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Fugu (Fugu rubripes) Genome Project: 2001. 10. First draft announced
JGI, IMCB, HGMP-RC

//www jgi.doe.gov/

The Danio rerio Sequencing Project: started in 2001, ongoing
Sanger Institute and zebrafish community

//www .sanger.ac.uk/Project/D_rerio/

Medaka

/ /bioll.bio.nagoya-u.ac.jp:8000/

Tilapia Genome Project: genetic maps

//tilapia.unh.edu/ WWWpages/TGP/TGP.html/

Tetraodon nigroviridis Sequencing Project: ongoing
Genoscope and Whitehead Institute
//www.genoscope.cns.fr/externe/ teraodon/sequencing.html/
Xiphophorus Gene Mapping
//www.xiphophorus.org/mapping.htm/

Table 1. Fish species are under genome project
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FHAANGE AT 712AEE F4sa(e], oFe A¥F =Z7]-Animal Genome
Size Database), fAAAIEE & o|F W EFY genomic BAC library 75 2
ole] ol &A|A thF 7tsdE AASLAL ) vpAHOe R, FHAPE vwEY
9] d & AAIBEE, FFAL AFY HEARS oA FHET AASA Tt
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Animal Genome Size Database http:/ /www.genomesize.com
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