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FORTRAN90, Open MPI, Open MP

\\}ﬁ;

<BIHFTRESEIHE>

(1)Hisashi Ishida, VYasumasa Joti, Mariko Higuchi, Takuma Kano, Akio Kitao and Nobuhiro
Go, Development of Molecular Dynamics Simulation System for Large—-Scale Supra-—
Biomolecules, PABIOS (Parallel BIOmolecular Simulator), Annual Report of the Earth
Simulator Center, 175-179, (2004)

(7% : PABIOSIZSCUBA® [H44 FR)

<REZEZ k>

(1)Hisashi Ishida and Steven Hayward, Path of nascent polypeptide in exit tunnel
revealed by molecular dynamics simulation of ribosome, Biophysical Journal, 95, 5962-
5973 (2008)

(2)Hisashi Ishida, Molecular dynamics simulation system for structural analysis of
biomolecules by high performance computing, Progress in Nuclear Science and Technology
2, 470-476 (2011)

(3)Hisashi Ishida, Essential function of the N-termini tails of the proteasome for the
gating mechanism revealed by molecular dynamics simulations, Proteins: Structure
Function, and Bioinformatics, (2014), 82, 1985-1999

(4)Hisashi Ishida, Free—energy landscape of reverse tRNA translocation through the
ribosome analyzed by electron microscopy density maps and molecular dynamics
simulations, PLOS ONE, (2014), 9, el101951

<HB LT3k >

(1)D. Brown, J. H. R. Clarke, M. Okuda and T. Yamazaki, A domain decomposition
parallelization strategy for molecular dynamics simulations on distributed memory
machines. Comp. Phys. Commun. 74 67-80 (1993)

<=7 I)>
(D) EEESTFIHFE I 2L —2 3 ZAFASCIBA - v=a2 7 /b

eIt

| A Sy =0/A AN
| Ny

O2.v—REY2—/b
W5 HT—%

3. JCL

R AR ORR
TESRAE

FIFIC X DR EAFICHOWTOERTHEZEO LN O1LfF W2E

YT TF—H
DOEZE

BFIab—va YHAT T 7 A AIEET 7 A v, HIEET 7 A v




