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Tangram

RRID:SCR_006152
Type: Tool

Proper Citation

Tangram (RRID:SCR_006152)

Resource Information

URL.: https://github.com/jiantao/Tangram

Proper Citation: Tangram (RRID:SCR_006152)

Description: A C/ C++ command line toolbox for structural variation (SV) detection that
reports mobile element insertions (MEI). It takes advantage of both read-pair and split-
read algorithms and is extremely fast and memory-efficient. Powered by the Bamtools
AP, it can call SV events on multiple BAM files (a population) simutaneously to increase
the sensitivity on low-coverage dataset.

Resource Type: software resource, software toolkit

Defining Citation: PMID:25228379

Keywords: standalone software, c, c++
Availability: MIT License

Resource Name: Tangram

Resource ID: SCR_006152

Alternate IDs: OMICS 05785

Record Creation Time: 20220129T080234+0000

Record Last Update: 20260725T191236+0000

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

No alerts have been found for Tangram.



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_006152/resolver
https://github.com/jiantao/Tangram
https://pubmed.ncbi.nlm.nih.gov/25228379

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 61 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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Holm Nygaard A, et al. (2025) Patterning effects of FGF17 and cAMP on generation of
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transcriptomics data. bioRxiv : the preprint server for biology.
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310.

Sunil HS, et al. (2025) TMPRSS11B promotes an acidified microenvironment and immune
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ovary. PLoS biology, 23(6), e3003193.
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Kaul D, et al. (2025) Astrocytic glutamate regulation is shaped by adversity and
glucocorticoid signalling. bioRxiv : the preprint server for biology.
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Single-Cell Analysis in Glioblastoma. Advanced science (Weinheim, Baden-Wurttemberg,
Germany), 12(47), €11856.
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Germany), 12(42), e08346.
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inference. Nature biotechnology, 43(2), 269.

Elison W, et al. (2025) Single cell multiomics reveals drivers of metabolic dysfunction-
associated steatohepatitis. medRxiv : the preprint server for health sciences.

Liao L, et al. (2025) SC2Spa: a deep learning based approach to map transcriptome to
spatial origins at cellular resolution. BMC bioinformatics, 26(1), 148.

Aggarwal B, et al. (2025) CellSP enables module discovery and visualization for
subcellular spatial transcriptomics data. Communications biology, 8(1), 1528.

Li H, et al. (2025) Cell2Spatial is a computational framework that maps single cells to
spatial transcriptomic spots to reconstruct tissue architecture. PLoS biology, 23(11),
e3003477.




