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26  

 /  Title / Organizer  

1 
2014  Workshop on the Beamline for Biological 

Macromolecule Assemblies May 12-14, 
2014 

 Atsushi NAKAGAWA (IPR, Osaka Univ.) 

2 

NMR

 

Practical Aspects of Non-uniform Sampling in 
Multi-dimensional NMR Spectroscopy and Application 
for Biological Systems June 18-19, 

2014 

 
Takahisa IKEGAMI (Yokohama City University), Koh 
TAKEUCHI (AIST) 

3 
 

Molecular Mechanism of Chromosome Transmission : 
From Replication to Partitioning 

September 
25-26, 2014 

DNA
 

Toshiki TSURIMOTO (Kyusyu Univ.), Hisao 
Masukata (School of Science, Osaka Univ.), Hiroshi 
MASUMOTO (Kazusa DNA Res. Inst.) 

4 

Regulation and Environmental Adaptation of 
Photosynthesis: An Attractive Theme for Structural 
Life Science 

Regulation and Environmental Adaptation of 
Photosynthesis: An Attractive Theme for Structural 
Life Science October 24, 

2014 Akira SUZUKI 
Institut Jean-Pierre Bourgin, INRA Centre de 

Versailles)  

Toshiharu HASE (IPR, Osaka Univ.), Akira SUZUKI 
Institut Jean- Pierre Bourgin,INRA Centre de 

Versailles), Genji KURISU IPR, Osaka Univ.) 

5 
Genome Stability and Exchange of DNAs Genome Stability and Exchange of DNAs 

November 14, 
2014 

Susan GASSER (FMI)
 

Susan GASSER (FMI), Akira SHINOHARA (IPR, 
Osaka Univ.) 

6 

Mechanism and Regulation of Aberrant Protein 
Aggregation 

Mechanism and Regulation of Aberrant Protein 
Aggregation 

November 
17-21, 2014 

Jozef  
KARDOS Eotvos Larand Univ.)

 

Yuji GOTO (IPR, Osaka Univ.), Jozef  KARDOS 
Eotvos Larand Univ.), Eri CHATANI (Kobe Univ.), 

Hisashi YAGI (Tottori Univ.) 

7 

RRM 7th Retina Research Meeting 
November 22, 
2014 

 

Akira MURAKAMI (Juntendo Univ.), Takeshi IWATA 
(Tokyo Medical Center), Atsushi MIZOTA (Tokyo 
Univ.), Sumiko WATANABE (The Univ. of Tokyo) 
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8 

-
- 

Neural Basis of Information Integration for Decision 
Making  - Neural Circuitry Mechanism and its 
Formational Development- November 

27-28, 2014 

 
Makoto SATO (Faculty of Medicine, Osaka Univ.), 
Kazuaki YOSHIKAWA (IPR, Osaka Univ.) 

9 

 The 5th Symposium on "Fusion of Neuronal Science 
and Structural Biology" 

December 4-5, 
2014  

 

Michihiro IGARASHI (Niigata Univ.), Nobuyuki 
SHIINA (National Institute for Basic Biology), Tomoo 
NISHIOKA (Nagoya Univ.), Kozo KAIBUCHI 
(Nagoya Univ.), Junichi TAKAGI (IPR,Osaka Univ.), 
Atsushi NAKAGAWA (IPR, Osaka Univ.) 

10 

Looking to the Future of Notch Signaling Looking to the Future of Notch Signaling 
December 18, 
2014 

 

Kenji MATSUNO (School of Science, Osaka Univ.), 
Junichi TAKAGI (IPR, Osaka Univ.), Yumiko SAGA 
(National Institute of Genetics) 

11 

-The 11th Japan-Korea Bilateral Symposium on 
Biological NMR- -International NMR 
Symposium on Pharmaceutical NMR- 

-The 11th Japan-Korea Bilateral Symposium on 
Biological NMR- -International NMR  
Symposium on Pharmaceutical NMR- December 

19-20, 2014 
Bong-Jin Lee

 

Toshimichi FUJIWARA (IPR, Osaka Univ.), Chojiro 
KOJIMA (IPR, Osaka Univ.), Bong-Jin LEE Seoul 
National Univ.) 

12 

Molecular Crowding and Macromalecular 
Association 

Molecular Crowding and Macromalecular  
Association February 5, 

2015 Damien HALL
 

Yuji GOTO (IPR, Osaka Univ.), Damien HALL 
(Australian National Univ.) 

13 

PDB
-
 

Joint Workshop by PDBj & Platform for Drug 
Discovery, Informatics, and Structural Life Science February 20, 

2015  Haruki NAKAMURA (IPR, Osaka Univ.) 

14 
 Cutting edge of Structural Biology and Biochemistry of 

Anaerobic Proteins 
March 5, 2015 

 
Genji KURISU (IPR, Osaka Univ.), Yuichi FUJITA 
(Nagoya Univ.) 

15 

Analysis and Prediction of Protein Assembly 
Structures by Bioinformatics 

Analysis and Prediction of Protein Assembly Structures 
by Bioinformatics 

March 6, 2015 
 

Haruki NAKAMURA (IPR, Osaka Univ.), Kei YURA 
(Ochanomizu Univ.) 

16 

 
 

Photomovement Responses, Photosensor Proteins, 
Optgenetics.   ~ Watanabe In Memoriam~ March 10-11, 

2015 
 

Kenji IWASAKI (IPR, Osaka Univ.), Mineo ISEKI 
(Toho Univ.)  
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1960 2013

200

2005
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18 26  26 24 25

  Matthias Rögner Thomas HAPPE 2

 

     
Center for Genetic Engineering and 
Biotechnology Senior Researche  Jorge Fernández de 

Cossío 
26.6.4~ 
26.7.18 

 NMR  
Tugarinov Vitali 25.7.1~ 

25.7.31 

 NMR  Kristof  
Perczel Andras 

25.5.1~ 
25.5.31 

 
DNA

PCNA  
Yin-Chang Liu 

25.1.4~ 
25.3.29 

CSIR Indian Institute   Roy Siddhartha 
24.9.21~ 
24.10.22  

 
 

Nei-Li Chen 
24.8.20~ 
24.9.19  

 
β2

 
Gennaro Esposito 

24.5.22~ 
24.6.22  

 
Structure of nuclei and functions of chromosomes

 
Eric E Alani 

23.6.17~ 
23.7.22  

 
Structure of nuclei and functions of chromosomes

 
Susan Margaret 

Gasser 
23.4.22~ 
23.5.23  

  
Douglas Krumbhaar 

Bishop 
22.10.25~ 
22.11.30 
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Matthias Rögner 
22.4.1~ 
22.4.30 

 
 

Chandrakumar 
Narayanan 

21.12.8~ 
22.1.8 

 DNA  
Bernard  

de Massy  
21.11.2~ 
21.12.1 

 
 

Cann Isaac Kow 
Obu 

21.9.15~ 
21.10.30 

  
Michael Paul 
Williamson 

21.6.1~ 
21.9.9 

( )  
Betancourt Nunez 

Lazaro Hiram 
21.2.20~ 
21.5.19 

  Franz Klein 
20.10.24~ 
20.12.8 

Ocean University of China  
 

Shide Liaug 
20.4.1~ 
20.6.30 

  Gabriele Mugnai 
19.2.1~ 
19.7.5 

  Soo Jae LEE 
18.12.18~ 
19.1.31 

 TIM
 

Wierenga Rikkert 
Klaas 

18.11.6~ 
18.12.8 

  
Caroline Grace 

Bowsher 
18.8.1~ 
18.10.31 

Nanyang  p60TRP p48ZnF
 

Klaus Heese 
18.6.1~ 
18.7.31 

  Paik Seoung Ryeoll 
18.1.18~ 
18.2.27 

 NMR  Ramamoorthy 
Ayyalusamy 

17.6.1~ 
17.8.31 

Bern   Johann Schaller 17.2.10~ 
17.5.31 

 

     

Korea Polar Research Institute  Structural studies on the cold-adaptation mechanism 
of polar glacial microorganisms 

Kim Han-Woo 27.6.17~ 
27.6.19 

Lee Chang Woo 27.6.17~ 
27.6.19 

Park Aekyung 27.6.17~ 
27.6.19 

University of Indonesia 
Preliminary study of HDAC 10  (small residue) 
Enzyme Crystallization as Biomelecular Target for 
Cervical Cancer Drug Design  

Tambunan Usman 
Sumo Friend 

27.7.6~ 
27.7.20 

Parikesit Arli Aditya 27.7.6~ 
27.7.20 

KOREA Basic Science Institute Design and synthesis of macrocyclic inhibitors 
targeting polo box domain of polo like kinase-1 Bang Jeong Kyu 27.4.1~ 

27.4.30 

Division of Life Sciences, Korea 
University Structure of a deubiquitylating enzyme, AMSH 

Park Sihoon 27.7.13~ 
27.7.15 

Kwon DoHoon 27.7.13~ 
27.7.15 
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Biotechnology Research 
Institute,University Malaysia Sabah  

Structural insight into chaperone function of 
FKBP22, a peptidyl prolyl isomerase from 
Shewanella sp.SIB1 

Budiman Cahyo 27.7.27~ 
27.8.27 

Ben Gurion University Heteromeric fibrils: membrane effects and 
pathogenic implications Jelinek Raz 27.4.15~ 

27.4.28 

Center for Genetic Engineering and 
Biotechnology 

Software tools and method for interpreting mass 
spectrometry experiments and proteomics data 

Fernandez de Cossio 
Jorge 

27.7.24~ 
27.8.18 

University of Münster, Institute of Plant 
Biology and Biotechnology 

Structural dynamics of calredoxin, a novel EF-hand 
and thioredoxin domai protein from Chlamydomonas 
reinhardtii 

Hippler Michael 26.4.8~ 
26.4.13 

Division of Life Science,Korea 
University 

Structure of N-terminal amidase Ntal involved in the 
first step of N-end rule pathway 

KIM Junhoe 26.7.10~ 
26.7.12 

PARK Sihoon 26.7.10~ 
26.7.12 

KIM Junhoe 27.2.8~ 
27.2.10 

PARK Sihoon 27.2.8~ 
27.2.10 

Suranaree University of Technology 
Institute of Science  

Structural studies of a glycoside hydrolase family 
116 beta-glycosidase from athermophilic bacteria as 
a model for the human GBA2 glucocerebrosidase. 

Ketudat Cairns 26.4.20~ 
26.4.27 

Ratana
Charoenwattanasatien 

26.4.20~ 
26.5.24 

Dept.of Structural Biology,University of 
Pittsburgh School of Medicine 

Comprehensive protein dynamics study using NMR 
spectroscopy Ishima Rieko 26.10.31~ 

26.11.18 

Department of Bioinformatics Alagappa 
University 

Structural studies of Glutaminyl-tRNA synthetase 
[GlnRS]from hyperthermophilic Thermus 
thermophilus HB8. 

Jeyaraman 
Jeyakanthan 

26.6.9~ 
26.6.30 

Indian Institute of Science Education 
and Research TVM 

Analysis of the role of Holliday Junction processing 
Proteins in Msh4-Msh5 mediated crossover pathway 

Gurukripa Nandanan 
Krishnaprasad 

26.6.15~ 
26.7.15 

The State University of New York 
Geneseo College,USA 

Controlling Reversible Self-Assembly Path of 
Amyloid Beta Peptide Adsorbed on the Nanogold 
Colloids. 

Yokoyama Kazushige 27.1.2~ 
27.1.17 

Perdana University Royal College of 
Surgeons in Ireland SOM 

Analysis of in vivo functional roles of microRNA 
let-7,a tumor suppressor Tin Tun 26.7.31~ 

26.8.28 

Life Science Group,Scientific Research 
Division,National Synchrotron 
Radiation Research 
Center,Hsinchu,Taiwan 

Crystal structures of key proteins and complexes 
involved in two-component regulatory systems in 
Pseudomonas aeruginosa for the regulatory 
mechanism 

Chen Chun-Jung 26.4.8~ 
26.4.13 

Chen Chun-Jung 27.1.20~ 
27.1.22 

Yin-Cheng Hsieh 27.1.20~ 
27.1.22 

University Leipzig, 
Department of Computer 
Science,Bioinformatics 

Characterisation of DNMT1-interacting RNAs Jan Engelhardt 26.6.16~ 
26.8.4 
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University of Michigan 

Development and application oj magic-angles 
spinning solid-state NMR techniques to study the 
structure and dynamics of biomacromolecular 
systems 

Ramamoorthy 
Ayyalusamy 

26.12.18~ 
26.12.20 

Australian National University 
A Mlti Pathway Perspective on Protein 
Aggregation:Implications for the Regulation of the 
Rate and Extent of Amyloid Formation 

Hall Damien 26.11.17~ 
26.11.20 

Hall Damien 27.1.31~ 
27.2.6 

Department of Biochemistry,Institute of 
Biology,Eötvös Loránd University Mechanism of aberrant protein aggregation 

Bulyaki Eva 26.11.13~ 
26.11.25 

Linda Kernya 26.11.13~ 
26.11.25 

CDAST , Jember University 
In planta study on the function of engineered 
photosynthetic type of sucrose-phosphate synthase 
from sugarcane(Saccharum officinarumL.) 

