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AMBER

RRID:SCR_016151
Type: Tool

Proper Citation

AMBER (RRID:SCR_016151)

Resource Information

URL: https://github.com/CAMI-challenge/AMBER

Proper Citation: AMBER (RRID:SCR_016151)

Description: Software toolkit for the comparative assessment of genome reconstructions
from metagenome benchmark datasets. It provides performance metrics, results rankings,
and comparative visualizations for assessing multiple programs or parameter effects.

Abbreviations: AMBER
Synonyms: AMBER: Assessment of Metagenome BinnERs

Resource Type: software application, data analysis software, software resource, data
processing software, data visualization software, software toolkit

Defining Citation: DOI:10.1101/239582

Keywords: binning, metagenomics, benchmarking, biobox, evaluation, comparison,
reconstruction, metric,

Availability: Free, Available for download
Resource Name: AMBER

Resource ID: SCR_016151

License: Apache 2.0

Record Creation Time: 20220129T080329+0000

Record Last Update: 20260729T044410+0000

Ratings and Alerts


https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_016151/resolver
https://github.com/CAMI-challenge/AMBER
https://dx.doi.org/10.1101/239582

No rating or validation information has been found for AMBER.

No alerts have been found for AMBER.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 2204 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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