST could promote the dis-
covery and research of novel genes. In this article, an introduction about EST, especially EST-based strategies for cloning of
novel genes will be given in details.
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Table 1

Resources for EST data

Resource

Web site

ApiEST-DB

dbESTat NCBI

Diatom EST database

ESTree

Fungal genomics project

Honey bee brain EST project

Nematode ESTs at the Sanger Institute
NEMBASE-parasitic nematode ESTs

Parasitic and free-living nematode EST resource
Phytopathogenic Fungi and Oomycete EST database
Plant Gene Research, Kazusa DNA Research Institute
Plant Genome database

Rat EST data at University of lowa

Sanger Institute Xenopus tropicalis EST project

http: //www.cbil.upenn.edu/apidots/
http: //www.ncbi.nIm.nih.gov/dbEST/
http: //avesthagen.sznbowler.com.
http: //www.itb.cnr.it/estree/

https: //fungalgenomics.concordia.ca/home/index.php
http: //titan.biotec.uiuc.edu/bee/honeybee_project.htm

ftp: //ftp.sanger.ac.uk/pub/pathogens/nem_ests/

http: //www.nematodes.org
http: //www.nematode.net/

http:
http:
http:
http:
http:

Ilcbr-rbc.nre-cnre.ge.ca/services/cogeme/
/lwww.kazusa.or.jp/en/plant/database.html
/lwww.plantgdb.org/
/Iratest.eng.uiowa.edu
/lwww.sanger.ac.uk/Projects/X_tropicalis/

The TIGR Gene Indices
UniGene database at NCBI

http: //www.tigr.org/tdb/tgi/
http: //www.ncbi.nIm.nih.gov/UniGene
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