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« Watson, 1.D, Crick, FH.C. “Molecular
Structure of Nucleic Acids: A Structure for
Deoxyribose Nucleic Acid”, Nature 171
(4356) 737-738.
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GENESIS Ver. 2.1: Jung, Yagi, Tan et al., J. Phys. Chem. B 128(25), 6028-6048 (2024)
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Generalized-ensemble simulation system

Yagi et al., JCTC 15, 1924-1938 (2019) Yu et al., eLife 5, 19274 (2016) B Tan et al. PLoS Comp. Biol. 18, €1009578 (2022)
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Y. Matsunaga and Y. Sugita, eLife 7, e32668 (2018).
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T4 Lysozyme L99A FKBP c-Src kinase

Niitsu, Re et al., J. Chem. Inf. Model. 59, 3879-3888 (2019). Oshima, Re, and Sugita: J. Chem. Inf. Model. (2020) Re, Oshima, Kasahara, Kamiya, Sugita, PNAS 116, 18404-18409 (2019)
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Zimmerman and Minton, Ann. Rev. Biophys. Biomol. Struct. (1993) 22: 27-65.
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Jung, Tan, & Sugita, Nature Communications, 2024
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