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The methods for predicting protein expression/solubility
and protein disordered regions
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Recombinant protein technology is essential for conducting protein science or
using proteins as materials in pharmaceutical or industrial applications. But
obtaining soluble and folded proteins is still a major experimental obstacle.
For the purpose of resolving these problems, we developed methods for
predicting protein expression/solubility and protein disordered regions from
sequence information alone. In this lecure, I introduce problems of the
experiments and these methods.
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