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Platypus

RRID:SCR_005389
Type: Tool

Proper Citation

Platypus (RRID:SCR_005389)

Resource Information

URL: http://www.well.ox.ac.uk/platypus

Proper Citation: Platypus (RRID:SCR_005389)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on May
16,2023. Software tool designed for efficient and accurate variant detection in high
throughput sequencing data. Haplotype based variant caller for next generation sequence
data.

Synonyms: Platypus: A Haplotype-Based Variant Caller For Next Generation Sequence
Data, PLAYPUS

Resource Type: software resource, software application

Keywords: Haplotype based variant caller, next generation sequence data, gene,
genomic, high throughput sequencing data,

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: Platypus

Resource ID: SCR_005389

Alternate IDs: SCR_009046, nix_154021, OMICS_00068
Record Creation Time: 20220129T080230+0000

Record Last Update: 20260731T042709+0000

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

No alerts have been found for Platypus.



https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/RRID:SCR_005389/resolver
http://www.well.ox.ac.uk/platypus

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 199 mentions in open access literature.
Listed below are recent publications. The full list is available at T1D .
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Cancer research, 84(20), 3478.
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115023.
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142(3), 351.
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chronic viral infection by single-cell analysis. European journal of immunology, 52(2), 297.
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