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Supplementary Material 

Supplementary Figures 

a) Hit-map: a blue dot on the grey outline of the chip compartments indicates a feature for which 

one or more protein diffraction pattern(s) could be obtained. For partially collected chips, the 

missing parts are indicated in yellow.  

b) Resolution histogram of the diffraction patterns obtained for each chip. 

c) Unit cell parameter histogram of the diffraction patterns obtained for each chip. 
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Xylose isomerase 
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γS-crystallin mutant 
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Chip1 (loaded) 
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Chip2 (in-situ) 

 

 


