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Proper Citation

Coriell Cell Repositories (RRID:SCR_003244)

Resource Information

URL: https://catalog.coriell.org/

Proper Citation: Coriell Cell Repositories (RRID:SCR_003244)

Description: A biorepository and biomaterial supply resource which establishes, verifies, 
maintains, and distributes cells, cultures and DNA derived from cell cultures to the scientific 
community around the world. Scientists can browse the sample catalog and request specific 
cell lines for their research studies. An inventory of the remaining stock of each cell line and 
DNA preparation is presented in real time. Coriell's significant cell biobank collections 
include: NIGMS Human Genetic Cell Repository, NINDS Human Genetics DNA and Cell 
Line Repository, NIA Aging Cell Repository, NHGRI Sample Repository for Human Genetic 
Research, NEI Age-Related Eye Disease Study (AREDS) Genetic Repository, HD 
Community BioRepository, American Diabetes Association, GENNID Study, and Autism 
Research Resource. The repositories are ISO 9000-2001 compliant.

Abbreviations: CCR

Resource Type: cell repository, material resource, biomaterial supply resource

Keywords: cellular, molecular, genetics, cell line, culture, cell, dna, reagent, disease, family, 
gene, pharmacogenetics, population, single nucleotide polymorphism

Funding: NIH

Resource Name: Coriell Cell Repositories

Resource ID: SCR_003244

Alternate IDs: nif-0000-00182

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_003244/resolver
https://catalog.coriell.org/


Alternate URLs: http://ccr.coriell.org/ccr/, http://ccr.coriell.org/

Record Creation Time: 20220129T080217+0000

Record Last Update: 20250513T060514+0000

Ratings and Alerts

No rating or validation information has been found for Coriell Cell Repositories.

No alerts have been found for Coriell Cell Repositories.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 73 mentions in open access literature.

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

Oturkar CC, et al. (2024) ESR1 and p53 interactome alteration defines mechanisms of 
tamoxifen response in luminal breast cancer. iScience, 27(6), 109995.
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Davis Armstrong NM, et al. (2021) Multi-omic analysis of stroke recurrence in African 
Americans from the Vitamin Intervention for Stroke Prevention (VISP) clinical trial. PloS one, 
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quantitative measurement of genomic features. Nature communications, 11(1), 3609.
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Neurology. Genetics, 5(4), e347.
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cell lines used in China. BMC bioinformatics, 20(Suppl 5), 179.
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Detection of Variants in BRCA1 and BRCA2. Cancer research and treatment, 50(1), 255.

Chen D, et al. (2018) Comparison of single cell sequencing data between two whole genome 
amplification methods on two sequencing platforms. Scientific reports, 8(1), 4963.
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reports, 8(1), 8730.

Zamponi E, et al. (2018) Nrf2 stabilization prevents critical oxidative damage in Down 
syndrome cells. Aging cell, 17(5), e12812.
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genome sequence data. Genome research, 27(11), 1895.
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reports, 7(1), 5996.
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