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Type: Tool

Proper Citation

tradeSeq (RRID:SCR_019238)

Resource Information

URL: https://github.com/statOmics/tradeSeq

Proper Citation: tradeSeq (RRID:SCR_019238)

Description: Software tool as suite of tests for identifying dynamic temporal gene
regulation using single cell RNA-seq data.Trajectory based differential expression analysis
for sequencing data.

Synonyms: TRAjectory-based Differential Expression analysis for SEQuencing data

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

Keywords: Dynamic temporal gene regulation, gene regulation identifying, gene
regulation, single cell RNA-seq data, differential expression analysis, sequencing data,
bio.tools

Availability: Free, Available for download, Freely available

Resource Name: tradeSeq

Resource ID: SCR_019238

Alternate IDs: biotools:tradeseq

Alternate URLSs: https://bioconductor.org/packages/tradeSeq/, https://bio.tools/tradeseq
License: MIT

Record Creation Time: 20220129T080344+0000

Record Last Update: 20260731T043034+0000

Ratings and Alerts


https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_019238/resolver
https://github.com/statOmics/tradeSeq

No rating or validation information has been found for tradeSeq.

No alerts have been found for tradeSeq.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 35 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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CD4 T-cell memory via the IL6ra-Bcl6 axis for targeted control of glioblastoma. Nature
communications, 16(1), 1095.

Ladd B, et al. (2025) Heterogeneity in an adeno-associated virus transfection-based
production process limits the production efficiency. Scientific reports, 15(1), 38459.

Kgoadi K, et al. (2025) Alveolar macrophages from persons with HIV mount impaired TNF
signaling networks to M. tuberculosis infection. Nature communications, 16(1), 2397.

Li Y, et al. (2025) Single-cell and spatial analysis reveals the interaction between ITLN1+
foam cells and SPP1+ macrophages in atherosclerosis. Frontiers in cardiovascular
medicine, 12, 1510082.
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