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Proper Citation

Illumina: NovaSeq 6000 Sequencing System (RRID:SCR_016387)

Resource Information

URL: https://www.illumina.com/systems/sequencing-platforms/novaseq.html

Proper Citation: Illumina: NovaSeq 6000 Sequencing System (RRID:SCR_016387)

Description: High-throughput platform used for next-generation sequencing (NGS)
applications, including whole-genome, whole-exome, and whole-transcriptome
sequencing. It is designed to provide a scalable, high-volume, and reliable way to
sequence DNA and RNA for a wide range of genomic studies, from research to clinical
applications.

Synonyms: Illumina NovaSeq 6000 Sequencing, Illumina NovaSeq 6000

Resource Type: instrument resource

Keywords: Instrument, equipment, sequencer, sequencing, dna, rna, platform, novaseq,
sequencing system, USEDit

Specification URL: https://raw.githubusercontent.com/SciCrunch/RRID-
Instruments/refs/heads/main/PDF/SCR_016387.pdf

Resource Name: Illumina: NovaSeq 6000 Sequencing System

Resource ID: SCR_016387

Alternate IDs: SCR_020150, Model_Number_NovaSeq_6000

Alternate URLs: https://www.illumina.com/systems/sequencing-
platforms/novaseq/specifications.html

Record Creation Time: 20220129T080330+0000

Record Last Update: 20260725T190822+0000
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No rating or validation information has been found for Illumina: NovaSeq 6000 Sequencing
System.

No alerts have been found for Illumina: NovaSeq 6000 Sequencing System.

Data and Source Information

Source: SciCrunch Registry
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We found 277 mentions in open access literature.
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