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Proper Citation

Signac (RRID:SCR_021158)

Resource Information

URL.: https://satijalab.org/signac/index.html

Proper Citation: Signac (RRID:SCR_021158)

Description: Software framework for analysis of single cell chromatin data. Used for
analysis, interpretation, and exploration of single cell chromatin datasets including datasets
that co-assay DNA accessibility with gene expression, protein abundance, and mitochondrial
genotype. Analysis of single-cell chromatin data including peak calling, quantification, quality
control, dimension reduction, clustering, integration with single-cell gene expression
datasets, DNA motif analysis, and interactive visualization.

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

Defining Citation: DOI:10.1101/2020.11.09.373613

Keywords: Single cell chromatin data, single cell multimodal analysis, peak calling,
quantification, quality control, dimension reduction, clustering, integration with single-cell
gene expression datasets, DNA motif analysis, interactive visualization

Funding:

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

Resource ID: SCR_021158

Alternate URLSs: https://CRAN.R-project.org/package=Signac
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License: MIT + file LICENSE
Record Creation Time: 20220129T080354+0000

Record Last Update: 20250329T061422+0000

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

No alerts have been found for Signac.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 56 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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neuroblastoma. Cancer research.
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accessibility of human retinal organoid development at the single-cell level. iScience, 27(4),
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