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Proper Citation

CTFFIND (RRID:SCR_016732)

Resource Information

URL: http://grigoriefflab.janelia.org/ctffind4

Proper Citation: CTFFIND (RRID:SCR_016732)

Description: Software tool for finding CTFs of electron micrographs. Program used for the
estimation of objective lens defocus parameters from transmission electron micrographs.
The program CTFFIND3 is an updated version of the program CTFFIND2. For
micrographs collected on photographic film and scanned in use CTFFIND 3. For images
from CCDs or direct detectors use CTFFIND 4.

Abbreviations: CTFFIND

Synonyms: CTFFinding, CTFFIND4, CTFFIND2, Contrast Transfer Function Finding,
Contrast Transfer FunctionFinding, CTFFIND 3

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

Defining Citation: PMID:26278980

Funding: MRC

Resource Name: CTFFIND

Resource ID: SCR_016732

License: Janelia Research Campus Software Copyright 1.1.

Record Creation Time: 20220129T080332+0000

Record Last Update: 20260728T043527+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_016732/resolver
http://grigoriefflab.janelia.org/ctffind4
https://pubmed.ncbi.nlm.nih.gov/26278980


No rating or validation information has been found for CTFFIND.

No alerts have been found for CTFFIND.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 109 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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