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BioDiscovery Nexus Copy Number

RRID:SCR_004557
Type: Tool

Proper Citation

BioDiscovery Nexus Copy Number (RRID:SCR_004557)

Resource Information

URL: https://www.biodiscovery.com/products/nexus-copy-number?hsLang=en

Proper Citation: BioDiscovery Nexus Copy Number (RRID:SCR_004557)

Description: Software package provides statistical tools. Derives copy number and BAF
from variety of NGS data including WES, WGS, targeted panel, and shallow sequencing
as well as Microarray data. Multifaceted desktop software for rapid discovery of genomic
alterations. Accepts data from various manufacturers and technologies including Infinium
GSA and CytoScan XON.

Abbreviations: BioDiscovery
Synonyms: Nexus Copy Number

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

Keywords: Derives copy number, BAF, NGS data, WES, WGS, targeted panel, shallow
sequencing, microarray data

Availability: Commercially available

Resource Name: BioDiscovery Nexus Copy Number

Resource ID: SCR_004557

Alternate IDs: OMICS 01122

Old URLSs: http://www.biodiscovery.com/software/nexus-expression/
Record Creation Time: 20220129T080225+0000

Record Last Update: 20260729T044102+0000

Ratings and Alerts


https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_004557/resolver
https://www.biodiscovery.com/products/nexus-copy-number?hsLang=en

No rating or validation information has been found for BioDiscovery Nexus Copy Number.

No alerts have been found for BioDiscovery Nexus Copy Number.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 164 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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with a customized assay for circulating tumor DNA in patients with newly diagnosed
pancreatic cancer. Scientific reports, 15(1), 34481.

Ross CR, et al. (2025) Genetic background and oncogenic driver determines the genomic
evolution and transcriptomics of mammary tumor metastasis. Communications biology,
8(1), 1224.

Rodemann MM, et al. (2025) Identification of a Growth-Promoting Gene Cluster in the
Region 2g24 as a Driver of Tumorigenesis in Childhood Hepatoblastoma. The American
journal of pathology, 195(8), 1553.



https://scicrunch.org/nidm-terms/rin/sources/SCR_005400
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_004557/resolver/mentions

Sikta N, et al. (2025) Improving genetic diagnostic yield in familial and sporadic cerebral
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