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Serial crystallography is still a young method1. Despite software2,3 and experimental end 

stations still being in an early developmental stage, when compared to refined conventional 

crystallography research environment, recent advances point towards a bright future of the 

method beyond x-ray free electron lasers (XFELs). In a simple setup we performed serial 

crystallography experiments at SLS beamline X06SA, using a lipidic cubic phase injector4. 

Despite the preliminary nature of the data we were able to obtain a structure of 

Bacteriorhodopsin to about 3 Å resolution (Figure 1). The setup can currently be used for 

sample characterization prior to XFEL experiments, but will have additional use cases in 

future experiments. Recent XFEL experiments at LCLS and at SACLA allowed us to collect 

time resolved serial crystallography data for light activated proton pump Bacteriorhodopsin 

as well as the characterization of a protein ligand system that will be studied in by time 

resolved methods in the future. 
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