Resource Summary Report

Generated by PRECISE-TBI on Sep 7, 2026

UMass Amherst Mass Spectrometry Core Facility

RRID:SCR_019063
Type: Tool

Proper Citation

UMass Amherst Mass Spectrometry Core Facility (RRID:SCR_019063)

Resource Information

URL: http://www.umass.edu/ials/mass-spectrometry

Proper Citation: UMass Amherst Mass Spectrometry Core Facility (RRID:SCR_019063)

Description: The mass spectrometry core facility offers instrumentation for characterizing
elements and compounds across the entire mass range from quantitative metal analysis to
intact protein mass measurement. Instrumentation is also available for proteomics,
metabolomics, MALDI imaging and HDX-MS. Specialized mass spectrometers
encompass variety of ionization techniques and separation devices to cover wide range of
analytical capabilities. The facility accepts samples and will perform requested analysis.
Staff can also offer training to conduct experimentation. Instrumentation include Bruker
timsTOF fleX, Thermo Orbitrap Fusion, Bruker Microflex and ultrafleXtreme MALDI-TOF,
Agilent GC-MS, Waters Xevo TQD with UPLC, Waters Synapt G2Si with full HDX
automation, Perkin ElImer NexION ICP-MS

Synonyms: UMass Amherst Mass Spectrometry Core

Resource Type: access service resource, core facility, service resource
Keywords: USEDit, mass spectrometry, ABRF

Resource Name: UMass Amherst Mass Spectrometry Core Facility
Resource ID: SCR_019063

Alternate IDs: ABRF_1054

Alternate URLSs: https://coremarketplace.org/?FacilitylD=1054

Record Creation Time: 20220129T080343+0000

Record Last Update: 20260907T155725+0000

Ratings and Alerts
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No rating or validation information has been found for UMass Amherst Mass Spectrometry
Core Facility.

No alerts have been found for UMass Amherst Mass Spectrometry Core Facility.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 75 mentions in open access literature.

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