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GM24385
RRID:CVCL_1C78
Type: Cell Line

Proper Citation

Coriell Cat# GM24385, RRID:CVCL_1C78

Cell Line Information

URL: https://web.expasy.org/cellosaurus/CVCL_1C78

Proper Citation: Coriell Cat# GM24385, RRID:CVCL_1C78

Description: Cell line GM24385 is a Transformed cell line with a species of origin Homo
sapiens (Human)

Sex: Male

Defining Citation: PMID:27271295, PMID:35819189, PMID:37751688

Comments: Population: Caucasian., Part of: Personal Genome Project (PGP) cell line
collection., Part of: Genome in a Bottle (GIAB) consortium samples.

Category: Transformed cell line

Organism: Homo sapiens (Human)

Name: GM24385

Synonyms: GM24385*B, HG002

Cross References: BioSample:SAMN03283347, Coriell:GM24385, Wikidata:Q54853746

ID: CVCL_1C78

Vendor: Coriell

Catalog Number: GM24385

Record Creation Time: 20220427T220204+0000

Record Last Update: 20260905T175950+0000

Ratings and Alerts

https://rrid.site
https://rrid.site/data/record/SCR_013869-1/CVCL_1C78/resolver
https://web.expasy.org/cellosaurus/CVCL_1C78
https://pubmed.ncbi.nlm.nih.gov/27271295
https://pubmed.ncbi.nlm.nih.gov/35819189
https://pubmed.ncbi.nlm.nih.gov/37751688


No rating or validation information has been found for GM24385.

No alerts have been found for GM24385.

Data and Source Information

Source: Cellosaurus

Usage and Citation Metrics

We found 13 mentions in open access literature.

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