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Proper Citation

Human Ageing Genomic Resources (RRID:SCR_007700)

Resource Information

URL: http://genomics.senescence.info/

Proper Citation: Human Ageing Genomic Resources (RRID:SCR_007700)

Description: Collection of databases and tools designed to help researchers study the
genetics of human ageing using modern approaches such as functional genomics,
network analyses, systems biology and evolutionary analyses. A major resource in HAGR
is GenAge, which includes a curated database of genes related to human aging and a
database of ageing- and longevity-associated genes in model organisms. Another major
database in HAGR is AnAge. Featuring over 4,000 species, AnAge provides a compilation
of data on aging, longevity, and life history that is ideal for the comparative biology of
aging. GenDR is a database of genes associated with dietary restriction based on genetic
manipulation experiments and gene expression profiling. Other projects include
evolutionary studies, genome sequencing, cancer genomics, and gene expression
analyses. The latter allowed them to identify a set of genes commonly altered during
mammalian aging which represents a conserved molecular signature of aging. Software,
namely in the form of scripts for Perl and SPSS, is made available for users to perform a
variety of bioinformatic analyses potentially relevant for studying aging. The Perl toolkit,
entitled the Ageing Research Computational Tools (ARCT), provides modules for parsing
files, data-mining, searching and downloading data from the Internet, etc. Also available is
an SPSS script that can be used to determine the demographic rate of aging for a given
population. An extensive list of links regarding computational biology, genomics,
gerontology, and comparative biology is also available.

Abbreviations: HAGR

Resource Type: database, software resource, software toolkit, data or information
resource

Defining Citation: PMID:23193293

Keywords: gene, gerontology, human, model, senescence, genomics, longevity,
genetics, perl, spss, demographic analysis, genome, evolution, gene expression, model
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Related Condition: Aging, Cancer

Funding: Ellison Medical Foundation ;
Wellcome Trust MEO50495MES;
European Union FP7 Health Research HEALTH-F4-2008-202047

Availability: GNU General Public License, Creative Commons Attribution v3 Unported
License

Resource Name: Human Ageing Genomic Resources
Resource ID: SCR_007700

Alternate IDs: nif-0000-02938, r3d100011871
Alternate URLS: https://doi.org/10.17616/R34W81
Record Creation Time: 20220129T080243+0000

Record Last Update: 20260727T040432+0000

Ratings and Alerts

No rating or validation information has been found for Human Ageing Genomic
Resources.

No alerts have been found for Human Ageing Genomic Resources.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 67 mentions in open access literature.

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