Bambang Sugiharto 26.8.18~ 
26.10.11 

University of Washington, Department 
of Biochemistry  

Functions of SM Secl/Munc-18 proteins in 
SNARE-mediated vesicle docking and fusion Alexey Jarrell merz 

 

26.12.5~ 
26.12.22 

Queen Mary,University of London 
School of Biological and Chemical 
Science 

Structural Studies on the transient macromolecular 
complexes formed upon photoacclimation  

Jonathan michael 
Nield 

26.10.15~ 
26.10.30 

Ray Burton-Smith 26.10.15~ 
26.10.30 

Uppsala university Structural Studies on vriuses with X-ray lasers and 
electron microscopy  

Okamoto Kenta 27.2.9~ 
27.2.23 

Okamoto Kenta 27.3.15~ 
27.3.31 

School of Biotechnology,Ho Chi Minh 
International University 

Computational Study of Drug Binding Affinity and 
Pathway to Influenza A Neuraminidases Using 
Amooth Reaction Path Generation Method 

Le Ly 26.3.25~ 
26.3.29 

Astbury Centre for Structural Molecular 
Biology and School of Molecular and 
Cellular Biology,Faculty of Biological 
Sciences,University of Leeds 

High-resolution structural study of cytoplasmic 
dynein on microtubules Burgess Stan 

25.12.24~ 
26.1.4, 
26.2.5~ 
26.2.18 

Chemistry Divition,Indian Institute of 
Chemical Biology 

Unidirectional Insertion of transmembrane protein 
Glycophorin A. Ghosh Surajit 25.11.5~ 

25.11.12 

Life Science Group Scientific Research 
Division,National Synchrotron 
Radiation Research Center,Hsinchu 

Crystal structures of 10-formyltetrahydrofolate 
dehydrogenase from zebrafish and its complexes 
with the substrate/product for the catalytic 
mechanism 

Chen Chun-Jung 25.10.21~ 
25.10.27 

Faculty of Science,  
Damanhour University/Lecturer 

Investigation of crystal structure and specific 
functions of thermostable Photosystem 1 monomers 
and trimers required for biomimetic devices 

El-Mohsnawy Eithar 25.8.1~ 
25.9.7 

Department of Microbiology, Faculty of 
Biotechnology and Biomolecular 
Science, Universiti 
PutraMalaysia/Professor 

The effect of microgravity on structure conformation 
of industrially important proteins. Raja Rahman 25.6.9~ 

25.6.15 

University of Udine/Associate Professor 
Amyloidogenesis difference between a naturally 
occurring fragment and an hereditary variant of 
β2-microglobulin 

Esposito Gennaro 25.6.7~ 
25.6.29 

Department of Radiation Oncology, 
Division of Molecular and Cellular 
Biology, Beth Israel Deaconess Medical 
Center, Harvard Medical 
School/Associate Professor 

Analysis of DNA methylation upon cellular stress Calderwood Stuart 25.5.26~ 
25.6.5 
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Airlangga University/Professor 
 

Chemical Synthesis of Chalcone Derivatives
and Their Inhibitory Effect on Plasmodium
falciparumFerredoxin-NADPH+-Reductase 

Puspaningsih Ni 
Nyoman Tri 

25.5.2~ 
25.7.26, 
25.8.19~ 
25.9.18 

College of Pharmacy, Seoul National 
University, Korea / Professor 

Solid-state NMR analysis of H+ -ATP synthase Fo 
subunit c-ring 

Bong-Jin Lee 
24.7.25~ 
24.7.28 

Universiti Sains Malaysia, Malaysia 
/Professor 

Target based screening of small molecules for 
potential antiviral (dengue and influenza) enzymes'' 
inhibitors using Presto and LigandBox 

Habibah A Wahab 
24.7.24~ 
24.8.15 

Institute of Molecular and Cell Biology, 
Singapore /Research Director 

Role of supersaturation in the nucleation-limited 
formation of F-actin and actin-like filaments 

Robert Charles 
Robinson 

24.6.17~ 
24.6.23 

Department of Microbiology, Faculty of 
Biotechnology and Biomolecular 
Sciences, Universiti Putra Malaysia, 
Malaysia /Professor 

Comparative structural analysis of industrially 
important protein crystals grown conventionally to 
the crystals grown in space 

Raja Noor Zaliha 
Raja Abd Rahman 

24.6.17~ 
24.6.22 

Department of Chemistry, Sookmyung 
Women's University, Korea /Associate 
Professor 

Structural and thermodynamics investigations
on the amyloid polymerization in various
environmental conditions 

Sihyun Ham 
24.6.17~ 
24.6.22 

School of Biotechnology, Ho Chi Minh 
International University, Vietnam 
/Assistant Professor 

Computational Study of Drug Binding Affinity and 
Pathway to Influenza A Neuraminidases Using 
Smooth Reaction Path Generation Method 

Ly Le 
24.5.28~ 
24.6.27 

Astbury Centre for Structural Molecular 
Biology and Institute of Molecular and 
Cellular Biology, Faculty of Biological 
Sciences, University of Leeds, UK 
/Research Fellow 

High-resolution structural study of cytoplasmic 
dynein on microtubules. 

Hiroshi Imai 

24.5.25~ 
24.6.25, 
24.9.22~ 
24.9.30 

Biochemistry Department University of 
Pavia, Italy /Professor 

Characterization of new inhibitors of 
beta2-microglobulin amyloidogenesis through total 
internal fluorescence microscopy 

Vittorio Bellotti 
24.5.17~ 
24.7.23 

1.Life Science Group, Scientific 
Research Division, National 
Synchrotron Radiation Research Center, 
Taiwan/Scientist 
2.Institute of Biotechnology, National 
Cheng Kung University, Taiwan/ 
Professor, Division Head 

Structure and functional study of blue fluorescent 
protein (VvBFP) from Vivrio vulnifcus for the 
bio-marker application 

Chun-Jung Chen 

24.4.10~ 
24.4.12 

 

13

 

    

26  Analysis and Prediction of Protein Assembly Structures by 
Bioinformatics 1  27.3.6 

26  Molecular Crowding and Macromalecular Association 1  27.2.5 

26  
-The 11th Japan-Korea Bilateral Symposium on Biological 
NMR-  
-International NMR Symposium on Pharmaceutical NMR- 

1  26.12.19~ 
26.12.20 

26  Looking to the Future of Notch Signaling 1  26.12.18 

26  Mechanism and Regulation of Aberrant Protein Aggregation 1  26.11.17~ 
26.11.21 
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26  Genome Stability and Exchange of DNAs 1  26. 11. 4. 

26  Regulation and Environmental Adaptation of Photosynthesis: 
An Attractive Theme for Structural Life Science 1  26.10.24 

24  IPR International Symposium 2012  
-Toward the Molecular Comprehension of Life System-   24.11.22 

22   
IPR Seminar: New Era of Biosimulations with Supercomputers 

1  23.3.4  
23.3.5 

22   
International Cooperation Toward Promoting Protein Science  22.6.17 

21  
 

50  
International Symposium on Frontiers of Protein Science 

 21.11.14 

19  
 

Perspective in structural biology of membrane proteins and 
biological macromolecules 

 20.3.8 

18  21 COE 2006 
Chromatin Signaling Symposium  18.11.2  

18.11.3 

17  
COE 2005 

Assembly and Reconstitution of Membrane Proteins and 
Cellular Molecular Machineries 

  3  
17.11.7  
17.11.8 

16    16.11.15 

15  
  

 
 

15.10.27  
15.10.28 

14    
14.10.28  
14.10.29 

13  
COE  
Perspective of Proteomics in Protein Science and Genome 
Science  

 
13.11.5  
13.11.6 

 

 

(PDBj: Protein Data Bank Japan)  
(wwPDB: worldwide PDB)  

PDBj  
 

PSI-Biology

PDB: Protein Data Bank 2014 5
10 2015 10 113,000  

JST-BIRD
2001 2005 2006 2010
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PDBj: PDB Japan 2011 JST
NBDC: National Bioscience Database Center PDBj

2012
PDBj 2014 JST-NBDC

2016 3
 

Research Collaboratory for Structural 
Bioinformatics: RCSB  EMBL PDB in EU -  (PDBe-EBI) 

BMRB: BioMagResBank
worldwide PDB: wwPDB

wwPDB wwPDB Advisory 
Committee: wwPDBAC

26 10 2 PDBj wwPDBAC
3 ”Integrative Structural Biology with Hybrid Methods”

Integrative Structural Biology  
PDBj PDBj 13 383

14 657 15 1,026 16 1,614 17 2,110 18 1,945 19 2,299
20 1,994 21 2,173 22 2,041 23 1,816 24 1,888 25 2127 26

1,898 27 10 1,157 23%
 

PDBj

PDB
PDBj

2014 98,991,194 PDB  2014 64,174,652
PDBj NMR BMRB

2014 52 BMRB 742
2014 PDBj-BMRB 3,794,528  

PDBj wwPDB RCSB-PDB, EBI-PDBe, BMRB
XML

PDBML, PDB/RDF, BMDB/XML, BMRB/RDF PDBj Mine
JAVA D jV4  molmil

EBI EMDB EMDB 2,734 PDB
EM Navigator PDB

Yorodumi EMDB
PDB EMDB PDB Omokage  

RCSB-PDB Molecule of the Month
2015 11 191  

16 PDBj
26 (2014 5 3 ) PDBj

5 17-20 Jeju
4 APPA PDBj 6

17-20 12
Comparison and classification of protein structures 8 20 AJACS

14 (6 25 27 ) 52 (9 25-27 ) 4
(10 2-4 ) PDBj

DB 2014
10 5 2014 PDBj PDBj-BMRB 

PDBj
NMR BMRB  
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27 6 13 JST
PC 7 18 NBDC DBCLS DDBJ

All-in-one 15 (6
24 26 ) 53 (9 13-15 ) 5 (10 29-31 )

PDBj 11 13-15
2015 3D
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18  /  

β  

19  /  

SNARE Sec1/Munc18(SM)  
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SNARE HOPS  
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NMR  
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27  /  
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9  
2012-2016 

 

10 X  
2012-2016 
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2012-2016 

 

12  
2012-2014 

 

13  
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DNA  

14  
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21  
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ATP  

22  
2009-2013 

 

23 S  
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24  
2007-2011 

H+-ATP Fo NMR  

25  
2007-2009 

NMR  

26  
2007-2009 

 

27  
2006-2010 

 

28 A  
2006-2008 

 

29  

2005-2010 

 

30  2005-2008 
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 In-silico Structural Interactome Study Based on Structural Genomics  

 

 

31 (AMED) CREST 
2014-2019 

 

32  
2013-2017 

in silico  

33 ( )  

 2012-2016 

 

34  

 2012-2016 

 

35 CREST  
2011-2016 

 

36 ( )  
2011 

 

37  
2010-2013 

ES/iPS  

38  
2010-2011 

ES  

39 S  
2009-2013 

X  

40  
2007-2011 

H+-ATP Fo NMR  

41  
2007-2012 

 

42  
2007-2011 

γ  

43  
2007-2011 

 

44  
2007-2011 

 

45  
2007-2011 

 

46  
2007-2011 

 

47  
2007-2011 

X  

48  
2007-2011 

 

49  2007-2009 
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50  
2006-2011 

 

51 NEDO  

2006-2009 ES

 

52  
2005-2009 

 

53  
2005-2009 

 

54  
2005-2008 

 

55  
2005-2008 

 

 

 

1 NEDO  

2014-2018  /

 

2 NEDO  

2014-2018  /

 

3  
2014-2016  

 

4  
2014-2016  

 

5  
2014-2014 

Peptide Chemistry  

6  
2013-2015 

 

7  
2012-2014 

 

8 ( )  
2013 

 

9  
2012-2016 

NMR  

10  
2012-2014 

 

11  
2012-2013 

6  

12 ALCA  
2011-2016  



― 47― 蛋白質研究所の概要

13  
2011-2015 

 

