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Stanford Genomics Service Center Core Facility
RRID:SCR_002050
Type: Tool

Proper Citation

Stanford Genomics Service Center Core Facility (RRID:SCR_002050)

Resource Information

URL: https://med.stanford.edu/sfgf.html

Proper Citation: Stanford Genomics Service Center Core Facility (RRID:SCR_002050)

Description: Stanford Genomics formerly Stanford Functional Genomics Facility provides
services for high throughput sequencing, single cell assays, gene expression and
genotyping studies utilizing microarray and real time PCR, and related services. High
throughput sequencing (Illumina HiSeq 4000, NextSeq 500, MiSeq and MiniSeq),
microarray gene expression and genotyping services (Affymetrix, Agilent and Illumina).
Provides 24/7 access to instruments, equipment and software utilized within genomics
field.

Abbreviations: SFGF,

Synonyms: Stanford Medicine Stanford Functional Genomics Facility, Stanford University
Functional Genomics Core Facility, Stanford Functional Genomics Facility, Stanford
Genomics, Stanford Genomics Service Center, Stanford School of Medicine Stanford
Functional Genomics Facility

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

Keywords: ABRF, Stanford Genomics, genomics, high throughput sequencing, single cell
assays, gene expression, genotyping, microarray, real time PCR,

Funding: NIAID ;
Comprehensive Cancer Center

Availability: Open

Resource Name: Stanford Genomics Service Center Core Facility

Resource ID: SCR_002050

Alternate IDs: SCR_008627, ABRF_200, nif-0000-31997, nif-0000-12246

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_002050/resolver
https://med.stanford.edu/sfgf.html


Alternate URLs: https://coremarketplace.org/?FacilityID=200&citation=1

Old URLs: http://www.microarray.org/sfgf/

Record Creation Time: 20220129T080211+0000

Record Last Update: 20260728T043122+0000

Ratings and Alerts

No rating or validation information has been found for Stanford Genomics Service Center
Core Facility.

No alerts have been found for Stanford Genomics Service Center Core Facility.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 10 mentions in open access literature.

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