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Virginia University School of Medicine Genome
Analysis and Technology Core Facility
RRID:SCR_018883
Type: Tool

Proper Citation

Virginia University School of Medicine Genome Analysis and Technology Core Facility
(RRID:SCR_018883)

Resource Information

URL: https://med.virginia.edu/gatc/

Proper Citation: Virginia University School of Medicine Genome Analysis and
Technology Core Facility (RRID:SCR_018883)

Description: Core offers instrumentation and expertise in all areas of bulk and single cell
NGS genomics and transcriptomics, as well as training to access core shared
instrumentations. Services include RNA Seq, CHIP Seq, ATAC Seq, Amplicon DNA Seq,
16S ribosomal gene sequencing, shot gun sequencing for small genomes and whole
exome sequencing.10X Genomics resources include single cell CNV, VDJ, and 3 or 5
RNA seq as well as linked reads.Core provides real time and droplet digital PCR services
most suitable for targeted gene expression, SNP genotyping and CNV discovery.

Abbreviations: GATC

Synonyms: University of Virginia School of Medicine Genome Analysis and Technology
Core Facility, UVA Genome Analysis and Technology Core, University of Virginia UVA
Genome Analysis and Technology Core, Genome Analysis and Technology Core

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

Keywords: USEDit, genome analysis, NGS genomic, transcriptomics, RNA Seq, CHIP
Seq, ATAC Seq, Amplicon DNA Seq, 16S ribosomal gene sequencing, shot gun
sequencing, ABRF

Availability: Open

Resource Name: Virginia University School of Medicine Genome Analysis and
Technology Core Facility

Resource ID: SCR_018883

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_018883/resolver
https://dknet.org/data/record/nlx_144509-1/SCR_018883/resolver
https://med.virginia.edu/gatc/


Alternate IDs: ABRF_1024

Alternate URLs: https://coremarketplace.org/?FacilityID=1024

Record Creation Time: 20220129T080342+0000

Record Last Update: 20260821T194135+0000

Ratings and Alerts

No rating or validation information has been found for Virginia University School of
Medicine Genome Analysis and Technology Core Facility.

No alerts have been found for Virginia University School of Medicine Genome Analysis
and Technology Core Facility.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 86 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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Uddin MJ, et al. (2026) CXCR3 ameliorates neutrophil-dependent disease severity in
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Liu Y, et al. (2025) Co-Conservation of Synaptic Gene Expression and Circuitry in
Collicular Neurons. bioRxiv : the preprint server for biology.
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