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In this study, we have determined the crystal structure of
Thermococcus sp. KS-1 al2p14 hetero-hexamer complex prefoldin and 2 homo-tetramer
complex prefoldin. In addition, we examined the substrate binding mode of TsPFD (2
tetramer complex by molecular dynamics (MD) simulation. Our results showed that the
substrate binding mode of tetramer complex is different from that of PFD hexamer
complex.
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