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Max Planck Institute of Biochemistry Imaging
Facility

RRID:SCR_025739
Type: Tool

Proper Citation

Max Planck Institute of Biochemistry Imaging Facility (RRID:SCR_025739)

Resource Information

URL: https://www.biochem.mpg.de/de/imaging

Proper Citation: Max Planck Institute of Biochemistry Imaging Facility
(RRID:SCR_025739)

Description: Facility for light microscopy and flow cytometry. Users are instructed by staff
in operation of hardware and software and, if necessary, are supported in acquisition,
processing and quantitative evaluation of images.

Abbreviations: MPIB-IF
Synonyms: Imaging Facility, Max Planck Institute of Biochemistry Imaging Facility
Resource Type: core facility, access service resource, service resource

Keywords: light microscopy, flow cytometry, images, acquisition, processing, quantitative
evaluation of images,

Availability: Restricted

Resource Name: Max Planck Institute of Biochemistry Imaging Facility
Resource ID: SCR_025739

Record Creation Time: 20240918T053245+0000

Record Last Update: 20260808T190730+0000

Ratings and Alerts


https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_025739/resolver
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_025739/resolver
https://www.biochem.mpg.de/de/imaging

No rating or validation information has been found for Max Planck Institute of Biochemistry
Imaging Facility.

No alerts have been found for Max Planck Institute of Biochemistry Imaging Facility.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 11 mentions in open access literature.

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