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Type: Tool

Proper Citation

University of Missouri Genomics Technology Core Facility (RRID:SCR_017778)

Resource Information

URL: https://mugenomicscore.missouri.edu/

Proper Citation: University of Missouri Genomics Technology Core Facility
(RRID:SCR_017778)

Description: Core research facility providing services in high-throughput DNA sequencing
that includes staff experience in the construction of libraries for targeted amplicons,
miRNA analysis, transcriptome profiling (RNA-Seq), whole exome sequencing (WES),
epigenomic and genomic DNA analysis. Services in single cell library preparation are
available using the 10x Genomics Chromium X system. In addition, spatial transcriptomics
services using Visium HD arrays are provided. The GTC maintain and operate Illumina
sequencing platforms; NovaSeq X Plus and MiSeq i100 instruments.

Abbreviations: GTC

Synonyms: , University of Missouri Genomics Technology Core, Genomics Core Facility

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

Keywords: Genomic, metagenomic, DNA, Illumina, NGS, next-gen sequencing, Sanger,
10x Genomics, single cell

Availability: Open

Resource Name: University of Missouri Genomics Technology Core Facility

Resource ID: SCR_017778

Alternate IDs: ABRF_363

Record Creation Time: 20220129T080336+0000

Record Last Update: 20260731T043025+0000
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Ratings and Alerts

No rating or validation information has been found for University of Missouri Genomics
Technology Core Facility.

No alerts have been found for University of Missouri Genomics Technology Core Facility.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 19 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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