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RRID:SCR_022630
Type: Tool

Proper Citation

Cincinnati Children's Hospital DNA Sequencing and Genotyping Core Facility
(RRID:SCR_022630)

Resource Information

URL: https://www.cincinnatichildrens.org/research/cores/dna-sequencing-genotyping

Proper Citation: Cincinnati Children's Hospital DNA Sequencing and Genotyping Core
Facility (RRID:SCR_022630)

Description: Supports production and analysis of DNA and RNA related data. Provides DNA
and RNA sequencing, Next Generation sequencing, DNA extraction and high and low
throughput SNP genotyping.

Synonyms: DNA Sequencing and Genotyping, Cincinnati Children's Hospital DNA
Sequencing and Genotyping

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

Keywords: USEDit, ABRF, DNA and RNA related data, data analysis, DNA and RNA
sequencing, Next Generation sequencing, DNA extraction, SNP genotyping

Funding:

Resource Name: Cincinnati Children's Hospital DNA Sequencing and Genotyping Core
Facility

Resource ID: SCR_022630

Alternate IDs: ABRF 1482
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Alternate URLSs: https://coremarketplace.org/?FacilitylD=1482&citation=1
Record Creation Time: 20220803T050137+0000

Record Last Update: 20250513T062302+0000

Ratings and Alerts

No rating or validation information has been found for Cincinnati Children's Hospital DNA
Sequencing and Genotyping Core Facility.

No alerts have been found for Cincinnati Children's Hospital DNA Sequencing and
Genotyping Core Facility.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 22 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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