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Resource Information

URL: http://esharkgenome.imcb.a-star.edu.sg

Proper Citation: Elephant shark genome sequencing (RRID:SCR_013158)

Description: To explore the elephant shark genome, we have conducted a survey-
sequencing and comparative analysis of the elephant shark genome in collaboration with J. 
Craig Venter Institute. The elephant shark sequences generated under this project have 
been deposited at GenBank under the project accession number AAVX01000000. The 
sequences can also be searched using BLAST and retrieved here. Cartilaginous fishes 
(Chondrichthyes) represented by sharks, rays, skates and chimaeras, are phylogenetically 
the oldest group of living jawed vertebrates. They constitute an important group for our 
understanding of the origins of the complex developmental and physiological systems of 
jawed vertebrates. They are also an useful outgroup for bony vertebrates such as tetrapods 
and teleost fishes and help in identifying specialized features that have led to the evolution of 
diverse groups of bony vertebrates. The elephant shark (Callorhinchus milii), also known as 
the elephant fish and ghost shark, is a chimaera belonging to the Order Chimaeriformes and 
Family Callorhynchidae. It has the smallest genome among the known cartilaginous fish 
genomes. Thus, it was proposed as a model cartilaginous fish genome for whole-genome 
sequencing and comparative analysis (Venkatesh et al. 2005. Curr. Biol. 15: R82-R83). The 
following resources of the elephant shark are available for the scientific community: 
*Elephant Shark 1.4x assembly fasta sequences zipped 227 megabytes *Genomic DNA *~8x 
coverage BAC library (average insert size, ~150 kb) *cDNA libraries (under construction) 
*cDNA (dated 11 April 2008) with orthologs in 5 vertebrates (human, opossum, chicken, frog, 
fugu)

Resource Type: data or information resource, database, service resource

Defining Citation: PMID:9254694, PMID:17185593, PMID:17407382

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_013158/resolver
http://esharkgenome.imcb.a-star.edu.sg
https://pubmed.ncbi.nlm.nih.gov/9254694
https://pubmed.ncbi.nlm.nih.gov/17185593
https://pubmed.ncbi.nlm.nih.gov/17407382


Keywords: FASEB list

Funding: Agency for Science Technology and Research

Resource Name: Elephant shark genome sequencing

Resource ID: SCR_013158

Alternate IDs: nif-0000-30511

Record Creation Time: 20220129T080314+0000

Record Last Update: 20250422T055713+0000

Ratings and Alerts

No rating or validation information has been found for Elephant shark genome sequencing.

No alerts have been found for Elephant shark genome sequencing.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 83 mentions in open access literature.
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