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RRID:SCR_003108
Type: Tool

Proper Citation

MethDB (RRID:SCR_003108)

Resource Information

URL: http://www.methdb.de

Proper Citation: MethDB (RRID:SCR_003108)

Description: Database that provides a resource to store DNA methylation data and to make
these data readily available to the public. Future development of the database will focus on
environmental effects on DNA methylation. No restriction applies on the type of data, i.e. as
well as global estimations (e.g. HPLC) as data from high resolution analysis (i.e. sequencing)
can be stored. As much background information as possible should be provided by the
users. This includes the origin of the sample, phenotype, expression of the related gene,
etc..

Abbreviations: MethDB

Synonyms: DNA Methylation Database, MethDB - the database for DNA methylation and
environmental epigenetic effects

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

Defining Citation: PMID:11125109, PMID:17965614, PMID:12163707

Keywords: methylation
Funding:
Availability: Acknowledgement requested

Resource Name: MethDB



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_003108/resolver
http://www.methdb.de
https://pubmed.ncbi.nlm.nih.gov/11125109
https://pubmed.ncbi.nlm.nih.gov/17965614
https://pubmed.ncbi.nlm.nih.gov/12163707

Resource ID: SCR_003108

Alternate IDs: nif-0000-03119, OMICS_01840
Alternate URLSs: http://www.methdb.net/

Record Creation Time: 20220129T080217+0000

Record Last Update: 20250505T053450+0000

Ratings and Alerts
No rating or validation information has been found for MethDB.

No alerts have been found for MethDB.

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 NIF.
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