14  
2011-2013 

 

15  
2011-2012 

5  

16 (NEDO) 
2010-2015 

 

17  
2010-2014 

 

18 (NEDO) 
2010-2015 

 

19  
2010-2013 

 

20 22-24  
2010-2012 

 

21  
2010-2011 

 

22 CREST  
2009-2014 

 

23  
2009-2012 

vault DDS  

24  
2009 

 

 

 

 
 

 

( ) 

1  
2014-2017 

 
 

2  2014-2015 

  

3 KRI 2014-2015 

  

4  2014-2015 

  

5  
2014-2015 

 

6  2013-2014 

   

7  2013-2017 
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 in silico   

8  

2013-2015 

 

9  

2013-2014 

 

10  
2013 

6  

11  
2012-2014 

 

12  
2012-2013 

 

13 ( ) 
2012-2013 

 

14  
2012 

 

15  
2011-2014 

P450  

16 ( )  
2011-2014 

 

17  
2011-2012 

 

18  
2011-2012 

5  

19  
2011-2012 
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20  
2011-2012 

 

21  
2011-2012 

Intact LR11  

22  
2011 

 

23  
2011 

in silico  

24  
2011 

 

25  
2011 

 

26  
2010-2014 

 

27 RD  2010-2011 

 FATT   

28  2010-2011 
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 G (GPCR)

 
 

29  
2010 

NMR  

30  
2010 

3  

31  

2010 Malvern

 

32  
2010 

 

33  
2009-2011 

 

34  
2009-2010 

 

35  
2009 

 

36  
2009 

 

37 ( )  
2008-2011 

 

38  
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LRP6  

39  
2008-2009 

NMR  

40  
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41  
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43  
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44  
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45  
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46  
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97  

27  

 
   

46 31 77 

 
   

1 1 2 

 
   

5 3 8 
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46 28 74 

 
   

1 0 1 
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TA RA 26 RA 14

26 12 1 2

26 16 26 15

1 26 9 19

27 3 10

26 1

 

 

 

26 7

27 8

 

RA 26 14 27 14

26 9 27 7

26 65

27 63  

 
 

27  
 

Structural and functional analysis of human sweat glands  
 

Studies of the mechanismsof amyloid fibril formation with lipid membranes
 

Ahmet Can Berkyurek  
Interacction of the RTS domain of Dnmt1 with the SRA domain of Uhrf1 for the maintenance DNA methylation Dnmt1 RFTS 

Uhrf1 SRA DNA  
Ibrahim Gur ( ) 

Mechanisms underlying necdin-induced regulation of PIAS1 SUMO E3 ligase (Necdin PIAS1 SUMO E3 )  
 

26  
 

Study of amino-acid crystal fermentation: Biochemical analysis of stress responses of Escherichia coli in a model culture system and an 
improvement of the fermentation process

 
 

Solution NMR using paramagnetic relaxation enhancement for the structure determination of loop-rich protein prepared with cold-shock 
vector containing GST tag  ( NMR GST

)  
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G OsRacl (Structural study of plant small G protein OsRac1)  
 

Structural studies on the stalk region of the dynein motordomain ( )  
 

Development of a novel and versatile affinity tagging system using an anti-podoplanin antibody NZ-1 NZ-1
 

Caroline Donzeli Pereira( ) 
Isolation of free thiol-containing proteins/peptides from a complex biological sample

 
Mohamad Bani Ismail  

Dot1-dependent histone H3K79 methylation promotes the formation of meiotic double strand breaks in the absence of histone H3K4 
methylation in budding yeast.(Dot1 H3K79 H3K79

DNA )  
 

25  
) 

Regulatory Mechanisms of Neural Stem Cell Proliferation by Hypoxia-Inducible Factor (  
)  

 
Regulatory mechanisms of neural stem cell proliferation in neocortical development

 
 

Effects of fusion with an unstructured and hyper-acidic polypeptide on the nature of recombinant proteins expressed in bacteria  
   

 
13C NMR  

 
24  

 
Crystal Structure of the C-terminal Domain of Mu Phage Central Spike  

 
 

Deamidation and Isomerization at Two Asn-Gly Sites in 2-Microglobulin and Its Effect on the Binding of Copper Ions 2-  
2 Asn-Gly  

 
How the lysine methylation at position 9 of H3 in nucleosome structure is recognized by the protein that specifically binds to the  
methylated lysine H3 9  

 
 

23  
 

-  
-  

 
 

 
 

 
 

 
 

 
Csk SH2 Cbp  
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Necdin  
 

Ci-VSP  
 

Computational Analysis and Prediction of Ligand Binding Sites in Proteins  
 

 
2  

 
 

H.B.D.Prasada Rao -  
SUN Mps3  

 
22  

 
 

 
 

 
 

 
Antibody Structure Analysis and Prediction for Computational Design ( )  

-  
SCF  

 
Neurexin/Neuroligin  

 
LR11 Vps10p  

 
 

 
Bovine H-protein  

-  
CDK  

 
 

 
 

 

1

 

 
26 IPR Retreat 2014 

 
2014 12 1 2  

 
< > 12 1  
10:00   
11:30   
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11:30-11:35  ……………………  
11:35-    
11:35-13:05    
13:05-13:30  ……………………  
13:30-13:35    
13 35-15:35    
15:35-15 50    
15:50-16:30  

…………………… 
 

16:30-17:05 OB/OG  ……………………  
17:05-17:15    
17:15-17:55  ……………………  
17:55-18:20  ……………………  
18:20-18:25  
18:25-19:50    
19:50-21:50    
 19:50-20:50    
 20:50-21:50    
 -22:00    
22:00-    
 
< > 12 2  
09:00-09:40  ……………………  

09:40-10:20  …………………… 
 

10:20-10:30    
10:30-11:10  ……………………  
11:10-11:50    
11:50-13:25    
13:25-13:40    
13:40-14:05  ……………………  
14:05-14:45  

 
 

14:45-14:55  ……………………  
14:55-15:50  ……………………  
15:50-16:00  ……………………  
16:00-16:10    
16:10    

 
 
 
Profile’s IPR’s achievements (Oral Presentations) 
Furukawa Lab Presentations 
(1) A ciliary kinase ICK is required for ciliogenesis and the regulation of ciliary transport at ciliary tips 

(Y. Omori) 
(2) The formation of correct synapse location in the retina is essential for proper visual function 

(R. Sanuki) 
Shinohara Lab Presentations 
(1) A yeast model of Nijmegen breakage syndrome, a human disorder with high risk of cancer 

(M. Shinohara) 
(2) Mitosis-specific phosphorylation of XRCC4 maintains genome stability by suppression of DNA damage repair 

(M. Terasawa) 
Kanoh Lab Presentation 
(1) Elucidation of the novel functions of telomere and subtelomere 

(J. Kanoh) 
Fujiwara Lab Presentations 
(1) Sensitivity Enhancement of High-Field Solid-State NMR using Dynamic Nuclear Polarization (DNP) 

(Y. Matsuki) 
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(2) Tertiary structure determination of proteins and peptides by solution NMR spectroscopy 
(T. Sugiki) 

 
Kurisu Lab Presentations 
(1) X-ray structure and NMR analysis of the electron transfer complex between photosystem I and ferredoxin 

(R. Mutoh) 
(2) Structural studies on the stalk region of the dynein motor domain 

(Y. Nishikawa) 
 
Goto Lab Presentation 

(1) Supersaturation-limited protein misfolding 
(Y. Goto, Y. Lee, M. So) 

Mima Lab Presentation 
(1) Dissection of membrane tethering, the first contact of organelles and transport vesicles in eukaryotic membrane trafficking 

(J. Mima) 
Nakamura Lab Presentation 
(1) Laboratory of Protein Informatics and Laboratory of Protein Databases 

(H. Nakamura) 
 
OB/OG Talk 
Five years research life at IPR and the following 4 years 

(D. Kuroda, PD, The University of Tokyo) 
 
Special Lecture 
Decoding the Molecular Complexity of the Extracellular Matrix 

(K. Sekiguchi) 
 
 
Poster presentation     ○  
 
Laboratory of Regulation of Biological Reactions (T. Hase) 
P01. Identification of the TIC translocon at the inner envelope of chloroplasts in grass 

Yoshiko Kotani (M2) 
P02. Molecular Interaction of Ferredoxin and Ferredoxin:NADP+ Reductase from Human Malaria Parasite 

Shohei Yuasa (M2) 
Laboratory of Extracellular Matrix Biochemistry (K. Sekiguchi) 
P03. The role of laminin-binding integrins in the formation of epithelial polarity 

Yuta Nagano (M2) 
P04. Extracellular matrix protein polydom is required for thoracic duct formation in zebrafish 

Masafumi Nishino (M2) 
  
 

Laboratory of Epigenetics (S. Tajima) 
P05. Development of a method for a single base resolution analysis of 5-hydroxymethylcytosine with recombinant DNMT1 

Saori Takahashi (PD) 
P06. Nucleosome-condensation state-dependent histone H3K9me3 recognition by HP1γ 

Yuichi Mishima (PD) 
P07. Direct Interaction of Dnmt1 with the SRA Domain of Uhrf1 Facilitates Accession of Hemi-methylated DNA to the 

Catalytic Center of Dnmt1 
Ahmet Can Berkyurek (D3) 

P08. Effect of the mutations in the RFTS domain of Dnmt1 that cause hereditary sensory neuropathy on the maintenance DNA 
methylation 

Garvilles, Ronald Garingalao (D3) 
Laboratory of Protein Organic chemistry (H. Hojo) 
P09. Synthesis of Interleukin-2 by the peptide ligation method incorporating solubilization tag 

Yuya Asahina (Assistant Prof.) 
P10. Investigation of oxidative folding of insulin by using selenocysteine substitution 

Toshiki Takei (M2) 
Laboratory of Protein Folding (Y. Goto) 
P11. Small Liposomes Accelerate the Fibrillation of Amyloid β (1-40) 

Mayu Terakawa (D3) 
P12. Distinct mechanisms of the amyloid fibrillation of amyloid ß 1-40 in alcohol/water mixtures 

Yuxi Lin (D1) 
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P13. Supersaturation-limited amyloid fibrillation of insulin revealed by ultrasonication 
Hiroya Muta (M2) 

Laboratory of Molecular Biophysics (T. Fujiwara) 
P14. The crystal structure of the plant small GTPase OsRac1 reveals its mode of binding to NADPH oxidase 

Ken-Ichi Kosami (D5) 
P15. Site specificity of macromolecules in Escherichia coli cells probed by in-cell solid-state NMR spectroscopy 

Chalermpon Khampa (D2) 
P16. Exploration of Antimicrobial and Anticancer Properties of Bovine Cathelicidin 5 and 6: Integration of All-Atom and 

Coarse-Grained Molecular Dynamics Simulation Approaches 
Bikash Ranjan Sahoo (D2) 

Laboratory of Protein Crystallography (G. Kurisu) 
P17. Crystallization of the newly isolated photosynthetic antenna, Siphonaxanthin-Chlorophyll a/b Protein, from a deep-sea 

green alga Codium intricatum 
Ryuta Inoue (M2) 

P18. Structural study on the maturation mechanism of [FeFe] hydrogenase from green alga Chlamydomonas reinhardtii 
Daiki Kiyota (M2) 

P19. Structural study of the electron transfer complex between photosystem I and electron donor proteins 
Yuka Sakamoto (M2) 

Laboratory of Membrane Protein Chemistry (J. Mima) 
P20. The small GTPase Rab11 and Myosin V synergistically catalyze membrane tethering in vitro 

Motoki Inoshita (M2) 
Laboratory of Genome and Chromosome Functions (A. Shinohara) 
P21. Roles of histone H2A.Z during yeast meiosis 

Jagadeeswara Rao Bommi (D3) 
P22. Gmc2, a novel synaptonemal complex component, regulates the number of crossovers between homologous 

chromosomes in meiosis 
Mika Higashide (D2) 

Laboratory of Regulation of Neuronal Development (K. Yoshikawa) 
P23. Regulatory mechanism of epidermal growth factor receptor signaling by necdin 

Izumi Fujimoto (D3) 
Laboratory for Molecular and Developmental Biology (T. Furukawa) 
P24. Obif (Osteoblast induction factor, Tmem119) membrane protein regulates bone formation and spermatogenesis 

Koji Mizuhashi (PD) 
P25. Prdm13 transcriptional regulator controls subtype specification of retinal amacrine interneurons and modulates visual 

sensitivity 
Satoshi Watanabe (D3) 

Laboratory of Nuclear Network (J. Kanoh) 
P26. Shugoshin 2-depedent formation of transcription- and replication-repressive chromatin structure near chromosome ends 

