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Antibody Validation Database
RRID:SCR_011996
Type: Tool

Proper Citation

Antibody Validation Database (RRID:SCR_011996)

Resource Information

URL: http://compbio.med.harvard.edu/antibodies/

Proper Citation: Antibody Validation Database (RRID:SCR_011996)

Description: The aim of this site is to collect and to share experimental results on antibodies 
that would otherwise remain in laboratories, thus aiding researchers in selection and 
validation of antibodies.

Abbreviations: Antibody Validation Database

Resource Type: data repository, service resource, database, storage service resource, data 
or information resource

Funding: OER U01 ES017166;
NHGRI U01 HG004258;
NHGRI U01 HG004270

Availability: The community can contribute to this resource

Resource Name: Antibody Validation Database

Resource ID: SCR_011996

Alternate IDs: OMICS_01769

Record Creation Time: 20220129T080307+0000

Record Last Update: 20250430T055800+0000

Ratings and Alerts

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_011996/resolver
http://compbio.med.harvard.edu/antibodies/


No rating or validation information has been found for Antibody Validation Database.

No alerts have been found for Antibody Validation Database.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 13 mentions in open access literature.

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