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Microcrystallite alignment

SANS data (D11) 

(Sylvain/Ralf)

High-angle data (D19) (Estelle 

& Laura) 
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Microcrystallite alignment – opening up the MX histogram

• Access to much wider range of proteins in MX 
histogram

• Loss of information from cylindrical averaging 
far less than might be expected

• Data largely 2D in character - rapid data 
collection (1-2 days)

• No phasing problem since X-ray structures are 
almost always available
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Microcrystallite alignment

SANS data (D11) 

(Sylvain/Ralf)
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This project is funded by the European Union (GA no. 654000)
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Introduction

This project is funded by the European Union (GA no. 654000)

Circular simmetry:

 Uniform and isotrope transmission of the heat
into the crystallization chamber.

Central angular opening on the crystallization chamber:

 Possibility to apply characterization spectroscopic technique as well.
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2.Batch configuration: internal spacer

This project is funded by the European Union (GA no. 654000)

Stainless steel version 
of the internal spacer 
for batch crystallization

3D printed version of 
the internal spacer for 
batch crystallization

Possibility to easily have new exchangeable internal spacers 

In and out-put capillary

Holes for pt100 
temperature sensors
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Batch configuration: Filling step

This project is funded by the European Union (GA no. 654000)

1 Avoid bubbles inside the crystallization chamber 
(filling from the top before closing does not 
help!).

2 Avoid breaking of the windows during the closing 
of the chamber (close enough to seal but not too 
much)!

Peltier Element

Pt100 
(T controller)

Pt100 
(T sensor)
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Batch configuration

This project is funded by the European Union (GA no. 654000)



Scientific Summary slide

 First successful test of batch/vapour 
diffusion crystallization apparatus

 First successful crystallization of 
a relevant protein: Streptavidin 
with Biotin – tested on Biodiff

Computer control of crystallization apparatus will allow to offer it to users of BIODIFF.
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Phase diagram mapping – optimization, scale-up

• Set up phase diagram for the “best” 
conditions and systematically explore pH, 
[protein], [ppt] in 6 µL drops

• HD & SD VD, batch (dialysis failed)
• BEST: 25% PEG 3350, 0.2 M Na acetate, 

100 mM Tris pH 8.5
• Scale up to 24, 50, 150 µL
• Additives had to be adjusted in largest 

volumes (!)

Koruza K et al. (2018) Crystals 8, p.434
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D/D smallH/D small

H/H bigH/H small

Isomorphism of deuterated 
and hydrogenated protein 
structures
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