Sanki Tashiro (PD) 
P27. Roles of the phosphorylation of a telomere-binding protein Rap1 by casein kinase 2 in fission yeast 

Haruna Inoue (B4) 
Laboratory of Protein Profiling and Functional Proteomics (T. Takao) 
P28. A Method for Isolating Free Thiol-Containing Proteins from Plasma 

Caroline Donzeli Pereira (PD) 
P29. Metastable Ions of Peptides Observed in MALDI-TOF MS – Applications for Protein Identification 

Yang Wang (D2) 
P30. Mass Spectrometry of Metalloprotein Complex 

Tomoshige Ando (M2) 
Laboratory of Protein Synthesis and Expression (J. Takagi) 
P31. Efficient production of ‘difficult’ proteins from mammalian cell expression system 

Masataka Umitsu (Specially Assistant Prof.) 
P32. Crystal structure of full-length ApoER2 ectodomain in complex with its ligand reelin 

Hidenori Hirai (PD) 
P33. Investigating the Reelin multimer structure using EM 

Zuben Brown (M2) 
Laboratory of Supramolecular Crystallography (A. Nakagawa) 
P34. Functional analysis of recombinant Sucrose Phosphate Synthase from Sugarcane 

Widhi Dyah Sawitri (D3) 
P35. Studies on nuclear import mechanism of transcription factors with Importin α by crystal structure analysis 

Ami Matsumoto (D2) 
P36. Analysis of hemi-methylated DNA recognition by Dnmt1 using X-ray crystallography 

Kensaku Kanada (D1) 
 



― 58―蛋白質研究所の概要

Laboratory of Protein Databases (H. Nakamura) 
P37. Information Analysis of Cooperative Atomistic Motions in Transcription Factor Complexes from the Simulation Data 

Kota Kasahara (PD) 
P38. Free energy landscape of the p53 C-terminal domain 

Shinji Iida (M2) 
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Travel Award, The protein Society Symposium 2015 
27 7 22-25 The protein Society Symposium 2015  Travel Award

 
 

26  
26 7 8  

26  
26  

26 7 8  
26  
26  

26 7 7
 26  

26  
26 7 8  

26  
26  

26 7 8  
26  

26  
26 7 8  

26  
26  

26 7 8  
26  

26  
26 7 8  

26  
14  

26 6 26 VSOP
14  

Rising Star Prize, APPA 2014 
26 5 17-20 Asia Pacific Protein Association2014  Rising Star Prize

 
Poster Awards, APPA 2014 

26 5 17-20 Asia Pacific Protein Association2014   
 

 
Annual Paper Award (Rebeiz ) 

25 11  Science 2013 2 3
 Rebeiz 

Annual Paper Award  
 

25  
25 8 2

 
25  

25 8 2
  

25  
25 8 2

 
25  

25 8 2
 

25  
25 8 2
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25  
25 8 2

 
25  

25 8 2
25  

25  
25 8 2 25

 
25  

25 8 2 25
 

25  
26 7 1 25  
25 52 NMR  

25 11 13 52 NMR
35  

25 JB  
25 9 JB

 
13  

25 6 13 PA  
D2 13  

44  
25 3 19 X  

  44 2012  
 

30  
  24 11 29  
   

24  
24 8 1

24  
24  

24 7 4   
24  

24  
24 4 9  
24  

 
48  

23 9 29 Research on the function of membrane proteins based on the peptide chemistry  
48  

23  
23 7 19  

23  
11  

23 6 8 5 1  
11  

23  
23 4 11  

23  
22 63  

23 1 25
22 63  
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22  
22 12 4 22

 
22  "  

22 10 26
CRMP2

 
22  "  

22 10 26

 
 

22   
22 8 16

 
1 Xiaoyu Hu Memorial Award 

22 7 5 11
1 Xiaoyu Hu Memorial Award  

22  
22 4 5 22

 
2009 26  

22 2 4 26 3.5
2009 26  

 
21  

21 12 15
21  

47  
21 11 1 26

47  
9  Rising Star Prize 

21 10 25 Accurate measurements of anomalous dispersion effect shows there is no chloride ion between Fe 
and Cu ions in the reduction site of oxidized Cytochrome c Oxidase 9  
Rising Star Prize  
27  

21 9 11 DNA
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−  − 
 

 
1-1: 2010-2015  

1. Kinoshita M, Kim JY, Kume S, Sakakibara Y, Sugiki T, Kojima C, Kurisu G, Ikegami T, Hase T, Kimata-Ariga Y, Lee 
YH. Physicochemical nature of interfaces controlling ferredoxin NADP+ reductase activity through its interprotein 
interactions with ferredoxin. Biochim Biophys Acta., 1847(10), 1200-1211. 2015. 

2. Siregar JE, Kurisu G, Kobayashi T, Matsuzaki M, Sakamoto K, Mi-ichi F, Watanabe Y, Hirai M, Matsuoka H, 
Syafruddin D, Marzuki S, Kita K. Direct evidence for the atovaquone action on the Plasmodium cytochrome bc1 
complex. Parasitol Int., 64(3), 295-300, 2015.  

3. Uchimura S, Fujii T, Takazaki H, Ayukawa R, Nishikawa Y, Minoura I, Hachikubo Y, Kurisu G, Sutoh K, Kon T, 
Namba K, Muto E. A flipped ion pair at the dynein-microtubule interface is critical for dynein motility and ATPase 
activation. J Cell Biol., 208(2), 211-22, 2015. 

4. Sansenya S, Mutoh R, Charoenwattanasatien R, Kurisu G, Ketudat Cairns JR. Expression and crystallization of a 
bacterial glycoside hydrolase family 116 β-glucosidase from Thermoanaerobacterium xylanolyticum. Acta 
Crystallogr F Struct Biol Commun., 71(Pt 1), 41-4, 2015. 

5. Nishikawa Y., Oyama T., Kamiya N., Kon T., Toyoshima Y.Y., Nakamura H., Kurisu G. Structure of the Entire 
Stalk Region of the Dynein Motor Domain. J Mol Biol. , 426, 3232-45, 2014 

6. Shimegi T., Ooyama T., Ohtsuki T., Kurisu G., Kusunoki M., Ui S. Crystallization and preliminary X-ray diffraction 
analysis of domain-chimeric L-(2S,3S)-butanediol dehydrogenase. Acta Crystallogr F Struct Biol Commun., 70, 
461-3, 2014 

7. Narikawa, R., Ishizuka, T., Muraki, N., Shiba, T., Kurisu, G., Ikeuchi, M. Structures of cyanobacteriocromes from 
phototaxis regulators AnPixJ and TePixJ reveal general and specific photoconversion mechanism. Proc. Natl. Acad. 
Sci. U.S.A., 110, 918-923, 2013 

8. Fujieda, N., Yabuta, S., Ikeda, T., Oyama, T., Muraki, N., Kurisu, G., Itoh, S., Crystal structures of copper-depleted 
and copper-bound fungal pro-tyrosinase:insights into endogenous cysteine-dependent copper incorporation. J. Biol. 
Chem., 288, 22128-22140, 2013 

9. Kimata-Ariga, Y., Kubota-Kawai, H., Lee, YH,. Muraki, N., Ikegami, T., Kurisu, G., Hase, T., 
Concentretion-dependent oligomerization of cross-linked complexes between ferredoxin and ferredoxin-NADP+ 
reductase. Biochem. Biophys. Res. Commun., 17, 867-872, 2013 

10. Liauw, P., Mashiba, T., Kopczak, M., Wiegand, K., Muraki, N., Kubota, H., Kawano, Y., Ikeuchi, M., Hase, T., 
Rögner, M., and Kurisu, G. Cloning, expression, crystallization and preliminary X-ray studies of 
Ferredoxin-NAD(P)+-reductase from the thermophilic cyanobacterium Thermosynechococcus elongatus BP-1. Acta 
Crystallographica Section F, 68, 1048-1051, 2012 

11. Twachtmann, M., Altmann, B., Muraki, N., Voss, I., Okutani, S., Kurisu, G., Hase, T., and Hanke, G.T. N-terminal 
structure of maize ferredoxin:NADP+ reductase determines recruitment into different thylakoid membrane complexes. 
Plant Cell, 24, 2979-2991, 2012 

12. Shinmura, K., Muraki, N., Yoshida, A., Hase, T., and Kurisu, G. Crystallization and preliminary X-ray studies of an 
electron-transfer complex of ferredoxin and ferredoxin-dependent glutamate synthase from the cyanobacterium 
Leptolyngbya boryana. Acta Crystallographica Section F, 68, 483-492, 2012 

13. Sakakibara, Y., Kimura, H., Iwamura, A., Saitoh, T., Ikegami, T., Kurisu, G., and Hase T. A new structural insight 
into differential interaction of cyanobacterial and plant ferredoxins with nitrite reductase as revealed by NMR and 
X-ray crystallographic studies. J Biochem. 151, 483-492, 2012 

14. Kon, T., Oyama, T., Shimo-Kon, R., Imamula, K., Shima, T., Sutoh, K., and Kurisu, G. The 2.8Å crystal structure of 
the dynein motor domain. Nature, 484, 345-350, 2012 

15. Kon, T., Sutoh, K., and Kurisu, G. X-ray structure of a functional full-length dynein motor domain. Nature Strut. 
Mol. Biol., 18, 638-642, 2011 

16. Shimegi, T., Takusagawa, Y., Ohtsuki, T., Noda, S., Kurisu, G., Kusunoki, M., and Ui, S., Construction of a 
tailor-made L(2S,3S)-butanediol dehydrogenase by exchanging domains between native structural analogs. Protein 
Pept. Lett., 18, 825-830, 2011 

17. Okuda, M., Shiba, T., Inaoka, D.K., Kita, K., Kurisu, G., Mineki, S., Harada, S., Watanabe, Y., A conserved lysine 
residue in the crenarchaea-specific loop is important for the crenarchaeal splicing endonuclease activity. J. Mol. Biol., 
405, 92-104, 2011  

18. Muraki, N., Seo, D., Shiba, T., Sakurai, T. and Kurisu, G. Asymmetric dimeric structure of ferredoxin-NAD(P)+ 
oxidoreductase from the green sulfur bacterium Chlorobaculum tepidum: implications for binding ferredoxin and 
NADP+. J. Mol. Biol. 401, 403-414, 2010 

19. Muraki, N., Nomata, J., Ebata, K., Mizoguchi, T., Shiba, T., Tamiaki, H., Kurisu, G. and Fujita, Y. X-ray crystal 
structure of the light-independent protochlorophyllide reductase. Nature, 465, 110-114, 2010 

20. Otagiri. M., Ui, S., Takusagawa, Y., Ohtsuki, T., Kurisu, G. and Kusunoki, M. Structural basis for chiral substrate 
recognition by two 2,3-butanediol dehydrogenases. FEBS Lett., 584, 219-223, 2010 
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1-2:  
1. Kon, T., Oyama, T., Shimo-Kon, R., Imamula, K., Shima, T., Sutoh, K., and Kurisu, G. The 2.8Å crystal structure of 

the dynein motor domain. Nature, 484, 345-350, 2012 
2. Kon, T., Sutoh, K., and Kurisu, G. X-ray structure of a functional full-length dynein motor domain. Nature Strut. 

