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Introduction

© Can three-dimensional structures of all protein families be determined using X-ray :
- crystallography? Utilizing an accurate and time-efficient method for Fast DEtermination of
Targets’ Eligibility for CrysTalization (fDETECT), we performed a first-of-its-kind analysis of
crystallization propensity for all proteins encoded in nearly 2,000 fully sequenced genomes. We
. computed the attainable structural coverage that combines use of current crystallization
protocols, and homology modeling, by utilizing crystallization propensity scores for target :
- selection. '
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There are 1,734,048 protein families clustered at 30% sequence identity level (modeling
families), in the analyzed 1,953 proteomes. Each superkingdom show very different overall

Materials & Methods

. Empirical tests show that fDETECT predicts crystallization M

propensity for crystallization.
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archaea and eukaryotes show virtually no overlap.

Analys:s of the predicted crystallization propensity reveals that three superkingdoms show very
5 different overall propensity for crystallization, with archaea being the easiest to crystallize and :
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