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Proper Citation

MINSEQE (RRID:SCR_003221)

Resource Information

URL: http://www.fged.org/projects/minseqe/

Proper Citation: MINSEQE (RRID:SCR_003221)

Description: The Minimum Information about a high-throughput nucleotide SEQuencing 
Experiment that is needed to enable the unambiguous interpretation and facilitate 
reproduction of the results of the experiment. By analogy to the MIAME guidelines for 
microarray experiments, adherence to the MINSEQE guidelines will improve integration of 
multiple experiments across different modalities, thereby maximising the value of high-
throughput research. The five elements of experimental description considered essential 
when making data available supporting published high-throughput sequencing experiments 
are as follows: # The description of the biological system, samples, and the experimental 
variables being studied # The sequence read data for each assay # The "final" processed (or 
summary) data for the set of assays in the study # General information about the experiment 
and sample-data relationships # Essential experimental and data processing protocols

Abbreviations: MINSEQE

Synonyms: Minimum Information about a high-throughput SEQuencing Experiment

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

Keywords: high-throughput sequencing

Funding:

Resource Name: MINSEQE

Resource ID: SCR_003221

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_003221/resolver
http://www.fged.org/projects/minseqe/


Alternate IDs: nlx_157258

Record Creation Time: 20220129T080217+0000

Record Last Update: 20250519T203237+0000

Ratings and Alerts

No rating or validation information has been found for MINSEQE.

No alerts have been found for MINSEQE.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 11 mentions in open access literature.

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