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RNA Polymerase II 8WG16 Monoclonal Antibody,
anti-RNA Polymerase II
RRID:AB_10013665
Type: Antibody

Proper Citation

Covance Cat# MMS-126R, RRID:AB_10013665

Antibody Information

URL: http://antibodyregistry.org/AB_10013665

Proper Citation: Covance Cat# MMS-126R, RRID:AB_10013665

Target Antigen: C-terminal heptapeptide repeat present on the largest subunit of pol II

Host Organism: mouse

Clonality: monoclonal

Comments: Applications: immunofluorescence, immunoblotting, immunoprecipitation, pol
II purification and functional studies
ENCODE PROJECT External validation for lot# 14941801 is available under ENCODE ID:
ENCAB281FBQ
Consolidated with AB_10063549 and AB_10119809

Antibody Name: RNA Polymerase II 8WG16 Monoclonal Antibody, anti-RNA Polymerase
II

Description: This monoclonal targets C-terminal heptapeptide repeat present on the
largest subunit of pol II

Clone ID: 8WG16

Defining Citation: PMID:19742326, PMID:20336069, PMID:18498094, PMID:18978947

Antibody ID: AB_10013665

Vendor: Covance

Catalog Number: MMS-126R

https://neuinfo.org
https://neuinfo.org/data/record/nif-0000-07730-1/AB_10013665/resolver
https://neuinfo.org/data/record/nif-0000-07730-1/AB_10013665/resolver
http://antibodyregistry.org/AB_10013665
https://pubmed.ncbi.nlm.nih.gov/19742326
https://pubmed.ncbi.nlm.nih.gov/20336069
https://pubmed.ncbi.nlm.nih.gov/18498094
https://pubmed.ncbi.nlm.nih.gov/18978947


Alternative Catalog Numbers: MMS-126R-500, MMS-126R-200

Record Creation Time: 20231110T081731+0000

Record Last Update: 20260829T175530+0000

Ratings and Alerts

ENCODE PROJECT External validation for lot: unknown is available under
ENCODE ID: ENCAB675EUV - ENCODE
https://www.encodeproject.org/antibodies/ENCAB675EUV

No alerts have been found for RNA Polymerase II 8WG16 Monoclonal Antibody, anti-RNA
Polymerase II.

Data and Source Information

Source: Antibody Registry

Usage and Citation Metrics

We found 22 mentions in open access literature.

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