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Proper Citation

CCUG: Culture Collection; University of Goteborg; Sweden (RRID:SCR_006635)

Resource Information

URL: http://www.ccug.se/

Proper Citation: CCUG: Culture Collection; University of Goteborg; Sweden
(RRID:SCR_006635)

Description: The CCUG holds a broad range of bacteria and the most demanded test
strains of filamentous fungi and yeasts. We do not hold extremophils or intracellular
organisms and we do not distribute hazard group 3 organisms. Cultures are freeze-dried
and may be sent abroad promptly under controlled forms. Our identification service has
been active for 43 years. CCUG has huge databases and they are pleased to share the
information with you through their search engine.

Abbreviations: CCUG

Synonyms: Culture Collection, CCUG: Culture Collection; University of Gothenburg;
Sweden, CCUG: Culture Collection

Resource Type: biomaterial supply resource, material resource

Keywords: bacteria, microorganisms, strains, taxonomic literature, fatty acids,
sequences, 16 s rrna

Resource Name: CCUG: Culture Collection; University of Goteborg; Sweden
Resource ID: SCR_006635

Alternate IDs: nif-0000-30239

Record Creation Time: 20220129T080237+0000

Record Last Update: 20260808T190459+0000

Ratings and Alerts


https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_006635/resolver
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_006635/resolver
http://www.ccug.se/

No rating or validation information has been found for CCUG: Culture Collection;
University of Goteborg; Sweden.

No alerts have been found for CCUG: Culture Collection; University of Goteborg; Sweden.

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 SPARC SAWG .
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