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Proper Citation

Human BAC Ends Database (RRID:SCR_007727)

Resource Information

URL: http://www.tigr.org/tdb/humgen/bac_end_search/bac_end_intro.html

Proper Citation: Human BAC Ends Database (RRID:SCR_007727)

Description: The Human BAC Ends Database is a database of sequences from the ends of 
bacterial artificial chromosome (BAC) clones. A whole genome sequencing approach has 
been described in a map-as-you-go strategy. The complete sequence of a seed BAC is 
searched against a BAC end database and the minimally overlapping clones in each 
direction are selected for sequencing. As coverage increases, BAC end sequences provide 
samples for whole genome survey. It currently contains 743,000 end sequences from 
470,000 clones (20 X clone coverage and 12% sequence coverage), generated by TIGR, 
UofWashington and CalTech, providing a sequence marker every 5 kb across the genome. 
The coverage by paired-ends on chromosome 22 is over 5X. The project is funded by DOE.

Synonyms: Human BAC Ends

Resource Type: database, data or information resource

Keywords: bac, bacterial artificial chromosome, FASEB list

Funding:

Resource Name: Human BAC Ends Database

Resource ID: SCR_007727

Alternate IDs: nif-0000-02992

Record Creation Time: 20220129T080243+0000
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Record Last Update: 20250412T055209+0000

Ratings and Alerts

No rating or validation information has been found for Human BAC Ends Database.

No alerts have been found for Human BAC Ends Database.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 55 mentions in open access literature.

Listed below are recent publications. The full list is available at RRID.
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ovarian development of the giant tiger shrimp Penaeus monodon by suppression subtractive 
hybridization (SSH). Genetics and molecular biology, 33(4), 676.
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proteins of importance in plant evolution. Genome biology and evolution, 2, 225.

Kim DW, et al. (2009) GarlicESTdb: an online database and mining tool for garlic EST 
sequences. BMC plant biology, 9, 61.


