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MIGen

RRID:SCR_006959
Type: Tool

Proper Citation

MIGen (RRID:SCR_006959)

Resource Information

URL.: http://migen.sourceforge.net/

Proper Citation: MIGen (RRID:SCR_006959)

Description: Standard specification for the information required to report a genotyping
experiment, covering: study and experiment design, subject information, genotyping
procedure, and data analysis methods. The goal is to set a reporting standard for adoption
by the research community to facilitate consistent data interpretation and independent
validation/reproduction, and to serve as guidance for database design for storing
genotyping experiment data. MIGen is being developed as a collaborative project involving
international domain experts and is a registered project under MIBBI: Minimum
Information for Biological and Biomedical Investigations.

Abbreviations: MIGen
Synonyms: Minimum Information about a Genotyping Experiment

Resource Type: data or information resource, knowledge environment, narrative
resource, standard specification

Keywords: genotyping, genotype, genotyping experiment, data archiving, data
management, data sharing, data transfer, data analysis, experiment

Availability: The community can contribute to this resource
Resource Name: MIGen

Resource ID: SCR_006959

Alternate IDs: OMICS 01786

Record Creation Time: 20220129T080239+0000

Record Last Update: 20260729T044141+0000



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_006959/resolver
http://migen.sourceforge.net/

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

No alerts have been found for MIGen.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 20 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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