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Proper Citation

PacBio: Sequel System (RRID:SCR_017989)

Resource Information

URL.: https://www.pacb.com/blog/introducing-the-sequel-system-the-scalable-platform-for-
smrt-sequencing/

Proper Citation: PacBio: Sequel System (RRID:SCR_017989)

Description: Single Molecule, Real-Time sequencer by Pacific Biosciencies. System
provides higher throughput, more scalability, reduced footprint and lower sequencing
project costs compared to PacBi RS Il System, while maintaining benefits of SMRT
technology. Ideal for projects such as generating high quality, whole genome de novo
assemblies for larger genomes, such as human, plants, and animals. Provides
characterization of wide variety of genomic variation types, including those in complex
regions not accessible with short-read or synthetic long-range sequencing technologies,
while simultaneously revealing epigenetic information.

Synonyms: PacBio Sequel™ System, Sequel System
Resource Type: instrument resource

Keywords: sequencing machine, hardware, high-throughput sequencing, instrument,
equipment

Availability: Restricted

Specification URL: https://raw.githubusercontent.com/SciCrunch/RRID-
Instruments/main/PDF/SCR_017989.pdf

Resource Name: PacBio: Sequel System
Resource ID: SCR_017989

Alternate URLSs: https://www.pacbh.com/wp-content/uploads/Operations-Guide-Sequel-II-
and-Sequel-lle-Systems.pdf

Record Creation Time: 20220129T080338+0000
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Ratings and Alerts
No rating or validation information has been found for PacBio: Sequel System.

No alerts have been found for PacBio: Sequel System.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 28 mentions in open access literature.
Listed below are recent publications. The full list is available at T1D .
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