(B 20) KR |HESE

TSUBAME #RF A Fr28FE ZMFA HERES

FIARER BEYMIILEHETSEBERERT A TIVRADHET

F 3 : Analysis of protein complex dynamics controlling transcription cycle

FAREREE PHEKR

Haruki Nakamura

g KRAXZEEEHEMN
Affiliation: Institute for Protein Research, Osaka University
URL: http://www.protein.osaka-u.ac.jp/rcsfp/pi/

I (300 FHEE: 307 XF)

DNA LIRS EGERESANIEED@EL, Fte-RNA HOBR-BELVSEBEEYIILEREEND
EBEMNGSTEY. ZHOGBERFETNLDOBOBEERICE > THRBIZHIESN TS, EFE. ELADIEE
EFA° RNA R AS—E DI AREEN X RS RBENIC Ko THLAIZINE=N, TR FRE DS HEEE
BIZDOWTIERHMDZEN S, H 4 TR EEENASHIZENTz Ets1-Runx1-CBF B -DNAE &KIZEH
L.BBEOSFEAFEHETOY S5 L myPresto/psygene-G % Tsubame2.5 L TREisE . EERF
Runx1-CBF B A DNA #4 L T Ets1 O#EEFIEZITS 7 FHEBEAT-,

I EE (100 words FEE: 94 words)

Process to read out genome information coded on DNA is performed by a transcription cycle, composed
of Initiation, Elongation of an RNA chain, and Terminaion, under precise regulation by lots of
transcription factors and interactions among them. Although tertiary structures of many transcription
factors and RNA polymerases have been determined, there are still many unknown interactions
among those factors. We investigated the molecular mechanics of the transcription factor, Runx1-CBF,
for Ets1-Runx1-CBFB-DNA complex, the crystal structure of which has been recently solved, by performing
molecular dynamics simulations with our own program, myPresto/psygene-G, on Tsubame 2.5.
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