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EXPANdS

RRID:SCR_005199
Type: Tool

Proper Citation

ExPANdS (RRID:SCR_005199)

Resource Information

URL.: http://cran.r-project.org/web/packages/expands/

Proper Citation: EXPANdS (RRID:SCR_005199)

Description: Software that characterizes coexisting subpopulations (SPs) in a tumor
using copy number and allele frequencies derived from exome- or whole genome
seqguencing input data. The model amplifies the statistical power to detect coexisting
genotypes, by fully exploiting run-specific tradeoffs between depth of coverage and
breadth of coverage. ExXPANdS predicts the number of clonal expansions, the size of the
resulting SPs in the tumor bulk, the mutations specific to each SP and tumor purity. The
main function runExXPANdS provides the complete functionality needed to predict
coexisting SPs from single nucleotide variations (SNVs) and associated copy numbers.
The robustness of the subpopulation predictions by ExPANdS increases with the number
of mutations provided. It is recommended that at least 200 mutations are used as an input
to obtain stable results.

Abbreviations: EXPANdS
Synonyms: Expanding Ploidy and Allele Frequency on Nested Subpopulations
Resource Type: software resource

Defining Citation: PMID:24177718

Keywords: copy number, allele, frequency, exome, whole genome, sequencing, ploidy,
subpopulation, genotype, mutation, single nucleotide variation

Related Condition: Tumor
Availability: GNU General Public License, v2
Resource Name: ExPANdS

Resource ID: SCR_005199



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_005199/resolver
http://cran.r-project.org/web/packages/expands/
https://pubmed.ncbi.nlm.nih.gov/24177718

Alternate IDs: OMICS 00218
Record Creation Time: 20220129T080228+0000

Record Last Update: 20260808T185825+0000

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

No alerts have been found for ExXPANdS.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 907 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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