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Proper Citation

EUROpean Saccharomyces Cerevisiae ARchive for Functional Analysis
(RRID:SCR_003093)

Resource Information

URL: http://www.euroscarf.de/index.php?name=News

Proper Citation: EUROpean Saccharomyces Cerevisiae ARchive for Functional Analysis
(RRID:SCR_003093)

Description: Archive of yeast strains and plasmids that were generated during various
yeast functional analysis projects.

Abbreviations: EUROSCARF

Resource Type: material resource, biomaterial supply resource, organism supplier

Keywords: plasmid, strain, wild type, deletion, tap fusion, degron, orf, functional analysis,
yeast

Funding: BMBF ;
European UnionROFAN I and II ;
European yeast industrial platform ;
federal state of Hessen

Availability: Free, Freely available

Resource Name: EUROpean Saccharomyces Cerevisiae ARchive for Functional Analysis

Resource ID: SCR_003093

Alternate IDs: nif-0000-30504

Old URLs: http://www.uni-frankfurt.de/fb15/mikro/EUROSCARF/indexhtml

Record Creation Time: 20220129T080217+0000
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Record Last Update: 20260810T040341+0000

Ratings and Alerts

No rating or validation information has been found for EUROpean Saccharomyces
Cerevisiae ARchive for Functional Analysis.

No alerts have been found for EUROpean Saccharomyces Cerevisiae ARchive for
Functional Analysis.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 43 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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