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1. P1-01 An elucidation of STING phosphorylation mechanism by a combination of molecular
dynamics simulations and molecular biological analyses
Yuko Tsuchiya Institute for Protein Research, Osaka University
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2. P1-06 Approach to the quantitative prediction of the binding affinity in biomolecular system
Yoshiaki Tanida  Fujitsu Laboratories Ltd.

AN SN ;1/~:/a/%ﬂﬂb\f’élJﬁ<%??ia9}:ﬁ“é]ﬁu\ Vi K3 %&x@ﬁiﬁn‘*/\/ﬁ
(FEAICET AEER R R VX —22) Z EEICTHI L2 5720, 207912
EEMEE TRT2HER D DN, %%@k/%/ﬂ/ 2 b—3 g TS @ﬁfﬂ@
W, A, BAIIAXTAFT I T AL DWEERRET NV I INVERIEICL DB RV
—HEEZHAEDED L ERE L., TOEMKRNREARERNT 5,

3. P1-10 Estimating the qualitative and quantitative capability of the MM/3D—RISM method
Masatake Sugita Department of Bioinformatics, College of Life Science, Ritsumeikan University
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4. P1-22 The molecular simulation for predicting RNA duplex dimerization free—energy
changes upon mutations and three—dimensional protein—RNA complex structures
Tomoshi Kameda
Artificial Intelligence Research Center, National Institute of Advanced Industrial Science and Technology (AIST)
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5. P1-24 Flexible Fitting to Cryo—EM Density Map using Ensemble Molecular Dynamics Simulations
Osamu Miyashita RIKEN Advanced Institute for Computational Science
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