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RRID:SCR_024567
Type: Tool

Proper Citation

miRNet (RRID:SCR_024567)

Resource Information

URL: https://www.mirnet.ca/

Proper Citation: miRNet (RRID:SCR_024567)

Description: Web based tool that offers statistical, visual and network based approaches
to understand miRNAs functions and regulatory mechanisms. Used for dissecting miRNA-
target interactions and functional associations through network-based visual
analysis.miRNet 2.0 is network based visual analytics for miRNA functional analysis and
systems biology.

Synonyms: miRNet 2.0
Resource Type: web application, software resource

Defining Citation: PMID:27105848, PMID:30421406, DOI:10.1093/nar/gkaad67

Keywords: network based visual analytics, dissecting miRNA-target interactions and
functional associations, network-based visual analysis, miRNA functional analysis,

Funding: McGill Startup Fund ;

Natural Sciences and Engineering Research Council of Canada ;
Canadian Institute for Health Research ;

Genome Canada ;

Genome Quebec and Canada Research Chairs

Availability: Free, Freely available

Resource Name: miRNet

Resource ID: SCR_024567

Alternate URLSs: https://github.com/xia-lab/miRNetR

License: GNU GPL v3
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Record Creation Time: 20231017T050222+0000

Record Last Update: 20260808T190303+0000

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

No alerts have been found for miRNet.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 384 mentions in open access literature.

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