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Mikado

RRID:SCR_016159
Type: Tool

Proper Citation

Mikado (RRID:SCR_016159)

Resource Information

URL: https://github.com/lucventurini/mikado/

Proper Citation: Mikado (RRID:SCR_016159)

Description: Mikado is a lightweight Python3 pipeline whose purpose is to facilitate the
identification of expressed loci from RNA-Seq data * and to select the best models in each
locus.

Resource Type: source code, software resource

Defining Citation: DOI:10.1101/216994

Keywords: annotation, rna-seq, genomics, transcriptomics

Funding: BBSRC BB/J004669/1;
BBSRC BB/J010375/1;

BBSRC BB/CSP17270/1;
BBSRC BB/CCG1720/1

Availability: Free, Available for download

Resource Name: Mikado

Resource ID: SCR_016159

Alternate URLSs: http://mikado.readthedocs.io/

License: LGPL 3, gnu lesser general public license

License URLSs: https://github.com/lucventurini/mikado/blob/master/LICENSE.txt
Record Creation Time: 20220129T080329+0000

Record Last Update: 20260729T044414+0000



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_016159/resolver
https://github.com/lucventurini/mikado/
https://dx.doi.org/10.1101/216994

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

No alerts have been found for Mikado.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 82 mentions in open access literature.

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