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Proper Citation

University of Florida ICBR NextGen DNA Sequencing Core Facility (RRID:SCR_019152)

Resource Information

URL: https://biotech.ufl.edu/next-gen-dna/

Proper Citation: University of Florida ICBR NextGen DNA Sequencing Core Facility
(RRID:SCR_019152)

Description: Core provides platforms including Illumina NextSeq500 and MiSeq,
HiSeq3000 and Pacific Biosciences SEQUEL system. Offers free consultation in
sequencing technologies including read length, error rate, predominant type of error, data
output/run, speed, cost. Services include de novo sequencing of whole genomes, targeted
sequencing, transcriptome sequencing, chromatin immunoprecipitation sequencing,
methylation analysis and metagenomics.

Abbreviations: ICBR-NGS

Synonyms: UF ICBR NextGen DNA Sequencing, University of Florida UF ICBR NextGen
DNA Sequencing

Resource Type: core facility, access service resource, service resource

Keywords: USEDit, sequencing technologies, de novo sequencing, whole genomes,
targeted sequencing, transcriptome sequencing, chromatin immunoprecipitation
sequencing, methylation analysis, metagenomics, ABRF, ABRF

Resource Name: University of Florida ICBR NextGen DNA Sequencing Core Facility

Resource ID: SCR_019152

Alternate IDs: ABRF_650

Alternate URLs: https://coremarketplace.org/?FacilityID=650

Record Creation Time: 20220129T080343+0000
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Record Last Update: 20260808T042915+0000

Ratings and Alerts

No rating or validation information has been found for University of Florida ICBR NextGen
DNA Sequencing Core Facility.

No alerts have been found for University of Florida ICBR NextGen DNA Sequencing Core
Facility.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 87 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF .
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