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Proper Citation

miR2Disease (RRID:SCR_007792)

Resource Information

URL: http://www.mir2disease.org/

Proper Citation: miR2Disease (RRID:SCR_007792)

Description: A manually curated database, aims at providing a comprehensive resource
of miIRNA deregulation in various human diseases. Each entry in the miR2Disease
contains detailed information on a miRNA-disease relationship, including miRNA ID,
disease name, a brief description of the miRNA-disease relationship, miRNA expression
pattern in the disease state, detection method for miRNA expression, experimentally
verified miRNA target gene(s), and literature reference . All entries can be retrieved by
mMiRNA ID, disease name or target gene. miR2Disease will be updated bimonthly.
miR2Disease sincerely looks forward to recently established relationship between miRNA
and human diseases to be submitted.

Synonyms: miR2Disease

Resource Type: data or information resource, database
Keywords: FASEB list

Resource Name: miR2Disease

Resource ID: SCR_007792

Alternate IDs: nif-0000-03133

Old URLSs: http://mlg.hit.edu.cn:8080/miR2Disease
Record Creation Time: 20220129T080243+0000

Record Last Update: 20260729T044156+0000

Ratings and Alerts


https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/RRID:SCR_007792/resolver
http://www.mir2disease.org/

No rating or validation information has been found for miR2Disease.

No alerts have been found for miR2Disease.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 102 mentions in open access literature.
Listed below are recent publications. The full list is available at T1D .
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