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Type: Tool

Proper Citation

Drop-seq tools (RRID:SCR_018142)

Resource Information

URL: https://github.com/broadinstitute/Drop-seq

Proper Citation: Drop-seq tools (RRID:SCR_018142)

Description: Software Java tools for analyzing Drop-seq data. Used to analyze gene
expression from thousands of individual cells simultaneously. Analyzes mRNA transcripts
while remembering origin cell transcript.

Synonyms: Droplet sequencing tools, Droplet sequencing data analysis software tools

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

Defining Citation: PMID:26000488

Keywords: Simultaneous analysis, Drop-seq data, gene expression, thousands individual
cells

Funding: Stanley Center for Psychiatric Research ;
MGH Psychiatry Residency Research Program ;
Stanley-MGH Fellowship in Psychiatric Neuroscience ;
Stewart Trust Fellows Award ;
Simons Foundation ;
NHGRI P50 HG006193;
Klarman Cell Observatory ;
NIMH U01 MH105960;
NIMH R25 MH094612;
NICHD F32 HD075541;
NSF ECS 0335765;
NSF DMR 1310266;
NSF DMR 1420570

Resource Name: Drop-seq tools

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_018142/resolver
https://github.com/broadinstitute/Drop-seq
https://pubmed.ncbi.nlm.nih.gov/26000488


Resource ID: SCR_018142

Alternate URLs: https://sources.debian.org/src/drop-seq-tools/

License: MIT License

Record Creation Time: 20220129T080338+0000

Record Last Update: 20260731T043030+0000

Ratings and Alerts

No rating or validation information has been found for Drop-seq tools.

No alerts have been found for Drop-seq tools.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 94 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF .
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heterogeneity in extrapulmonary tuberculosis. Nature communications, 16(1), 9662.
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15(1), 9866.

Krause R, et al. (2024) B cell heterogeneity in human tuberculosis highlights
compartment-specific phenotype and functional roles. Communications biology, 7(1), 584.
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ST. STAR protocols, 6(1), 103521.

Ziegler CGK, et al. (2024) An enhanced IL17 and muted type I interferon nasal epithelial
cell state characterizes severe COVID-19 with fungal coinfection. Microbiology spectrum,
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for biology.
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