Mol. Biol., 18, 638-642, 2011 
3. Muraki, N., Nomata, J., Ebata, K., Mizoguchi, T., Shiba, T., Tamiaki, H., Kurisu, G. and Fujita, Y. X-ray crystal 

structure of the light-independent protochlorophyllide reductase. Nature, 465, 110-114, 2010 
4. Kurisu, G., Zhang, H., Smith, J. L. and Cramer, W. A. Structure of the Cytochrome b6f complex of Oxygenic 

Photosynthesis: Tuning the cavity. Science, 302, 1009-1014, 2003 
5. Kurisu, G., Zakharov, S. D., Zhalnina, M. V., Bano, S., Eroukova, V. Y., Rokitskaya, T. I., Antonenko, Y. N., Wiener, 

M. C. and Cramer, W. A. The Structure of BtuB with Bound Colicin E3 R-Domain Implies a Translocon. Nature 
Struct. Biol., 10, 948-954, 2003 

6. Kurisu, G., Kusunoki, M., Katoh, E., Yamazaki, T., Teshima, K., Onda, Y., Kimata-Ariga, Y. and Hase, T. Structure 
of the electron transfer complex between ferredoxin and ferredoxin-NADP(+) reductase. Nature Struct. Biol., 8, 
117-121, 2001 

 
1-3: 2010-2015  

1. Cramer, W.A., Zakharov, S.D., Saif Hasan, S., Zhang, H., Baniulis, D., Zhalnina, M.V., Soriano, G.M., Sharma, O., 
Rochet, J.C., Ryan, C., Whitelegge, J., Kurisu, G., and Yamashita, E., Membrane proteins in four acts: function 
precedes structure determination. Methods, 55, 415-420, 2011 

2. Reinbothe, C., EI Bakkouri, M., Muraki, N., Nomata, J., Kurisu, G., Fujita, Y. and Reinbothe, S. Chlorophyll 
biosynthesis: sporlight on protochlorophyllide reduction. Trends Plant Sci., 11, 614-624, 2010 

 
1-4: 2010-2015  

1 . 85 272-275, 2013 
2 . 65 83-88 2011 
3 . 2

51 66-71 2011 
 

1-5: 2010-2015  
 

2:  
(2013, 2014, 2015) 

(2002) 
 

 
3-1: - 2010-2015  

1. Networking of Protein Science Community in Asia-Pacific Countries INTERNATIONAL SEMINAR: 
  MOLECULAR AND CELLULAR LIFE SCIENCES (MCLS2015) Surabaya, East Java, Indonesia, May 7-8, 2015 
2. Joint 7th AOHUPO Congress/9th PST Symposium, Bangkok, Thailand, 6 August 2014 
3. 8th International Sumposium on Flavins and Flavoproteins, Phechaburi, Thailand, 31 July 2014 
4. Mahidol University, Bangkok, Thailand, July 1, 2013 
5. 4th International Symposium on Diffraction Structural Biology, Nagoya, May 29, 2013 
6. Suranaree University of Technology, Nakhon Ratchasima, Thailand, Feb 27, 2012 
7. Taiwan-Japan joint seminar, Nov 7, 2011 
8. The Scripps Research Institute, La Jolla, USA, June 14, 2011  
9. May 19, 2011 
10. May 17, 2011 
11.Pacifichem 10, Honolulu, USA, December 16, 2010 
12. Virginia Tech, Virginia, USA, September 29, 2010 
 

3-2: - WS 2010-2015  
1. 15 WS 2015 6  
2. 2015 6  
3. 94 2014  
4. 2013 6  
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5. 13 WS 2013 6  
6. 2012 3  
7. 49 WS 2011 9  
 

3-3: 2010-2015  
2015 2 6  
2014 1 7  
2013 1 10  
2012 1 3  
2011 4 5  
2010 3 2  
 

4: 2010-2015  
1. 2013 10  
2. 2012 8  
3. 2012 8  
4. 2012 3  
5. 2012 3  
6. 3 12

 
7. 2011 8  
8. 2011 8  
9. 2010 4

 
 

5: 2010-2015  
 

6: 2010-2015  
 

1. (B) 2014-2017 X  
2. (A) 2009-2011 X  

 
 

1. CREST 2013-2018  
2.  2013-

 
3.  2013-  2013- 

 
4. 2010-2013 

 
5. JST 2010

 
 

−  - 
7-1: 2015  

2 1  
7 0  

0 0  
0 0  

 
7-2:  

2014 1 0 5 0  
2013 3 0 6 0  
2012 3 0 5 0  
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2011 2 0 2 0  
2010 0 0 4 1  
 

7-3:2015  
2 0 7  0  

 
7-4:2015  

2015  5  
2014  5  
2013  6  
2012  3  
2011  2  
2010  2  
 

8: 2010-2015  
10-15 10-11, 13 10 B 12,13  

13-15  

10-15 12, 14 F2 12, 13
Advanced Macromolecular Science 10, 12 10 09, 10  
 

9: ( ) 2010-2015  
13-14 11

10 SSH 10-14
10-12 11  

 
−  - 

10-1:  
Structure, Nature Communications, J. Mol. Biol., Biochem. Biophys. Acta, Acta Cryst., J. Biochem., 

 
 

10-2:  
12-13  

 
11-1:  

Protein Society Biophysical Society 
 

11-2:  
Asian Crystallographic Association Council Member 12- 12-13

12- 07-10 12- 05-11,15-
08-09, 14-15 12-13 ; PhotonFactory 08-09

PhotonFactory 10-12  
  

12: 2010-2015  
10-11 JST (12-) 

 
13:  

1. Protein Data Bank 51  
2. wwPDB 10-15  
 

14-1: 2010-2015  
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14-2: 2010-2015  

1. 13-14  
2. 11  
3. 11  
4. 10  
 

–  - 
15:  

12- FD 11-15 11-15
11-15 11-15 10-15   

 
16: 2010-2015  

SSH 11-15  



― 93― 教員の活動

 
 

 
 

 
 

2014-2015
1. 

2. 

3. 

4. 
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10-15  

1. So, M., Ishii, A., Hata, Y., Yagi, H., Naiki, H. and Goto, Y. Supersaturation-limited and unlimited phase spaces 
compete to produce maximal amyloid fibrillation near the critical micelle concentration of sodium dodecyl sulfate. 
Langmuir in press. 

2. Konuma, T., Sakurai, K., Yagi, M., Goto, Y., Fujisawa, T. and Takahashi, S. Highly collapsed conformation of the 
initial folding intermediates of β-lactoglobulin with non-native α-helix. J. Mol. Biol. in press. 

3. Adachi, M. So, M., Sakurai, K., Kardos, J. and Goto, Y. Supersaturation-limited and unlimited phase transitions 
compete to produce the pathway complexity in amyloid fibrillation. J. Biol. Chem. 290(29),18134-18145. 

4. Terakawa, M.S., Yagi, H., Adachi, M., Lee, Y.H. and Goto, Y. Small liposomes accelerate the fibrillation of amyloid β 
(1-40). J. Biol. Chem. 290(2), 815-826, 2015. 

5. Yagi, H., Mizuno, A., So, M., Hirano, M., Adachi, M., Akazawa-Ogawa, Y., Hagihara, Y., Ikenoue, T., Lee, Y.-H., 
Kawata, Y. and Goto, Y. Ultrasonication-dependent formation and degradation of α-synuclein amyloid fibrils. 
Biochim. Biophys. Acta 1854(3), 209-217, 2015. 

6. Hamada, H., Ogi, H., Noi, K., Yagi, H., Goto, Y. and Hirao, M. Nucleation-fibrillation dynamics of A 1 40 
peptides on liquid-solid surface studied by total-internal-reflection fluorescence microscopy coupled with 
quartz-crystal microbalance biosensor. Jpn. J. Appl. Phys. 54, 07HE01, 2015. 

7. Hall, D., Kardos, J., Edskes, H., Carver, J. A. and Goto Y. A multi-pathway perspective on protein aggregation: 
Implications for control of the rate and extent of amyloid formation. FEBS Lett. 589(6), 672-679. 2015. 

8. Sakurai, K., Nakahata, R., Lee, Y.-H., Kardos, J., Ikegami, T. and Goto, Y. Effects of a reduced disulfide bond on 
aggregation properties of the human IgG1 CH3 domain. Biochim. Biophys. Acta, 1854(10), 1526-1535, 2015. 

9. Micsonai, A., Wien, F., Kernya, L., Lee, Y.-H., Goto, Y., Réfrégiers, M., and Kardos, J. Accurate secondary structure 
prediction and fold recognition for circular dichroism spectroscopy. Proc. Natl. Acad. Sci. USA, 112(24), 
E3095-3103, 2015. 

10. Umemoto, A., Yagi, H., So, M., and Goto, Y. High-throughput analysis of the ultrasonication-forced amyloid 
fibrillation reveals the mechanism underlying the large fluctuation in the lag time. J. Biol. Chem. 289(39), 
27290-27299, 2014. 

11. Ogi, H., Fukushima, M., Hamada, H., Noi, K., Hirao, H., Yagi, H. and Goto, Y. Ultrafast formation of 
β-amyloid-fibril network on nucleus hubs in oligomeric cloud. Sci. Rep. 4, 6960, 2014. 

12. Chen, J., Yagi, H., Furutani, Y., Nakamura, T., Inaguma, A., Guo, H., Kong, Y. and Goto, Y. Self-assembly of the 
Chaperonin GroEL nanocage induced at submicellar detergent. Sci. Rep. 4, 5614, 2014. 

13. Nokwe, C. N., Zacharias, M., Yagi, H., Hora, M., Reif, B., Goto, Y. and Buchner, J. A residue-specific shift in 
stability and amyloidogenicity of antibody variable domains. J. Biol. Chem. 289(39), 26829-26846, 2014.  

14. Kume, S., Lee, Y. H., Nakatsuji, M., Teraoka, Y., Yamaguchi, K., Goto, Y. and Inui, T. Fine-tuned broad binding 
capability of human lipocalin-type prostaglandin D synthase for various small lipophilic ligands. FEBS Lett. 588(6), 
962-969, 2014. 

15. Ikenoue, T., Lee, Y.-H., Kardos, J., Yagi, H., Ikegami, T., Naiki, H. and Goto, Y. Heat of supersaturation-limited 
amyloid burst directly monitored by isothermal titration calorimetry. Proc. Natl. Acad. Sci. USA, 111(18), 
6654-6659, 2014. 

16. Muta, H., Lee, Y.-H., Kardos, J., Lin, Y., Yagi, H. and Goto, Y. Supersaturation-limited amyloid fibrillation of 
insulin revealed by ultrasonication. J. Biol. Chem. 289(26), 18228-18238, 2014. 

17. Yagi, H., Abe, Y., Takayanagi, N. and Goto, Y. Elongation of amyloid fibrils through lateral binding of monomers 
revealed by total internal reflection fluorescence microscopy. Biochim Biophys Acta. 1844(10), 1881-1888, 2014. 

18. Ikenoue, T., Lee, Y.-H., Kardos, J., Saiki, M., Yagi, H., Kawata, Y. and Goto, Y. Cold denaturation of -synuclein 
amyloid fibrils. Angew. Chem. Int. Ed. 53(30), 7799-7804, 2014. 

19. Mizushima, R., Kim, J.Y., Suetake, I., Tanaka, H., Takai, T., Kamiya, N., Takano, Y., Mishima, Y., Tajima, S., Goto, 
Y., Fukui, K. and Lee, Y. H. NMR characterization of the interaction of the endonuclease domain of MutL with 
divalent metal ions and ATP. PLoS One 9(6), e98554, 2014. 

20. Lin Y., Lee Y.-H., Yoshimura, Y., Yagi Y. and Goto, Y. Solubility and supersaturation-dependent protein misfolding 
revealed by ultrasonication. Langmuir 30(7), 1845-1854, 2014. 

21. Okazaki H., Ohori Y., Komoto M., Lee Y.-H., Goto Y., Tochio, N. and Nishimura, C. Remaining structures at the N- 
and C-terminal regions of α-synuclein accurately elucidated by amide-proton. FEBS Lett. 587(22), 3709-3714, 2013. 

22. Mangione P.P., Esposito G., Relini A., Raimondi S., Porcari R., Giorgetti S., Corazza A., Fogolari F., Penco A., Goto 
Y., Lee Y.H., Yagi H., Cecconi C., Naqvi M.M., Gillmore J.D., Hawkins P.N., Chiti F., Rolandi R., Taylor G.W., 
Pepys M.B., Stoppini M. and Bellotti V. Structure, folding dynamics and amyloidogenesis of Asp76Asn 
β2-microglobulin: roles of shear flow, hydrophobic surfaces and α crystallin. J. Biol Chem. 288(43), 30917-30930, 
2013. 

23. Yagi H., Hasegawa K., Yoshimura Y. and Goto Y. Acceleration of the depolymerization of amyloid  fibrils by 
ultrasonication. Biochim. Biophys. Acta 1834(12), 2480-2485, 2013. 

24. Kitayama H., Yoshimura Y., So M., Sakurai K., Yagi H. and Goto Y. A common mechanism underlying amyloid 
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fibrillation and protein crystallization revealed by the effects of ultrasonication. Biochim. Biophys. Acta 1834(12), 
2640-2646, 2013. 

25. Kato Y., Yagi H., Kaji Y., Oshika T. and Goto Y. Benzalkonium chloride accelerates the formation of the amyloid 
fibrils of corneal dystrophy-associated peptides. J. Biol. Chem. 288(35), 25109-25118, 2013. 

26. Konuma T., Lee Y.-H., Goto Y. and Sakurai K. Principal component analysis of chemical shift perturbation data of a 
multiple-ligand-binding system for elucidation of respective binding mechanism. Proteins 81 (1), 107-118, 2013. 

