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Resource Information

URL: http://www.fugu-sg.org/

Proper Citation: Fugu Genome Project (RRID:SCR_013014)

Description: THIS RESOURCE IS NO LONGER IN SERVICE,documented on August 16,
2019. Fugu genome is among the smallest vertebrate genomes and has proved to be a
valuable reference genome for identifying genes and other functional elements such as
regulatory elements in the human and other vertebrate genomes, and for understanding
the structure and evolution of vertebrate genomes. This site presents version 4 of the
Fugu genome, released in October 2004 by the International Fugu Genome Consortium.
Fugu rubripes has a very compact genome, with less than 15 consisting of dispersed
repetitive sequence, which makes it ideal for gene discovery. A draft sequence of the fugu
genome was determined by the International Fugu Genome Consortium in 2002 using the
''whole-genome shotgun'' sequencing strategy. Fugu is the second vertebrate genome to
be sequenced, the first being the human genome. This webpage presents the annotation
made on the fourth assembly by the IMCB team using the Ensembl annotation pipeline.
We are continuing with the gap filling work and linking of the scaffolds to obtain super-
contigs.

Synonyms: FGP

Resource Type: data or information resource, database

Keywords: element, evolution, fish, fugu, functional, gene, genome, human, pufferfish,
regulatory, rubripes, structure, vertebrate, bio.tools

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: Fugu Genome Project

Resource ID: SCR_013014

Alternate IDs: biotools:fugu-sg, nif-0000-20988
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Alternate URLs: https://bio.tools/fugu-sg

Record Creation Time: 20220129T080313+0000

Record Last Update: 20260729T044312+0000

Ratings and Alerts

No rating or validation information has been found for Fugu Genome Project.

No alerts have been found for Fugu Genome Project.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 22 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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