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B3P ER (100 words F2/E) : We have simulated dynamic behavior of multimeric RNA polymerase (RNAP) in
order to elucidate the molecular mechanism of multimerization of RNAP. The result suggests a unique
conformational change at the loop region in L subunit, observed only in the dimer form of D/L subunits. In
addition, we also simulated the conformational changes of the phosphorylated disorder region of the transcription
factor, Etsl. As a result, negative charges at phosphoserine residues are strongly attracted by the basic residues on
the recognition helix. This implies the phosphorylation of the disorder region competitively inhibits DNA binding.
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