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Development of protein crystallization tag using crystalline lattice
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Crystal structure analysis of protein requires several hundreds of
crystallization conditions screening to obtain high quality crystals, which is the most important
bottleneck. 1 focused on proteins that make a porous crystal lattice and developed a method of
genetic engineering fusion of guest proteins to the crystal lattice as it is to obtain its crystal
structure. Eight proteins were selected as fusion guests to R1EN, which assembles a honeycomb
lattice with an inner diameter of 11 nm. I prepared ubiquitin fusions (R1EN-Ub) with different
linker lengths, and successfully crystallized under the same conditions as R1EN alone. | succeeded

in structural analysis of three ubiquitin constructs. I could demonstrated the effectiveness of this
R1EN fusion method.
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