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StringTie

RRID:SCR_016323
Type: Tool

Proper Citation

StringTie (RRID:SCR_016323)

Resource Information

URL.: https://ccb.jhu.edu/software/stringtie/

Proper Citation: StringTie (RRID:SCR_016323)

Description: Software application for assembling of RNA-Seq alignments into potential
transcripts. It enables improved reconstruction of a transcriptome from RNA-seq reads. This
transcript assembling and quantification program is implemented in C++ .

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

Defining Citation: PMID:25690850, DOI:10.1038/nbt.3122

Keywords: assembling, RNA, sequence, transcript, gene, alignment, reconstruction, read,
analysis, process, bio.tools

Funding: the Cancer Prevention and Research Institute of Texas ;
NHGRI RO1 HG006677;

NIGMS R01 GM105705;

NHGRI RO1 HG006102;

NCI RO1 CA120185;

NCI RO1 CA134292

Availability: Open source, Free, Freely available, Available for download
Resource Name: StringTie

Resource ID: SCR_016323



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_016323/resolver
https://ccb.jhu.edu/software/stringtie/
https://pubmed.ncbi.nlm.nih.gov/25690850
https://dx.doi.org/10.1038/nbt.3122

Alternate IDs: biotools:stringtie, OMICS_07226

Alternate URLSs: https://github.com/gpertea/stringtie, https://bio.tools/stringtie,
https://sources.debian.org/src/stringtie/

License: Artistic License
Record Creation Time: 20220129T080330+0000

Record Last Update: 20250428T053953+0000

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

No alerts have been found for StringTie .

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 3075 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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Gui A, et al. (2025) Protein lactylation within the nucleus independently predicts the
prognosis of non?specific triple?negative breast cancer. Oncology letters, 29(2), 72.

Liu X, et al. (2025) Transcriptomic Insights into Dual Temperature-Salinity Stress Response
in "Shuike No. 1", a Pioneering Rainbow Trout Strain Bred in China. Biology, 14(1).

Liu C, et al. (2025) A chromosome-scale genome assembly of the pioneer plant Stylosanthes
angustifolia: insights into genome evolution and drought adaptation. GigaScience, 14.

Qi S, et al. (2025) Ethyl Acetate Extract of Cichorium glandulosum Activates the
P21/Nrf2/HO-1 Pathway to Alleviate Oxidative Stress in a Mouse Model of Alcoholic Liver
Disease. Metabolites, 15(1).

Bell MB, et al. (2025) Brain Transcriptome Changes Associated With an Acute Increase of
Protein O-GIcNAcylation and Implications for Neurodegenerative Disease. Journal of
neurochemistry, 169(1), e16302.
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