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Type: Tool

Proper Citation

Phaser (RRID:SCR_014219)

Resource Information

URL.: https://www.phenix-online.org/documentation/reference/phaser.html

Proper Citation: Phaser (RRID:SCR_014219)

Description: Crystallographic software which solves structures using algorithms and
automated rapid search calculations to perform molecular replacement and experimental
phasing methods.

Resource Type: data processing software, data acquisition software, software application,
image reconstruction software, image analysis software, software resource

Defining Citation: PMID:19461840

Keywords: crystallographic software, molecular replacement, experimental phasing method,
data acquisition software, image analysis software, image reconstruction software

Funding:

Availability: Available through Phenix, Available through CCP4, Acknowledgement
requested

Resource Name: Phaser
Resource ID: SCR_014219

Alternate URLSs:
http://www.phaser.cimr.cam.ac.uk/index.php/Phaser_Crystallographic_Software

Record Creation Time: 20220129T080319+0000
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https://www.phenix-online.org/documentation/reference/phaser.html
https://pubmed.ncbi.nlm.nih.gov/19461840

Record Last Update: 20250421T053953+0000

Ratings and Alerts
No rating or validation information has been found for Phaser.

No alerts have been found for Phaser.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 2398 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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