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Indexing algorithms suited to classical

goniometer-based crystallography rely heavily on
three-dimensional information from a wedge of reciprocal
space. For still shots from serial crystallography, the
limited sampling of Bragg peaks can lead to substantial
indexing failure rates. In cases where the unit cell
parameters are known, we present the TakeTwo
algorithm, which seeks to maximally exploit  the
information contained on a single image diffraction
pattern.

Figure 1. Confirmed Miller index translations between spots on a 
single thermolysin diffraction pattern, after searching for a 
self-consistent network of vectors. Red lines indicate an identified 
inter-spot vector with their corresponding Miller index translation

written in black near the mid-point.
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