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ProteomeTools

RRID:SCR_018535
Type: Tool

Proper Citation

ProteomeTools (RRID:SCR_018535)

Resource Information

URL: http://www.proteometools.org/index.php?id=home

Proper Citation: ProteomeTools (RRID:SCR_018535)

Description: Project for building molecular and digital tools from human proteome to
facilitate biomedical research, drug discovery, personalized medicine and life science
research.

Resource Type: data or information resource, portal, project portal

Defining Citation: PMID:28135259

Keywords: Molecular tool, human proteome, proteome, human, peptide, data

Funding: German Federal Ministry of Education and Research ;
Alexander von Humboldt Foundation ;

American Recovery and Reinvestment Act ;

NHGRI RC2 HG005805;

NIGMS R01 GM087221;

NCRR S10 RR027584;

NIGMS P50 GM076547;

European Research Council ;

Swiss National Science Foundation

Availability: Free, Freely available

Resource Name: ProteomeTools

Resource ID: SCR_018535

Alternate URLSs: http://www.proteometools.org
Record Creation Time: 20220129T080340+0000

Record Last Update: 20260731T043036+0000
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Ratings and Alerts
No rating or validation information has been found for ProteomeTools.

No alerts have been found for ProteomeTools.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 21 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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