Serial crystallography data collection
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Description of the exercise:
Two samples (PepTsi_PDBID 5D58 and Lysozyme_PDBID 5D5F) were prepared on the IMISX plate and
harvested on Y support for serial crystallography data collection.
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2. DA+ interface for screen the X-ray diffraction.




3. CY+ interface for serial data collection
File Tools
Grid Processing [Raster Scan | Active Scan Request
Threshold (4 k)
Nearest neighbour [i :l

| Process Raster |

Collection Parameters
Detector distance (mm) [000 ]

Beam Transmission (0-1) E
Oscillation Angle (deg) [0.1 |
Exposure Time (s) [ﬁ

Total Range (deg) (10 |

Hit list
Collect Hits Abort |
Hits found 165 crystals

Estimated coll. time 44.0 min.
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