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Resource Information

URL: http://www.ornl.gov/sci/techresources/Human_Genome/home.shtml

Proper Citation: Human Genome Project Information (RRID:SCR_013028)

Description: This resource gives information about the U.S. Human Genome Project, which 
was was a 13-year effort to to discover all the estimated 20,000-25,000 human genes and 
make them accessible for further biological study. The primary project goals were to: - 
identify all the approximately 20,000-25,000 genes in human DNA, - determine the 
sequences of the 3 billion chemical base pairs that make up human DNA, - store this 
information in databases, - improve tools for data analysis, - transfer related technologies to 
the private sector, and - address the ethical, legal, and social issues (ELSI) that may arise 
from the project. To help achieve these goals, researchers also studied the genetic makeup 
of several nonhuman organisms. These include the common human gut bacterium 
Escherichia coli, the fruit fly, and the laboratory mouse. These parallel studies helped to 
develop technology and interpret human gene function. Sponsors: The DOE Human 
Genome Program and the NIH National Human Genome Research Institute (NHGRI) 
together sponsored the U.S. Human Genome Project.

Synonyms: HGP

Resource Type: narrative resource, topical portal, slide, data or information resource, portal, 
video resource, training material, funding resource

Keywords: escherichia coli, fruit fly, function, gene, genome, genetic, bacterium, base pair, 
biological, dna, human, mouse, sequence, FASEB list
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Ratings and Alerts

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

No alerts have been found for Human Genome Project Information.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 58 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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sequencing: a systematic qualitative review. BMC pediatrics, 21(1), 387.

Gavrielatos M, et al. (2021) Benchmarking of next and third generation sequencing 
technologies and their associated algorithms for de novo genome assembly. Molecular 
medicine reports, 23(4).

Rosado E, et al. (2021) Using Machine Learning to Collect and Facilitate Remote Access to 
Biomedical Databases: Development of the Biomedical Database Inventory. JMIR medical 
informatics, 9(2), e22976.



Tanaka H, et al. (2021) HMGB1 signaling phosphorylates Ku70 and impairs DNA damage 
repair in Alzheimer's disease pathology. Communications biology, 4(1), 1175.

Jin M, et al. (2021) Prediction and verification of the AD-FTLD common pathomechanism 
based on dynamic molecular network analysis. Communications biology, 4(1), 961.


