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Protein structures collected at room temperature are important when conducting drug design studies, since protein-ligand binding is temperature dependent, and room temperature data more accurately predicts interactions under physiological conditions [1]. Efficient sample delivery has remained a challenge for serial femtosecond crystallography, and commonly used methods require large amounts of sample and beamtime. Fixed target sample delivery with the Roadrunner goniometer is ideally suited to X-ray drug discovery where throughput is important, as complete datasets can be collected under 30 minutes [2, 3].
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Figure 1. The Roadrunner goniometer at the downstream interaction region of the SPB/SFX instrument ad the European XFEL.
The goniometer has already been successfully commissioned at the SPB/SFX instrument at the European XFEL (Fig. 1). We are using this technique to investigate compound and fragment binding to potential drug targets, with UDP-N-acetylglucosamine enolpyruvyl transferase (MurA) as an initial goal [4, 5].
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