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Proper Citation

University of North Carolina Systems Genetics Core Facility (RRID:SCR_016401)

Resource Information

URL: http://csbio.unc.edu/CCstatus/index.py

Proper Citation: University of North Carolina Systems Genetics Core Facility
(RRID:SCR_016401)

Description: Core focused on systems genetics approach to understanding diseases,
development, aging, and fertility in mouse. Projects range from development of new
community resources, such as Collaborative Cross, to development of tools and assays
for measuring genetic diversity and discerning genomic structure. Collaborative Cross is
reference population for mapping multigenic traits that would be free of population
structure and it is new panel of recombinant inbred lines generated by randomizing
genetic diversity of existing inbred mouse resources.

Synonyms: University of North Carolina, Chapel Hill - Systems Genetics Core, UNC
Systems Genetics

Resource Type: core facility, service resource, access service resource

Keywords: system, genetic, core, mouse, structure, disease, development, aging, fertility

Availability: Restricted

Resource Name: University of North Carolina Systems Genetics Core Facility

Resource ID: SCR_016401

Alternate IDs: SCR_017240

Alternate URLs: http://www.findmice.org/repository

Record Creation Time: 20220129T080330+0000

Record Last Update: 20260731T043000+0000
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Ratings and Alerts

No rating or validation information has been found for University of North Carolina
Systems Genetics Core Facility.

No alerts have been found for University of North Carolina Systems Genetics Core
Facility.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 33 mentions in open access literature.

Listed below are recent publications. The full list is available at T1D .
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