BR=XF-19 *

HERARBMAERX (FHHRBAESHAE) HRARREBE

Rk 2 5456 A 6 HELE

HEES : 12601

MEiEE  PKEMEBEFHE

22 HEART - 2011~2012

EEEE 23651201

MEFERL (1) EHEEI77 ) —0OBNZELFRUVUEOHE

EEBELRLR (EX) A study of thermodynamics and Information processing in the
transcription factory

MERERE
HE &5B (IHARA SIGEO)
HEKZ - LR EE 42— - HEES
MEEEXES: 30345136

WFEER R OBEE (Fns0)

HEAWICRBT 2EEEBRICBW T iR 2M 5 R Y A L—ZXARNAPID O % L4 —
= hrTcERMb L, M oBr, B FHMNE 21~ 7-, ZoOREE, RNAPII © TSS ~
DAF DX A I 7 THREINS RNAPII OFHE], RNAPII OfEikEO®REZTRIND 7
0~ F MEMEORE OB OREENORKE X, ILIZIERNAPIL OV ¥ » TR TE X
nNs7a<~FooN—70 3 WILZERAMEICKFL T, B5E 7727 M) =BT 5
RNAPII Ol D8y, B FEENRRES (LT DHZ 2R NWTE LT,

WFZERCR OB (3530)

RNA polymerase II (RNAPII) molecule is responsible for transcription that is a central
cellular process. To reveal the principles of transcription, we have derived a
mathematical model for RNAPII from the high-resolution molecular biological data.
Cellular automaton simulations show that the cooperative motions of RNAPII
molecules that represented by the injection timing of TSS, the barriers of the
roadblocks due to the chromatin modifications that represented by the velocity gap,
and the chromatin loop positions represented by the jump probabilities of RNAPII
affect the dynamical and thermo-dynamical properties of transcription factory.
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