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RRID:SCR_023100
Type: Tool

Proper Citation

ENCODE ATAC-seq pipeline (RRID:SCR_023100)

Resource Information

URL: https://github.com/ENCODE-DCC/atac-seq-pipeline

Proper Citation: ENCODE ATAC-seq pipeline (RRID:SCR_023100)

Description: Software pipeline to process ATAC-Seq data. Used for automated end-to-
end quality control and processing of ATAC-seq and DNase-seq data.

Resource Type: software toolkit, software resource

Keywords: automated end-to-end quality control and processing, ATAC-seq, DNase-seq
data,

Availability: Free, Available for download, Freely available
Resource Name: ENCODE ATAC-seq pipeline

Resource ID: SCR_023100

License: MIT license

Record Creation Time: 20230104T050211+0000

Record Last Update: 20260810T040813+0000

Ratings and Alerts
No rating or validation information has been found for ENCODE ATAC-seq pipeline.

No alerts have been found for ENCODE ATAC-seq pipeline.

Data and Source Information

Source: SciCrunch Registry



https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_023100/resolver
https://github.com/ENCODE-DCC/atac-seq-pipeline
https://rrid.site/rin/sources/SCR_005400

Usage and Citation Metrics
We found 155 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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embryogenesis. bioRxiv : the preprint server for biology.

Keshishian H, et al. (2026) Integrative Multi-omics Analysis of the Human Skeletal Muscle
Response to Endurance or Resistance Exercise: Findings from the Molecular Transducers
of Physical Activity Consortium (MoTrPAC). bioRxiv : the preprint server for biology.

Camp SY, et al. (2026) Single-cell epigenetic profiling reveals a tumor-intrinsic interferon
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12(8), eadv5457.
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biology.
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