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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 URLSs: https://massive.ucsd.edu/
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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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