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pySam

RRID:SCR_021017
Type: Tool

Proper Citation

pysam (RRID:SCR_021017)

Resource Information

URL: https://pysam.readthedocs.io/en/latest/api.html

Proper Citation: pysam (RRID:SCR_021017)

Description: Software tool as interface for reading and writing SAM files. Python module
to read and manipulate mapped short read sequence data stored in SAM/BAM files.
Lightweight wrapper of htslib C-API.

Resource Type: software toolkit, software resource

Keywords: Interface, reading SAM files, writing SAM files, mapped short read sequence
data, htslib C-API wrapper, SAM/BAM files

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

Resource ID: SCR_021017

Alternate URLSs: https://github.com/pysam-developers/pysam
License: MIT License

Record Creation Time: 20220129T080353+0000

Record Last Update: 20260729T044505+0000

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

No alerts have been found for pysam.
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Source: SciCrunch Registry
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We found 122 mentions in open access literature.
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