27. Mukaiyama A., Nakamura T., Makabe K., Maki K., Goto Y. and Kuwajima K. Native-state heterogeneity of 
β2-microglobulin as revealed by kinetic folding and real-time NMR experiments. J. Mol. Biol. 425(2), 257-272, 
2013.  

28. Mukaiyama A., Nakamura T., Makabe K., Maki K., Goto Y. and Kuwajima K. The molten globule of 
β2-microglobulin accumulated at pH 4 and its role in protein folding. J. Mol. Biol. 425(2), 273-291. 2013.. 

29. Uesugi K., Ogi H., Fukushima M., So M., Yagi H., Goto Y. and Hirao M. Mechanisms of ultrasonically induced 
fibrillation of amyloid A 1 - 40 peptides. Jpn. J. Appl. Phys. 52, 07HE10, 2013. 

30. Ogi H., Fukushima M., Uesugi K., Yagi H., Goto Y. and Hirao M. Acceleration of deposition of Aβ(1-40) peptide on 
ultrasonically formed Aβ(1-42) nucleus studied by wireless quartz-crystal-microbalance biosensor. Biosens 
Bioelectron. 40(1), 200-205, 2013. 

31. Konuma T., Lee Y.-H., Goto Y. and Sakurai K. Principal component analysis of chemical shift perturbation data of a 
multiple-ligand-binding system for elucidation of respective binding mechanism. Proteins, 81(1), 107-118, 2013. 

32. Shimanouchi T., Shimauchi N., Ohnishi R., Kitaura N., Yagi H., Goto Y., Umakoshi H. and Kuboi R. Formation of 
spherulitic amyloid β aggregate by anionic liposomes. Biochem Biophys Res Commun. 426(2), 165-171, 2012. 

33. Yoshimura Y., Lin Y., Yagi H., Lee Y.-H., Kitayama H., Sakurai K., So M., Ogi H., Naiki H. and Goto Y. 
Distinguishing crystal-like amyloid fibrils and glass-like amorphous aggregates from their kinetics of formation. 
Proc. Natl. Acad. Sci. USA 109(36), 14446-11451, 2012.  

34. Yanagi K., Sakurai K., Yoshimura Y., Konuma T., Lee Y.-H., Sugase K., Ikegami T., Naiki H. and Goto Y. The 
monomer-seed interaction mechanism in the formation of the β2-microglobulin amyloid fibril clarified by solution 
NMR techniques. J. Mol. Biol. 422(3), 390-402, 2012. 

35. Chatani E., Yagi H., Naiki N. and Goto Y. Polymorphism of β2-microglobulin amyloid fibrils manifested by 
ultrasonication-enhanced fibril formation in trifluoroethanol. J. Biol. Chem. 28 (27), 22827-22837, 2012.  

36. Kamagata K., Kawaguchi T., Iwahashi Y., Baba A., Fujimoto K., Komatsuzaki T., Sambongi Y., Goto Y. and 
Takahashi S. Long-term observation of fluorescence of free single molecules to explore protein-folding energy 
landscapes. J. Am. Chem. Soc. 134(28), 11525-11532, 2012.  

37. Fukuhara A., Nakajima H., Miyamoto Y., Inoue K., Kume S., Lee Y.-H., Noda M., Uchiyama S., Shimamoto S., 
Nishimura S., Ohkubo T., Goto Y., Takeuchi T. and Inui T. Drug delivery system for poorly water-soluble compounds 
using lipocalin-type prostaglandin D synthase. J. Control Release, 159(1), 143-150, 2012.  

38. Chen J., Yagi H., Sormannic P., Vendruscolo M., Makabe K., Nakamura T., Goto Y. and Kuwajima K. Fibrillogenic 
propensity of the GroEL apical domain: a Janus-faced minichaperone. FEBS Letters, 586(8), 1120-1127, 2012.  

39. Suzuki M., Sakurai K., Lee Y.-H., Ikegami T., Yokoyama K. and Goto Y. A back hydrogen exchange procedure via 
the acid-unfolded state for a large protein. Biochemistry 51(28), 5564-5570, 2012.  

40. Kume S., Lee Y.-H., Miyamoto Y., Fukada H., Goto Y. and Inui T. Systematic interaction analysis of human 
lipocalin-type prostaglandin D synthase with small lipophilic ligands. Biochem. J. 446(2), 279-289, 2012.  

41. Teoh C. L., Yagi H., Griffin M. D., Goto Y. and Howlett G. J. Visualization of polymorphism in apolipoprotein C-II 
amyloid fibrils. J. Biochem. 149(1), 67-74, 2011.  

42. Konuma T., Chatani E., Yagi M., Sakurai K., Ikegami T., Naiki H. and Goto Y. Kinetic intermediates of 
2-microglobulin fibril elongation probed by pulse-labeling H/D exchange combined with NMR analysis. J. Mol. 

Biol. 405(3), 851-862, 2011.  
43. Konuma T., Kimura T., Matsumoto S., Goto Y., Fujisawa T., Fersht A. R. and Takahashi S. Time-resolved 

small-angle X-ray scattering study of the folding dynamics of barnase. J. Mol. Biol. 405(5), 1284-1294, 2011.  
44. Ozawa D., Hasegawa K., Lee Y.-H., Sakurai K., Yanagi K., Ookoshi T., Goto Y. and Naiki H. Inhibition of 

2-microglobulin amyloid fibril formation by 2-macroglobulin. J. Biol. Chem. 286(11), 9668-9676, 2011.  
45. Ozawa D., Kaji Y., Yagi H., Sakurai K., Kawakami T., Naiki N. and Goto Y. Destruction of amyloid fibrils of 

keratoepithelin peptides by laser irradiation coupled with amyloid-specific thioflavin T. J. Biol. Chem. 286(12), 
10856-10863, 2011.  

46. Kardos J., Micsonai A., Pál-Gábor H., Petrik E., Gráf L., Kovács J., Lee Y.-H., Naiki H. and Goto Y. Reversible 
heat-induced dissociation of β2-microglobulin amyloid fibrils. Biochemistry 50(15), 3211-3220, 2011.  

47. Yanagi K., Ashizaki M., Yagi H., Sakurai K., Lee Y.-H. and Goto Y. Hexafluoroisopropanol induces amyloid fibrils 
of islet amyloid polypeptide by enhancing both hydrophobic and electrostatic interactions. J. Biol. Chem. 286(27), 
23959-23966, 2011. 

48. Ogi H., Fukunishi Y., Yanagida T., Yagi H., Goto Y., Fukushima M., Uesugi K. and Hirao M. Seed-dependent 
deposition behavior of Aβ peptides studied with wireless quartz-crystal-microbalance biosensor. Anal. Chem. 83(12), 
4982-4988, 2011. 

49. Suetake I., Mishima Y., Kimura H., Lee Y.-H., Goto Y., Takeshima H., Ikegami T. and Tajima S. Characterization of 
DNA-binding activity in the N-terminal domain of the DNA methyltransferase Dnmt3a. Biochem. J. 437(1), 141-148, 
2011.  
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50. So M., Yagi H., Sakurai K., Ogi H., Naiki H. and Goto Y. Ultrasonication-dependent acceleration of amyloid fibril 

formation. J. Mol. Biol. 412(4), 568-577, 2011.  
51. Lee Y.-H., Ikegami T., Standley D. M., Sakurai K., Hase T. and Goto Y. Binding energetics of ferredoxin-NADP+ 

reductase with ferredoxin and its relation to function. ChemBioChem 12(13), 2062-2070, 2011.  
52. Babenko V., Harada T., Yagi H., Goto Y., Kuroda R. and Dzwolak W. Chiral superstructures of insulin amyloid 

fibrils. Chirality 23(8), 638-646, 2011. 
53. Sakurai K., Fujioka S., Konuma T., Yagi M. and Goto Y. A circumventing role for the non-native intermediate in the 

folding of β-lactoglobulin. Biochemistry 50(29), 6498–6507, 2011.  
54. Suzuki M., Yokoyama K., Lee Y.-H. and Goto Y. A two-step refolding of acid-denatured microbial transglutaminase 

escaping from the aggregation-prone intermediate. Biochemistry 50(47), 10390-10398, 2011.  
55. Negoro S., Shibata N., Tanaka Y., Yasuhira K., Shibata H., Hashimoto H., Lee Y.-H., Oshima S., Santa R., Oshima 

S., Mochiji K., Goto Y., Ikegami T., Nagai K., Kato D. I., Takeo M. and Higuchi Y. The three-dimensional structure 
of nylon hydrolase and the mechanism of nylon-6 hydrolysis. J. Biol. Chem. 287(7), 5079-5090, 2011.   

56. Hiramatsu H., Lu M., Matsuo K., Gekko K., Goto Y. and Kitagawa T. Differences in the molecular structure of 
2-microglobulin between two morphologically different amyloid fibrils. Biochemistry 49(4), 742-751, 2010. 

57. Morinaga A., Hasegawa K., Nomura R., Ookoshi T., Ozawa D., Goto Y., Yamada M. and Naiki H. Critical role of 
interfaces and agitation on the nucleation of A  amyloid fibrils at low concentrations of A  monomers. Biochim. 
Biophys. Acta 1804(4), 986-995, 2010. 

58. Huong V.T., Shimanouchi T., Shimauchi N., Yagi H., Umakoshi H., Goto Y. and Kuboi R. Catechol derivatives 
inhibit the fibril formation of amyloid-  peptides. J. Biosci. Bioeng. 109(6), 629-634, 2010. 

59. Yagi H., Ozawa D., Sakurai K., Kawakami T., Kuyama H., Nishimura O., Shimanouchi T., Kuboi R., Naiki H. and 
Goto Y. Laser-induced propagation and destruction of amyloid β fibrils. J. Biol. Chem. 285(25), 19660-19667, 2010. 

60. Ferkinghoff-Borg J., Fonslet J., Andersen C. B., Krishna S., Pigolotti S., Yagi H., Goto Y., Otzen D. and Jensen M. 
H. Stop-and-go kinetics in amyloid fibrillation. Phys. Rev. E 82, 010901, 2010. 

61. Chatani E., Ohnishi R., Konuma T., Sakurai K., Naiki N. and Goto Y. Pre-steady state kinetic analysis for the 
elongation of amyloid fibrils of β2-microglobulin with tryptophan mutagenesis. J. Mol. Biol. 400(5), 1057-1066, 
2010.  

62. Yamamoto K., Yagi H., Lee Y.-H., Kardos K., Hagihara Y., Naiki H. and Goto Y. Amyloid fibrils of the constant 
domain of immunoglobulin light chain. FEBS Lett. 584(15), 3348-3353, 2010. 

63. Yamaguchi T., Yagi H., Goto Y., Matsuzaki K. and Hoshino M. A disulfide-linked amyloid-beta peptide dimer forms 
a protofibril-like oligomer through a distinct pathway from amyloid fibril formation. Biochemistry 49(33), 
7100-7107, 2010. 

64. Yagi H., Takeuchi H., Ogawa S., Ito N., Sakane I., Hongo K., Mizobata T., Goto Y. and Kawata Y. Isolation of short 
peptide fragments from -synuclein fibril core identifies a residue important for fibril nucleation: a possible 
implication for diagnostic applications. Biochim. Biophys. Acta 1804(10), 2077-2087, 2010.  

 
 

1. Chatani E., Lee Y.-H., Yagi H., Yoshimura Y., Naiki N. and Goto Y. Ultrasonication establishes the equilibrium 
between production and breakdown leading to the minimum-sized amyloid fibrils. Proc. Natl. Acad. Sci. USA 
106(27), 11119–11124, 2009. 

2. Hoshino M., Katou H., Hagihara Y., Hasegawa K., Naiki H. and Goto Y. Mapping of the core of the 
2-microglobulin amyloid fibril by H/D exchange. Nature Struct. Biol. 9(5), 332-336, 2002. 

3. Hamada D., Segawa S. and Goto Y. Non-native -helical intermediate in the refolding of -lactoglobulin, a 
predominantly -sheet protein. Nature Struct. Biol. 3(10), 868-873, 1996. 

4. Shiraki K., Nishikawa K. and Goto Y. Trifluoroethanol-induced stabilization of the -helical structure of 
-lactoglobulin: Implication for non-hierarchical protein folding. J. Mol. Biol. 245(2), 180-194, 1995. 

5. Goto Y., Takahashi N. and Fink A. L. Mechanism of acid-induced folding of proteins. Biochemistry 29(13), 
3480-3488, 1990. 

6. Goto Y., Calciano L. J. and Fink A. L. Acid-induced folding of proteins. Proc. Natl. Acad. Sci. USA 87(2), 573-577, 
1990. 
 

