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Proper Citation

Mass spectrometry Interactive Virtual Environment (MassIVE) (RRID:SCR_013665)

Resource Information

URL: https://massive.ucsd.edu/ProteoSAFe/static/massive.jsp

Proper Citation: Mass spectrometry Interactive Virtual Environment (MassIVE) 
(RRID:SCR_013665)

Description: Mass spectrometry Interactive Virtual Environment (MassIVE) is a community 
resource developed by the NIH-funded Center for Computational Mass Spectrometry to 
promote the global, free exchange of mass spectrometry data. Data repository for 
proteomics data.

Abbreviations: MassIVE

Synonyms: Mass spectrometry Interactive Virtual Environment (MassIVE), MassIVE, Mass 
spectrometry Interactive Virtual Environment

Resource Type: database, data repository, data or information resource, storage service 
resource, service resource

Keywords: Proteomics, Mass Spec, FASEB list

Funding:

Resource Name: Mass spectrometry Interactive Virtual Environment (MassIVE)

Resource ID: SCR_013665

Alternate URLs: https://massive.ucsd.edu/

https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_013665/resolver
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_013665/resolver
https://massive.ucsd.edu/ProteoSAFe/static/massive.jsp


Record Creation Time: 20220129T080317+0000

Record Last Update: 20250417T065437+0000

Ratings and Alerts

No rating or validation information has been found for Mass spectrometry Interactive Virtual 
Environment (MassIVE).

No alerts have been found for Mass spectrometry Interactive Virtual Environment (MassIVE).

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 863 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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Almási ÉDH, et al. (2025) Klebsiella oxytoca facilitates microbiome recovery via antibiotic 
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communications, 16(1), 551.
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protease USP18. Nature communications, 16(1), 957.
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Malaymar Pinar D, et al. (2025) Nuclear Factor I Family Members are Key Transcription 
Factors Regulating Gene Expression. Molecular & cellular proteomics : MCP, 24(1), 100890.
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16(1), e0301624.

Zhang QY, et al. (2025) Regulation of enzymatic lipid peroxidation in osteoblasts protects 
against postmenopausal osteoporosis. Nature communications, 16(1), 758.
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early-onset Alzheimer's disease, and late-onset Alzheimer's disease. Acta neuropathologica, 
149(1), 9.
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tamoxifen resistance. bioRxiv : the preprint server for biology.
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spectrum, 13(1), e0099624.
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motor neurons reveals protein dynamics in amyotrophic lateral sclerosis. Cell reports, 43(1), 
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Staphylococcus epidermidis. mSystems, 9(2), e0035623.


