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Cell Ranger ARC

RRID:SCR_023897
Type: Tool

Proper Citation

Cell Ranger ARC (RRID:SCR_023897)

Resource Information

URL: https://support.10xgenomics.com/single-cell-multiome-atac-
gex/software/pipelines/latest/what-is-cell-ranger-arc

Proper Citation: Cell Ranger ARC (RRID:SCR_023897)

Description: Software analysis pipelines that process Chromium Single Cell Multiome
ATAC + Gene Expression sequencing data to generate variety of analyses pertaining to
gene expression , chromatin accessibility, and their linkage. Used to perform analyses that
link chromatin accessibility and GEX.

Synonyms: 10x Genomics Cell Ranger ARC
Resource Type: data processing software, software resource, software application

Keywords: Chromium Single Cell Multiome ATAC, Gene Expression, sequencing data,
processing sequencing data, gene expression analysis, chromatin accessibility analysis,

Availability: Restricted
Resource Name: Cell Ranger ARC
Resource ID: SCR_023897

License URLs: https://support.10xgenomics.com/single-cell-multiome-atac-
gex/software/downloads/latest

Record Creation Time: 20230801T050215+0000

Record Last Update: 20260813T055307+0000

Ratings and Alerts

No rating or validation information has been found for Cell Ranger ARC .
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No alerts have been found for Cell Ranger ARC .

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 23 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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Cancer research communications, 6(7), 1619.
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Wu Y, et al. (2025) Neurodevelopmental hijacking of oligodendrocyte lineage programs
drives glioblastoma infiltration. Developmental cell.
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transdifferentiate into T-regulatory type 1 cells. eLife, 13.
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Deeplnsight. Scientific reports, 14(1), 12851.
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4(5), 100556.
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neuroblastoma. Cancer research.
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schwannoma. Nature communications, 15(1), 476.