2010-2015  
1. So, M., Yoshimura, Y. and Goto, Y. Ultrasonication-forced amyloid fibrillation of proteins. Advances in Organic 

Crystal Chemistry, Comprehensive Reviews 2015, Tamura, R., Miyata, M. (Eds.) pp. 15-29, Springer Japan 
(2015). 

2. Yoshimura Y., So M., Yagi H. and Goto Y. Review: Ultrasonication, an efficient agitation for accelerating the 
supersaturation-limited amyloid fibrillation of proteins. Jpn. J. Appl. Phys. 52, 07HA01 (2013). 

3. Sasahara K. and Goto Y. Review: Application and use of differential scanning calorimetry in studies of thermal 
fluctuation associated with amyloid fibril formation. Biophys. Rev. 5, 259-269 (2013). 

4. Lee Y.-H. and Goto Y. Review: Kinetic intermediates of amyloid fibrillation studied by hydrogen exchange 
methods with nuclear magnetic resonance. Biochim. Biophys. Acta 1824(12), 1307-1323 (2012). 
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5. Lee Y.-H., Kume S., Inui T. and Goto Y. A calorimetric approach with structure-based thermodynamics for 

molecular interactions. Netsu Sokutei 38(5), 165-173 (2011). 
6. Ban T. and Goto Y. Real-time observation of amyloid-  fibril growth by total internal reflection fluorescence 

miscroscopy. Protein Misfolding Disease (eds. Ramirez-Alvarado, M., Kelly, J. & Dobson, C.) (John Wiley & 
Sons) pp. 699-709 (2010). 

 
2010-2015  

  

 

 
 

 

 
 
 

 
2010-2015  

 
4  

 
2010-2015  

-
1.  The 23rd International Union of Biochemistry and Molecular Biology (IUBMB) Congress. Foz do Iguaçu, Brazil, 

August 24 28, 2015; IUBMB-SBBq Satellite Symposium: Frontiers in Protein Misfolding in Neurodegenerative 
Diseases and Cancer. Rio de Janeiro, Brazil, August 30 31, 2015. 

2. SFB1035 Conference on Conformational Transitions in Proteins. Venice International University, Venice, Italy, May 
3-6, 2015. 

3. The First Trilateral Workshop for Frontier Protein Studies. Peking University, China, April 23 25, 2015. 
4. JSPS Japan-Hungary Joint Seminar “Mechanism and regulation of aberrant protein aggregation”, IPR, Osaka 

University, Nov. 17-21, 2014. 
5. Chemistry Mini-Symposium, New York University Abu Dhabi, Abu Dhabi, UAE, October 30, 2014. 
6. 15th International Union of Biochemistry and Molecular Biology, Taipei, Taiwan, October 23, 2014. 
7. International Biophysics Congress, Brisbane, Australia, August 6, 2014. 
8. Joint Congress of ACTS-2014 and CGOM11, Nara, June 17-20, 2014. 
9. The Asian Pacific Prion Symposium (APPS), Huis Ten Bosch, Nagasaki, July 22, 2013. 
10. BioComplex-Taiwan, National Taiwan University, Taipei, July 19, 2013. 
11. AWEST2013 (The 1st Awaji International Workshop on Electron Spin Science & Technology: Biological and 

Materials Science Oriented Applications), Awaji Yumebutai, June 17, 2013. 
12. International Symposium on Protein Folding and its Biological Significance. Okazaki Conference Center, Okazaki, 

March 4-6, 2013. 
13. USE 2012 (The 33rd Symposium on Ultrasonic Electronics), Chiba Univ., Chiba, Nov. 13-15, 2012. 
14. IGER International Symposium on Science of Molecular Assembly and Biomolecular Systems 2012. Nagoya 

University, Nagoya, September 4-5, 2012. 
15. Albert Szent Györgyi Lecture. Open Laboratory of Protein Science, Eötvös Loránd University, Budapest, Hungary, 

August 28, 2012. 
16. The 15th International Congress on Thermal Analysis and Calorimetry. Kinki University, Higashi-Osaka, August 

20-24, 2012. 
17. The 3rd Symposium on Structure and Folding of Disease Related Proteins. Seoul National University, Seoul, Korea, 

July 6, 2012. 
18. The 12th Annual Meeting of the Protein Science Society of Japan. Workshop: Impact of supersaturation on protein 

science. Nagoya Congress Center, Nagoya, June 20, 2012. 
19. The 7th International Symposium of the Institute Network. June 14-15, 2012, Tohoku Univ., Sendai 
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20. 1st KRIBB International & 3rd Asia-Pacific Symposium on Intrinsically Unfolded Proteins. KRIBB, Daejeon, Korea, 

June 4-5, 2012. 
21. The First Korean Protein Society Symposium. Seoul National University, Seoul, Korea, September 23, 2011. 
22. International Symposium of the Protein Society of Thailand. Chulabhorn Conference Center, Bangkok, Thailand, 

August 31, 2011. 
23. 10th KIAS Conference on Protein Structure and Function. Seoul, Korea, September 30- October 2, 2010. 
24. Gordon Research Conference: Protein Folding Dynamics. Ventura, USA, January 10-15, 2010. 
 

 - WS 2010-2015  
1. -

2015 9 19  
2. 3

KKR 2015 8 21  
3. 2 KKR 2014 8 22  
4. 19 2014 6 2  
5. 2 2014 3 29  
6. 117 2013

4 5  
7. 50

2011 10 8  
8. 2011

2011 9 21  
9. 12 Pharmaco-Hematology Symposium 2011 6 17  
10. 11

2011 6  
11. 2011 3 25  
 

 
10 20  

 
 

 
1. 5360447  2012-119133

2012 5 25 2013 9 13
 

2. 2010-173225
2010 7 31  

 
2010-2015  

 
 

2.   
3.  
4.  
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2015  
6 1  
5 0  
1  

0  
 

 
2015 5 1 5 0 1  
2014 3 1 7 0 0  

1  
2013 3 0 6 1 1  
2012 2 0 9 1 0  
2011 4 0 8 0 1 1  
2010 3 0 5 0 0  
 

 
4  0 16  1  

 
 

2015 0  
2014 1  
2013 1  
2012 1  
2011 3  
2010 3  
 

 

 
 

( )  

 
30  

 

1. Biochim. Biophys. Acta, Proteins and Proteomics: Section Editor, 2000-2005, 2014-; Executive Editor, 2008 -2013 
2. Protein Science: Editorial Advisory Board: 2003 - 
3. J. Biochem.: Advisory Board: 2003-2007; Associate Editor: 2008 -2009 
4. J. Biol. Chem.: Editorial Board: 2010-2015 
 

 
Protein Society 

 

Asia Pacific Protein Association, President, 2010-2011; The Protein Society, Executive Council, 2007 -2011. 
2001-2006, 2007-2011, 2013- 2007-2008

2004-2005, 2009-2010, 2013-2014 
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2010 2014 
2013  

 
 

 

1. 2014 International Biophysics Congress, Brisbane, Australia, Aug. 6, 2014, Program committee 
2. The 4th Asian Pacific Protein Association Conference, May 17-20, 2014, Program committee 
3. The 12th Annual Meeting of the Protein Science Society of Japan. Workshop: Impact of supersaturation on protein 

science. Nagoya Congress Center, Nagoya, June 20, 2012, , Organizer 
4. The 10th Annual Meeting of the Protein Science Society of Japan. Symposium: International Cooperation Toward 

Promoting Protein Science , June 17, 2010, Organizer 
 

1. Mechanism and regulation of aberrant 
protein aggregation 2014 11 17-21  

2. Exploring the New Horizons of Protein Folding and Misfolding Studies 2012 6 18
 

3. Impact of supersaturation on protein science 2012 6 18  
4. 2011 4 27-28  
5. 2010 9 17-18  
6. 2010 6 14

 
 

 
 

(2012 ) (2010 2014) (08
11) (08-)
(08-) (10-) (MEI)
(10-)  
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10-15  

 
1. Nakamura K, Kogame T, Oshiumi H, Shinohara A, Sumitomo Y, Agama K, Pommier Y, Tsutsui KM, Tsutsui K, 

Hartsuiker E, Ogi T, Takeda S, and Taniguchi Y. Collaborative Action of Brca1 and CtIP in Elimination of Covalent 
Modifications from Double-Strand Breaks to Facilitate Subsequent Break Repair. PLoS Genetics, 4, e1000828, 2010. 
CI=24. 

2. Nishant, K.T., Chen, C., Shinohara, M., Shinohara, A.  and E. Alani. Genetic analysis of baker’s yeast Msh4-Msh5 
reveals a threshold crossover level for meiotic viability. PLoS Genetics, 6, e1001083, 2010 CI=12. 
 Zhu, Z., Mori, D., Oshiumi, H., Matsuzaki, K., Shinohara, M. and A. Shinohara. Cyclin-dependent kinase (CDK) 

 

 

 

 

 

 

 

 

12.  

 
1. Shinohara, A., Ogawa H. and T. Ogawa.  Rad51 protein involved in recombination and repair in S. cerevisiae is a 

RecA-like protein.  Cell, 69. 457-470. 1992, CI=900. 
2. Ogawa, T., Yu, X., Shinohara, A. and E. Egelman.  The filament formed by the yeast Rad51 protein has a similar 

structure to the bacterial RecA filament.  Science, 258, 1896-1899. 1993, CI=510. 
3. Shinohara, A., Ogawa, H., Mastuda, Y. Ushio, N., Ikeo, K. and T. Ogawa.  Human and mouse homologues of 

recombination genes of S. cerevisiae RAD51 and E. coli recA.  Nature Genetics, 4, 239-243. 1993, CI=434. 
4. Shinohara, A. and T. Ogawa.  Stimulation of Rad51-mediated recombination by Rad52 in S. cerevisiae.  Nature, 

391, 404-407. 1998, CI=311. 
5. Hayase, A., Takagi, M., Miyazaki, T., Oshiumi, H., Shinohara, M. and A. Shinohara.  A protein complex containing 

Mei5 and Sae3 promotes the assembly of the meiosis-specific RecA homolog Dmc1.  Cell, 119. 927-940. 2004, 
CI=63. 

6. Shinohara, M., Oh, S.D., Hunter, N. and A. Shinohara. Crossover assurance and crossover interference are distinctly 
regulated by the ZMM proteins during yeast meiosis.  Nature Genet. 40, 299-309, 2008. CI=64. 

 
10-15  

 
 

10-15  
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10-15  

 
 

 
(2009) 
(1992) 

 
10-15  

-  
 
 
 
  GRC meeting on Genomic Instability, Hong Kong, China. July 6-11, 2014

5.  GRC meeting on Meiosis, New London, NH, USA. June 3-8, 2014 
6.  Abcam meeting on Recombination mechansisms, Alicante, Spain, May 19-23, 2014 
7.  EMBO workshop on Meiosis, Dresden, Germany, September 16-23, 2013 
8.  FASEB meeting on recombination and genome arrangement, Steamboat, USA, July 21-26, 2013 
9.  Seminar at Academia Sinica, Taipei, Taiwan, April 13-14, 2013 
10. Keystone Symposia on DNA replication and recombination, Keystone, CO, USA Feb 26-Mar. 4, 2013 
11. GRC meeting on Meiosis, New London, NH, USA. June 3-8, 2012 
12. FASEB meeting on recombination and genome arrangement, Steamboat, USA, August 2-8, 2011 
13. Keystone Symposia on DNA replication and recombination, Keystone, CO, USA Feb 26-Mar. 4, 2011 
14. Seminar at UC Davis, USA, June 19, 2010 
15. GRC meeting on Meiosis, New London, NH, USA. June 13-17, 2010 
16. EMBO workshop on recombination and connection to sumo and ubiqutin module, Il Cicco, Italy, May 19-21, 2010 
 

 - WS  
 

 
 

2015 7 3  
2014 5 3  
2013 8 5  
2012 6 2  
2011 11 8  
2010 2 3  
 

 

 
10-15  

 

10-15  
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2015  
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2014 3 3 1 1  
2013 3 3 0 0  
2012 3 3 2 0  
2011 3 3 4 0  
2010 4 3 2 0  
 

 
4 3 5  0  

 
2015 2  
2014 3  
2013 4  
2012 4  
2011 4  
2010 4  
 

10-15  
, 04-08 ( 08-) 08- ) 

 II 04- 13,14 10-  
I ( ), VII, X( ) 
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2015 9
(2014 11  

(2014 10   
(2014 10   
(2014 10  

(2013 9  
(2013 11  
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- (2013 10  

(2013 9  
(2013 6  

2013 6
2013 5

(2012 12  

2012 ( ) 
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(2012 5,6,7

(2011 12  
(2011 3
(2010 3  

(2010 10
(2010 12  

 
Cell, Nature, Science, Nature Cell Biol., Nature Genet., Dev. Cell, Genes & Dev., EMBO J., J. Cell. Biol., PNAS, PLoS 
Genetics, PLoS Biology, J. Cell. Sci., Science Translational Medicine, Genetics, J. Mol. Biol., Genes-to-Cells, NAR., 
PLoS One, J. Biochem., FEBS. J., J. Mol. Evol., 

 
Genes-to-Cells (Associate Editor, 2009-) 
Genes & Genetic Systems (Associate Editor, 2009-2011) 
 

 
 

 
 

 13- 35 (11-12); 
(08-10, 12-) (11-12)

07-09   08-10 (09-11);
 (08-09) 

 
 

( ) 09-  
 

 
 

 
1. The 8th 3R (replication, repair and recombination) meeting, Nov. 17-21, 2014, Tsumago, Japan. 

 
2. The 7h 3R (replication, repair and recombination) meeting, Oct. 26-30, 2010, Toyama, Japan.  
 

 
1.  2014 3 14-15  
2. 2011 1 12-14  
3. DNA 2008 3 5-6  
 

 
 

(08-10) DNA (08-) DNA 12-14 , (08-12)
(05-12) (05-11) 
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1. Yamada, M., and Sekiguchi, K. Molecular basis of laminin-integrin interactions. Current Topics in 
Membranes, in press. 

