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Proper Citation

Pyani (RRID:SCR_021088)

Resource Information

URL.: https://pypi.org/project/pyani/

Proper Citation: Pyani (RRID:SCR_021088)

Description: Software package and script for calculation of genome scale average
nucleotide identity. Python3 module that provides support for calculating average
nucleotide identity and related measures for whole genome comparisons, and rendering
relevant graphical summary output. Where available, it takes advantage of multicore
systems, and can integrate with SGE/OGE-type job schedulers for the sequence
comparisons.

Resource Type: software application, software resource, data analytics software

Keywords: Genome scale average nucleotide identity calculation, nucleotide identity
calculation, nucleotide, identity calculation

Availability: Free, Available for download, Freely available
Resource Name: Pyani

Resource ID: SCR_021088

License: MIT License

Record Creation Time: 20220129T080353+0000

Record Last Update: 20260812T044407+0000

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

No alerts have been found for Pyani.
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Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 90 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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