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Proper Citation

CRAC (RRID:SCR_010652)

Resource Information

URL: http://crac.gforge.inria.fr/

Proper Citation: CRAC (RRID:SCR_010652)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on February
28,2023. Integrated RNA-Seq read analysis., THIS RESOURCE IS NO LONGER IN
SERVICE. Documented on September 16,2025.

Abbreviations: CRAC

Resource Type: software resource

Defining Citation: DOI:10.1186/s12920-016-0178-5

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: CRAC

Resource ID: SCR_010652

Alternate IDs: OMICS_01240

Alternate URLs: https://sources.debian.org/src/crac/

Record Creation Time: 20220129T080300+0000

Record Last Update: 20260725T190703+0000

Ratings and Alerts

No rating or validation information has been found for CRAC.

No alerts have been found for CRAC.

https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_010652/resolver
http://crac.gforge.inria.fr/
https://dx.doi.org/10.1186/s12920-016-0178-5


Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 16 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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alignment. Genome biology, 22(1), 249.
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bovine intramuscular or subcutaneous adipocytes. Asian-Australasian journal of animal
sciences, 33(4), 651.
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non-coding transcripts in the human genome. Nucleic acids research, 42(5), 2820.

Philippe N, et al. (2013) CRAC: an integrated approach to the analysis of RNA-seq reads.
Genome biology, 14(3), R30.


