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Proper Citation

University of Texas at Austin Biological Mass Spectrometry Proteomics Core Facility
(RRID:SCR_021728)

Resource Information

URL: https://research.utexas.edu/cbrs/cores/bms/

Proper Citation: University of Texas at Austin Biological Mass Spectrometry Proteomics
Core Facility (RRID:SCR_021728)

Description: Proteomics and Metabolomics services and collaborative efforts are
provided at Biological Mass Spectrometry Facility. We use high resolution Orbitrap mass
spectrometers with UPLC at high flow for metabolomics and nanoUPLC for proteomics
work. We have Bruker Autoflex for self service MALDI. Our proteomics services are
protein ID, quantitation, and modification analysis, with fractionation for deeper coverage
and de novo sequencing of mAbs available. We collaborate for customized projects. We
have untargeted metabolomics for quantitative or qualitative analysis of extracted
metabolites using C18 column.

Synonyms: UTA CBRS Biological Mass Spectrometry Facility, The University of Texas at
Austin UTA CBRS Biological Mass Spectrometry Facility

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

Keywords: USEDit, ABRF, proteomics service, metabolomics service, mass spectrometry

Resource Name: University of Texas at Austin Biological Mass Spectrometry Proteomics
Core Facility

Resource ID: SCR_021728

Alternate IDs: ABRF_1215

Alternate URLs: https://coremarketplace.org/?FacilityID=1215

Record Creation Time: 20220129T080357+0000
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Record Last Update: 20260808T190658+0000

Ratings and Alerts

No rating or validation information has been found for University of Texas at Austin
Biological Mass Spectrometry Proteomics Core Facility.

No alerts have been found for University of Texas at Austin Biological Mass Spectrometry
Proteomics Core Facility.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 59 mentions in open access literature.

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