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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: data or information resource, service resource, data repository, database, 
storage 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/
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Record Creation Time: 20220129T080317+0000

Record Last Update: 20250412T055731+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 dkNET.
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Almási ÉDH, et al. (2025) Klebsiella oxytoca facilitates microbiome recovery via antibiotic 
degradation and restores colonization resistance in a diet-dependent manner. Nature 
communications, 16(1), 551.

Singh A, et al. (2025) Cell-death induced immune response and coagulopathy promote 
cachexia in Drosophila. bioRxiv : the preprint server for biology.

Crissey MAS, et al. (2025) Divergent effects of acute and chronic PPT1 inhibition in 
melanoma. Autophagy, 21(2), 394.

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.

https://dknet.org/about/sources/nlx_144509-1
https://dknet.org/data/record/nlx_144509-1/SCR_013665/resolver/mentions


Bandura J, et al. (2025) Distinct Proteomic Brain States Underlying Long-Term Memory 
Formation in Aversive Operant Conditioning. Journal of proteome research, 24(1), 27.

Rios KT, et al. (2025) Widespread release of translational repression across Plasmodium's 
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