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BIRDSUITE

RRID:SCR_001794
Type: Tool

Proper Citation

BIRDSUITE (RRID:SCR_001794)

Resource Information

URL: https://www.broadinstitute.org/birdsuite/birdsuite

Proper Citation: BIRDSUITE (RRID:SCR_001794)

Description: Open-source set of tools to detect and report SNP genotypes, common
Copy-Number Polymorphisms (CNPs), and novel, rare, or de novo CNVs in samples
processed with the Affymetrix platform. While most of the components of the suite can be
run individually (for instance, to only do SNP genotyping), the Birdsuite is especially
intended for integrated analysis of SNPs and CNVs.

Abbreviations: Birdsuite
Resource Type: software application, software resource

Defining Citation: PMID:18776909

Keywords: gene, genetic, genomic, snp, genotype, copy number polymorphism, copy
number variant, affymetrix

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

Resource ID: SCR_001794

Alternate IDs: OMICS 00705, nlx_154245

License: Open unspecified license

Record Creation Time: 20220129T080209+0000

Record Last Update: 20260727T040310+0000

Ratings and Alerts


https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_001794/resolver
https://www.broadinstitute.org/birdsuite/birdsuite
https://pubmed.ncbi.nlm.nih.gov/18776909

No rating or validation information has been found for BIRDSUITE.

No alerts have been found for BIRDSUITE.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 43 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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