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RRID:SCR_017293
Type: Tool

Proper Citation

SerialEM (RRID:SCR_017293)

Resource Information

URL.: http://bio3d.colorado.edu/SerialEM/

Proper Citation: SerialEM (RRID:SCR_017293)

Description: Software tool for automated EM data acquisition. Used for efficient tilt series
acquisition and interface for image capture, display, and storage and for control of some
aspects of microscope function.

Resource Type: software application, software resource, data processing software, data
acquisition software

Defining Citation: PMID:16182563

Keywords: automated, data, acquisition, tilt, image, capture, display, storage, microscope

Funding: NCRR RR00592;
NIGMS P01 GM61306

Availability: Restricted

Resource Name: SerialEM

Resource ID: SCR_017293

License: MIT license

Record Creation Time: 20220129T080334+0000

Record Last Update: 20260729T044432+0000

Ratings and Alerts

No rating or validation information has been found for SerialEM.



https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/SCR_017293/resolver
http://bio3d.colorado.edu/SerialEM/
https://pubmed.ncbi.nlm.nih.gov/16182563

No alerts have been found for SerialEM.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 213 mentions in open access literature.
Listed below are recent publications. The full list is available at T1D .
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Wang Y, et al. (2025) Rational design of flavivirus E protein vaccine optimizes
immunogenicity and mitigates antibody dependent enhancement risk. Nature
communications, 16(1), 11558.
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