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The R1EN-fusion method is a simple way to determine the crystal structure of
fused-guest proteins. However, the upper limit of molecular weight is about 21 kDa, which may be a
bottleneck for versatility. To overcome this issue, | constructed the disulfide-bonded dimer and
trimer of R1EN and tried to crystallize them, but the success rate of crystallization was poor.
Thus, | searched for the crystallization conditions again using Tris-buffer and obtained a thin,
elongated crystals at pH 7.4. | expect that it will be able to refine the conditions and obtain
crystals more consistently and applicable to structural study of large proteins.
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