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Proper Citation

popscle (RRID:SCR_026707)

Resource Information

URL.: https://github.com/statgen/popscle

Proper Citation: popscle (RRID:SCR_026707)

Description: Software suite of population scale analysis tools for single-cell genomics
data.

Resource Type: software toolkit, software resource

Keywords: population scale analysis tools, single-cell genomics data,
Availability: Free, Available for download, Freely available
Resource Name: popscle

Resource ID: SCR_026707

License: Apache-2.0 license

Record Creation Time: 20250407T215450+0000

Record Last Update: 20260810T040917+0000

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

No alerts have been found for popscle.

Data and Source Information

Source: SciCrunch Registry



https://rrid.site
https://rrid.site/data/record/nlx_144509-1/RRID:SCR_026707/resolver
https://github.com/statgen/popscle
https://rrid.site/rin/sources/SCR_005400

Usage and Citation Metrics
We found 17 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .

Sasaki T, et al. (2026) A CD57+CD8+ T cell subset links T cell cytotoxicity to fibrotic lung
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Zhang Y, et al. (2026) Dynamic heterogeneity towards drug resistance in AML cells is
primarily driven by epigenomic mechanism unveiled by multi-omics analysis. Journal of
advanced research, 80, 487.

Espinosa-Jaime A, et al. (2026) SiteCELL enables on-site PBMCs purification and
cryopreservation for immune single-cell profiling of underrepresented ancestries. iScience,
29(6), 115961.

Patop IL, et al. (2025) Remote and partial clocks expand the circadian neuronal network,
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Elison W, et al. (2025) Single cell multiomics reveals drivers of metabolic dysfunction-
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methods for single-cell RNA-seq. Genome biology, 23(1), 55.




