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ENCODE Project Antibody validation H3K36me3
RRID:AB_306966
Type: Antibody

Proper Citation

(Abcam Cat# ab9050, RRID:AB_306966)

Antibody Information

URL: http://antibodyregistry.org/AB_306966

Proper Citation: (Abcam Cat# ab9050, RRID:AB_306966)

Target Antigen: H3K36me3

Host Organism: rabbit

Clonality: polyclonal

Comments: Rabbit polyclonal. Antibody Target: H3K36me3
Validation: ENCODE PROJECT validation information available
Info: Independent validation by the NYU Lagone was performed for: IHC. This antibody was 
found to have the following characteristics: Functional in human:TRUE, NonFunctional in 
human:FALSE, Functional in animal:FALSE, NonFunctional in animal:FALSE

Antibody Name: ENCODE Project Antibody validation H3K36me3

Description: This polyclonal targets H3K36me3

Target Organism: mouse

Antibody ID: AB_306966

Vendor: Abcam

Catalog Number: ab9050

Record Creation Time: 20241016T233723+0000
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Record Last Update: 20241017T005952+0000

Ratings and Alerts

ENCODE PROJECT External validation for lot: 927884 is available under ENCODE ID: 
ENCAB570ZTO - ENCODE https://www.encodeproject.org/antibodies/ENCAB570ZTO

No alerts have been found for ENCODE Project Antibody validation H3K36me3.

Data and Source Information

Source:  Antibody Registry 

Usage and Citation Metrics

We found 113 mentions in open access literature.
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