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Polysolver

RRID:SCR_022278
Type: Tool

Proper Citation

Polysolver (RRID:SCR_022278)

Resource Information

URL: https://software.broadinstitute.org/cancer/cga/polysolver

Proper Citation: Polysolver (RRID:SCR_022278)

Description: Software tool for HLA typing based on whole exome sequencing data and
infers alleles for three major MHC class | genes. Enables accurate inference of germline
alleles of class | HLA-A, B and C genes and subsequent detection of mutations in these
genes using inferred alleles as reference.

Synonyms: POLYmorphic loci reSOLVER, POLYSOLVER

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

Defining Citation: PMID:26372948

Keywords: HLA typing, whole exome sequencing data, accurate inference of germline
alleles, high precision HLA-typing, alleles of class | HLA-A, B and C genes, detection of
mutations, inferred alleles

Funding: Blavatnik Family Foundation ;
NHLBI 1RO1HL103532;

NCI 1R01CA155010;

AACR

Availability: Free, Available for download, Freely available
Resource Name: Polysolver

Resource ID: SCR_022278

Record Creation Time: 20220512T050141+0000

Record Last Update: 20260801T042900+0000



https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_022278/resolver
https://software.broadinstitute.org/cancer/cga/polysolver
https://pubmed.ncbi.nlm.nih.gov/26372948

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

No alerts have been found for Polysolver.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 30 mentions in open access literature.
Listed below are recent publications. The full list is available at kravitz2 .
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