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Salk Institute Flow Cytometry Core Facility
RRID:SCR_014839
Type: Tool

Proper Citation

Salk Institute Flow Cytometry Core Facility (RRID:SCR_014839)

Resource Information

URL: http://www.salk.edu/science/core-facilities/flow-cytometry/

Proper Citation: Salk Institute Flow Cytometry Core Facility (RRID:SCR_014839)

Description: Core facility dedicated to advancing research projects requiring cell sorting
and/or analysis of cell populations by flow cytometry. The core offers training on and
access to shared use instrumentation for analytical flow cytometry, services for
fluorescence activated cell sorting (FACS) as well as technical consultation and support
on experimental design, execution, and data analysis.

Synonyms: Salk Institute Flow Cytometry Core Facility (FACS)

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

Keywords: core facility, la jolla, flow cytometry, facs, fluorescent activated cell sorting,

Funding: Salk Institute Flow Cytometry Core Facility ;
NCI CCSG P30 014195

Resource Name: Salk Institute Flow Cytometry Core Facility

Resource ID: SCR_014839

Alternate IDs: ABRF_1643

Alternate URLs: https://coremarketplace.org/?FacilityID=1643&citation=1

Record Creation Time: 20220129T080322+0000

Record Last Update: 20260728T043444+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_014839/resolver
http://www.salk.edu/science/core-facilities/flow-cytometry/


No rating or validation information has been found for Salk Institute Flow Cytometry Core
Facility.

No alerts have been found for Salk Institute Flow Cytometry Core Facility.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 14 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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genetics, 110(4), 703.


