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Proper Citation

Chiron (RRID:SCR_015950)

Resource Information

URL: https://github.com/haotianteng/Chiron

Proper Citation: Chiron (RRID:SCR_015950)

Description: Software basecaller for Oxford Nanopore Technologies' sequencers.

Resource Type: software resource, software application, data analysis software, time-
series analysis software, 1d time-series analysis software, data processing software

Defining Citation: DOI:10.1101/179531

Keywords: oxford, nanopore, deep, learning, basecaller, basecalling

Funding: Institute for Molecular Bioscience Centre 610246;
ARC Future Fellowship FT110100972;
Westpac Bicentennial Foundation

Availability: Free, Available for download

Resource Name: Chiron

Resource ID: SCR_015950

License: Mozilla Public License Version 2.0

Record Creation Time: 20220129T080328+0000

Record Last Update: 20260808T190044+0000

Ratings and Alerts

No rating or validation information has been found for Chiron.

No alerts have been found for Chiron.

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_015950/resolver
https://github.com/haotianteng/Chiron
https://dx.doi.org/10.1101/179531


Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 25 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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