
 

舘野 賢（たての まさる） 

 

日本たばこ産業株式会社 医薬総合研究所 

主席研究員 

 

 

 略 歴  

 

東京大学理学部卒、東京大学大学院理学系研究科博士課程修了、博士（理学）。理

化学研究所・研究員、産業技術総合研究所・研究員、筑波大学大学院数理物質科学

研究科・准教授、兵庫県立大学大学院・教授などを経て、現在、日本たばこ産業株

式会社 医薬総合研究所・主席研究員。 

 

著 書  

 

1) Miyaji, M., et al., Topoisomerase IIβ targets DNA crossovers formed 

between distant homologous sites to induce chromatin opening. Scientific 

Reports, 10 (2020), 18550. 

 

2) Nishigami, H., Kang, J., Terada, R., Kino H., Yamasaki, K., and Tateno, 

M., Is it possible for short peptide composed of positively- and 

negatively-charged “hydrophilic” amino acid residue-clusters to form 

metastable “hydrophobic” packing ? Phys. Chem. Chem. Phys. 21 (2019), 

9683-9693. 

 

3) Yamasaki, K., et al., Structural basis for specific recognition of core 

fucosylation in N-glycans by Pholiota squarrosa lectin (PhoSL). 

Glycobiology 29 (2019), 576-587. 

 

4) Kang, J., Sumi, T., and Tateno, M., Recent Progresses in Ab Initio 

Electronic Structure Calculations toward Understandings of Functional 

Mechanisms of Biological Macromolecular Systems. in Panorama of 

Contemporary Quantum Mechanics (2019), Published in Lodon, Kingdom, by 

InTechOpen.  



5) Noor, N.D.M, et al., Redox-dependent conformational changes of a 

proximal [4Fe?4S] cluster in Hyb-type [NiFe]-hydrogenase to protect the 

active site from O2. Chem, Comm., 54 (2018), 12385--12388.  

 

6) Sugimoto, A., Sumi, T., Kang, J., and Tateno, M., Novel Strategy for 

Discrimination of Transcription Factor Binding Motifs Employing 

Mathematical Neural Network. J. Phys. Soc. Jpn. 86 (2017), 074803. 

 

7) Nakaki, R., Kang, J., and Tateno, M., A novel ab initio identification 

system of transcriptional regulation motifs in genome DNA sequences based 

on direct comparison scheme of signal/noise distributions. Nucleic Acids 

Res., 40 (2012), 8835-48. 

 

8) Hagiwara, Y., Field, M., Nureki, O., and Tateno, M., Functional Roles 

of a Structural Element Involving Na+-π Interactions in the Catalytic 

Site of T1 Lipase Revealed by Molecular Dynamics Simulations. J. Am. Chem. 

Soc., 132 (2010), 2751?2758. 

 

9) Hagiwara, Y., Matsumura, H., and Tateno, M., Functional Roles of a 

Structural Element Involving Na+-π Interactions in the Catalytic Site of 

T1 Lipase Revealed by Molecular Dynamics Simulations. J. Am. Chem. Soc., 

131 (2009), 16697-16705. 


