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Type: Tool

Proper Citation

Long Ranger (RRID:SCR_018925)

Resource Information

URL: https://support.10xgenomics.com/genome-exome/software/pipelines/latest/what-is-
long-ranger

Proper Citation: Long Ranger (RRID:SCR_018925)

Description: Software tool as set of analysis pipelines that processes Chromium
seqguencing output to align reads and call and phase SNPs, indels, and structural variants
by 10x Genomics.

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

Keywords: Analysis pipelines, process chromium sequencing output, align reads, call
SNPs, phase SNPs, indel, structural variant, 10x Genomics

Availability: Restricted

Resource Name: Long Ranger

Resource ID: SCR_018925

License: https://support.10xgenomics.com/genome-exome/software/downloads/latest
Record Creation Time: 20220129T080342+0000

Record Last Update: 20260811T043623+0000

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

No alerts have been found for Long Ranger.
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Usage and Citation Metrics
We found 14 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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