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The N-protein has a molecular weight of about 50 kDa. with 419 amino acid

residues. The N-protein was confirmed by an expression system and mass expression was achieved in E.
coli. The N-protein has a molecular weight of about 450 kDa. in an 8-complex, making it an ideal
sample for single particle analysis by cryo-EM. In addition, the conditions for crystallization of
the complexed N protein were investigated using an automated crystallization robot dispensing
system. As a result of about 1,000 conditions, poly crystals were obtained under 0.1M sodium citrate
pH 5.0, 10%(w/v) PEG20K conditions, and after optimization, crystals averaging 30 microns in
diameter were obtained. Using an experimental X-ray generator, we confirmed the reflection points
and obtained reflection points of approximately 4A. In the future, we plan to study the conditions
for high quality crystallization and perform X-ray diffraction experiments at a large synchrotron

radiation facility.
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