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Proper Citation

ichorCNA (RRID:SCR_024768)

Resource Information

URL: https://github.com/broadinstitute/ichorCNA

Proper Citation: ichorCNA (RRID:SCR_024768)

Description: Software tool that quantifies tumor content in cfDNA from 0.1× coverage
whole-genome sequencing data without prior knowledge of tumor mutations. Used to
simultaneously segment genome, predict large scale copy number alterations, and
estimate tumor fraction of ultra low pass whole genome sequencing sample.

Resource Type: simulation software, software application, software resource

Defining Citation: PMID:29109393

Keywords: quantify tumor content, simultaneously segment genome, predict large scale
copy number alterations, estimate tumor fraction, ultra low pass whole genome
sequencing sample,

Funding: Canadian Institutes for Health Research Postdoctoral Fellowship ;
Gerstner Family Foundation ;
NCI P30 CA14051

Availability: Free, Available for download, Freely available

Resource Name: ichorCNA

Resource ID: SCR_024768

License: GNU GPL v3.0

Record Creation Time: 20231208T050229+0000

Record Last Update: 20260821T194302+0000

Ratings and Alerts

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_024768/resolver
https://github.com/broadinstitute/ichorCNA
https://pubmed.ncbi.nlm.nih.gov/29109393


No rating or validation information has been found for ichorCNA.

No alerts have been found for ichorCNA.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 32 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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