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Proper Citation

BioNano Irys system (RRID:SCR_016754)

Resource Information

URL.: https://bionanogenomics.com/wp-content/uploads/2017/01/30047-Irys-User-Guide.pdf

Proper Citation: BioNano Irys system (RRID:SCR_016754)

Description: System by BioNano Genomics ( formerly BioNanomatrix) which provides
optical next generation mapping (NGM). Used for sequence assembly and structural
variation analysis. Provides Scaffold Bionano genome mapping data with sequencing data to
improve assembly contiguity, reduce sequencing coverage needed, and automatically
correct errors in sequencing based assemblies.

Resource Type: instrument resource

Keywords: instrument, Irys, system, BioNano Genomics, BioNanomatrix, optical, next,
generation, mapping, sequence, assembly, structural, variation, analysis, data,

Funding:

Availability: Commercially available
Resource Name: BioNano Irys system
Resource ID: SCR_016754

Alternate URLSs: https://bionanogenomics.com/wp-content/uploads/2017/01/2016-Irys-
System-Brochure.pdf

Old URLSs: https://bionanogenomics.com/technology/genome-assembly/

Record Creation Time: 20220129T080332+0000
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Ratings and Alerts
No rating or validation information has been found for BioNano Irys system.

No alerts have been found for BioNano Irys system.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 34 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.
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system in Asteraceae. Nature communications, 14(1), 4334.
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genomic differentiation in wild barley. Plant biotechnology journal, 21(1), 46.
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Setaria. Nature genetics, 55(7), 1232.
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provides insights into potato evolution. G3 (Bethesda, Md.), 11(10).
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journal, 19(3), 602.
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chromosome architectures of birds and mammals. GigaScience, 10(1).
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structural evolution and prostrate growth habit. Horticulture research, 8(1), 201.
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the evolution of modern sweet corn. Nature communications, 12(1), 1227.
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genome. PLoS computational biology, 16(6), e1007933.
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