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To understand the effect of heat shock proteins and HSF1 (Heat shock factor
1) in multistage carcinogenesis of HTLV-1-infected cells, we performed the construction of an in
vivo control system of HSF1 function using by ProteoTuner technology. As a result, we succeeded in
the establishment of reversible expression system of HSFl-dominant active and HSFl-dominant negative
mutants for the analysis of chaperone network function during HTLV-1 infection.
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DBD; DNA-binding domain

HR-A/B and HR-C; Heptad repeat A, B, and C
RD; Regulatory domain

TAD; trans-activation domain
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