
X-ray fluorescence (XRF) 
analysis of protein crystals
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• Quick

• Non (little) “destructive”

• Higher sensitivity than absorption edge scans

• Applicable also on fixed wavelength beamlines
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also possible with  -

 

‘bad’
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- protein solution
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Daniel Martinez Molina et al., (2007) Structural basis for synthesis of inflammatory 
mediators by human leukotriene C4 synthase. Nature 448, 613-616 
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Conclusion

• Quick

• High sensitivity

• Useful with   I) crystallisation

II) new projects

III) rapid check for HA presence

• Completely integrated into mxCuBE

• Easy to use / user friendly

publication in March edition of JAC
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