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Dynamics of proteostasis function during thermo-tolerant evolution of E. coli
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In this study, we focused on mutations in rpoH, which encodes groL in the
chaperone network and o 32, a central factor in the heat shock transcriptional regulatory network,
to elucidate its function in the proteostasis network of high temperature-adapted evolved E. coli.
Genome analysis of the evolved strains adapted to high temperatures showed a high mutation rate in
the proteostasis system, suggesting that mutations in chaperonin GroE are particularly important.
rpoH mutation A264V was beneficial in the high temperature adapted strains and increased the
expression of proteostasis system genes. We established a method for purification of GroE complexes
containing substrate proteins that are important for comprehensive analysis of changes in target
proteins caused by mutations in chaperonin GroE.
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https://ww.youtube.com/watch?v=q7KeLOSrt2k
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