2. Sasaki, K., Yokobayashi, S., Nakamura, T., Okamoto, I., Yabuta, Y., Kurimoto, K., Ohta, H., Moritoki, Y., 
Iwatani, C., Tsuchiya, H., Nakamura, S., Sekiguchi, K., Sakuma, T., Yamamoto, T., Mori, T., Woltjen, K., 
Nakagawa, M., Yamamoto, T., Takahashi, K., Yamanaka, S., and Saitou, M. Robust in vitro induction of human 
germ cell fate from pluripotent stem cells. Cell Stem Cell, in press. 

3. Nakamura, T., Yabuta, Y., Okamoto, I., Aramaki, S., Yokobayashi, S., Kurimoto, K., Sekiguchi, K., Nakagawa, 
M., Yamamoto, T., and Saitou, M. SC3-seq: a method for highly parallel and quantitative measurement of 
single-cell gene expression. Nucleic Acids Res., 43, e60. doi: 10.1093/nar/gkv134, 2015. 

4. Li, X., Qian, H., Takizawa, M., Koga, H., Tsuchisaka, A., Ishii, N., Hayakawa, T., Ohara, K., Sitaru, C., 
Zillikens, D., Sekiguchi, K., Hirako, Y., and Hashimoto, T. N-linked glycosylation on laminin γ1 influences 
recognition of anti-laminin γ1 pemphigoid autoantibodies. J. Dermatol. Sci., 77, 125-129, 2015. 

5. Kurata, Y., Futaki, S., Nakano, I., Tanemura, A., Murota, H., Katayama, I., and Sekiguchi, K. Isolation and 
characterization of sweat gland myoepithelial cells from human skin. Cell Struct. Funct., 89, 101-112, 2014. 

6. Yoshino, T., Saito, D., Uchiyama, C., Atsuta, R., Sekiguchi, K.,  and Takahashi, Y.  Interepithelial signaling 
with nephric duct is required for the formation of overlying coelomic epithelial cell sheet. Proc. Natl. Acad. Sci. 
USA., 111, 6660-6665, 2014. 

7. Doi, D., Samata, B., Katsukawa, M., Kikuchi, T., Morizane, A., Ono, Y., Sekiguchi, K., Nakagawa, M., Parmar, 
M., and Takahashi, J.  Isolation of human induced pluripotent stem cell-derived dopaminergic progenitors by 
cell sorting for successful transplantation.  Stem Cell Rep., 2, 337-350, 2014. 

8. Nakagawa, M., Taniguchi, Y., Senda, S., Takizawa, N., Ichisaka, T., Asano, K., Morizane, A., Doi, D., 
Takahashi, J., Nishizawa, M., Yoshida, Y., Toyoda, T., Osafune, K., Sekiguchi, K., and Yamanaka, S.  A novel 
efficient feeder-free culture system for the derivation of human induced pluripotent stem cells. Sci. Rep. 4, 3594. 
doi: 10.1038/srep03594, 2014. 

9. Yamada, M., and Sekiguchi, K. Disease-associated single amino acid mutation in the calf-1 domain of integrin 
α3 leads to defects in its processing and cell surface expression. Biochem Biophys Res Commun., 441, 988-993, 
2013. 

10. Jeong, S., Luo, R., Singer, K., Kreidberg, J., Shimono, C., Kiyozumi, D., Sekiguchi, K., and Piao, X. GPR56 
functions synergistically with 3 1 integrin in regulating cerebral cortical development. PLoS One, 8, e68781. 
doi: 10.1371/journal.pone.0068781, 2013. 

11. Yamada, M., Mugnai, G., Serada, S., Yagi, Y., Naka, T., and Sekiguchi, K. Substrate-attached materials are 
enriched with tetraspanins and are analogous to the structures associated with rear-end retraction in migrating 
cells.  Cell Adh. Migr. 7, 1-11, 2013. 

12. Sato, Y., Shimono, C., Li, S., Nakano, I., Norioka, N., Sugiura, N., Kimata, K., Yamada, M., and Sekiguchi, K.  
Nephronectin binds to heparan sulfate proteoglycans via its MAM domain. Matrix Biol., 32, 188-195, 2013. 

13. Sotiropoulou, P. A., Karambelas, A. E., Debaugnies, M., Candi, A., Bouwman, P., Moers, V., Revenco, T., 
Rocha, A. S., Sekiguchi, K., Jonkers, J., and Blanpain, C. BRCA1 deficiency in skin epidermis leads to selective 
loss of hair follicle stem cells and their progeny. Genes Dev., 27, 39-51, 2013. 

14. Song, X., Sato, Y., Sekiguchi, K.  Tanaka, H., and Ohta, K. Equarin is involved in cell adhesion via heparan 
sulfate proteoglycan during lens development. Dev. Dyn., 242, 23-29, 2013. 

15. Nasu, M., Takata, N., Danjo, T., Sakaguchi, H., Kadoshima, T., Futaki, S., Sekiguchi, K., Eiraku, M., and Sasai, 
Y. Robust formation and maintenance of continuous stratified cortical neuroepithelium by laminin-containing 
matrix in mouse ES cell culture. PLoS One, 7, e53024. doi: 10.1371/journal.pone.0053024, 2012. 

16. Miyazaki, T., Futaki, S., Suemori, H., Taniguchi, Y., Yamada, M., Kawasaki, M., Hayashi, M., Kumagai, H., 
Nakatsuji, N., Sekiguchi, K., and Kawase, E. Laminin E8 fragments support efficient adhesion and expansion of 
dissociated human pluripotent stem cells. Nature Commun., 3, 1236. doi: 10.1038/ncomms2231, 2012.  

17. Inagaki, F. F., Tanaka, M., Inagaki, N. F., Yagai, T., Sato, Y., Sekiguchi, K., Oyaizu, N., Kokudo, N., and 
Miyajima, A.  Nephronectin is upregulated in acute and chronic hepatitis and aggravates liver injury by 
recruiting CD4 positive cells.  Biochem. Biophys. Res. Commun., 430, 751-756, 2012. 

18. McKee, K. K., Yang, D. H., Patel, R., Chen, Z. L., Strickland, S., Takagi, J., Sekiguchi, K., and Yurchenco, P. D.  
Schwann cell myelination requires integration of laminin activities.  J. Cell Sci., 125, 4609-4619, 2012. 

19. Nakano, T., Ando, S., Takata, N., Kawada, M., Muguruma, K., Sekiguchi, K., Saito, K., Yonemura, S., Eiraku, 
M., and Sasai, Y.  Self-formation of optic cups and storable stratified neural retina from human ESCs. Cell 
Stem Cell, 10, 771-785, 2012. 
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21. Sato-Nishiuchi, R., Nakano, I., Ozawa, A., Sato, Y., Takeichi, M., Kiyozumi, D., Yamazaki, K., Yasunaga, T., 
Futaki, S., and Sekiguchi, K.  Polydom/SVEP1 is a ligand for integrin 9 1. J. Biol. Chem., 287, 25615-25630, 
2012. 

22. Kiyozumi, D., Takeichi, M., Nakano, I., Sato, Y., Fukuda, T., and Sekiguchi, K. Basement membrane assembly 
of the integrin 8 1 ligand nephronectin requires Fraser syndrome-associated proteins. J. Cell Biol., 197, 
677-689, 2012. 

23. Fujita, M., Ieguchi, K., Davari, P., Yamaji, S., Taniguchi, Y., Sekiguchi, K., Takada, Y. K., and Takada, Y.  
Cross-talk between integrin α6β4 and insulin-like growth factor-1 receptor (IGF1R) through direct α6β4 binding 
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Biol. Chem., 287, 12491-12500, 2012. 

24. Sengle, G., Tsutsui, K., Keene, D. R., Tufa, S. F., Carlson, E. J., Charbonneau, N. L., Ono, R. N., Sasaki, T., 
Wirtz, M. K., Samples, J. R., Fessler, L. I., Fessler. J.H., Sekiguchi, K., Hayflick, S. J., and Sakai, L. Y.  
Microenvironmental regulation by fibrillin-1. PLoS Genet., e1002425, 2012. 

25. Fusaoka-Nishioka, E., Shimono, C., Taniguchi, Y., Togawa, A., Yamada, A., Inoue, E., Onodera, H., Sekiguchi, 
K., and Imai, T. Differential effects of laminin isoforms on axon and dendrite development in hippocampal 
neurons. Neurosci. Res., 71, 421-426, 2011. 

26. Saito, M., Kurokawa, M., Oda, M., Oshima, M., Tsutsui, K., Kosaka, K., Nakao, K., Ogawa, M., Manabe, R., 
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ADAMTSL6  rescues fibrillin-1 microfibril disorder in Marfan syndrome mouse model through the promotion 
of fibrillin-1 assembly. J. Biol. Chem., 286, 38602-38613, 2011. 

27. Vissers, L. E. L. M., Cox, T. C., Maga, M., Short, K., Wiradjaja, F., Janssen I. M., Jehee, F., Bertola, D., Liu, J., 
Yagnik, G., Sekiguchi, K., Kiyozumi, D., van Bokhoven H., Marcelis, C., Cunningham, M. L., Anderson, P. J., 
Boyadjiev, S., Passos-Bueno, M. R., Veltman, J. A., Smyth, I., Buckley, M. F., and Roscioli, T. Heterozygous 
mutations of FREM1 are associated with an increased risk of isolated metopic craniosynostosis in humans and 
mice. PLoS Genet., e1002278, 2011.  

28. Kiyozumi, D., Nakano, I., Takahashi, K. L., Hojo, H., Aoyama, H., and Sekiguchi, K.  Fused pulmonary lobes 
is a rat model of human Fraser syndrome.  Biochem. Biophys. Res. Commun., 411, 440-444, 2011. 

29. Goyal, A., Pal, N., Concannon, M., Paul, M., Doran, M., Poluzzi, C., Sekiguchi, K., Whitelock, J. M., Neill, T., 
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25947-25962, 2011. 

30. Kiyozumi, D., Osada, A., Sugimoto N., Weber, C. N., Ono, Y., Imai, T., Okada, A., and Sekiguchi, K.  
Identification of genes expressed during hair follicle induction. J. Dermatol., 38, 674-679, 2011. 

31. Xhabija, B., Taylor, G. S., Fujibayashi, A., Sekiguchi, K., and Vacratsis, P. O.  Receptor mediated endocytosis 
8 is a novel PI(3)P binding protein regulated by myotubularin-related 2. FEBS Lett., 585, 1722-1728, 2011. 

32. Mori, T., Kariya, Y., Komiya, E., Higashi, S., Miyagi, Y., Sekiguchi, K., and Miyazaki, K.  Downregulation of 
a newly identified laminin, laminin-3B11, in vascular basement membranes of invasive human breast cancers.  
Cancer Sci., 102, 1095-1100, 2011. 

33. Eiraku, M., Takata, N., Ishibashi, H., Kawada, M., Sakakura, E., Okuda, S., Sekiguchi, K., Adachi, T., and Sasai, 
Y.  Self-organizing optic-cup morphogenesis in three-dimensional culture.  Nature, 472, 51-56, 2011. 
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38. Carney, T. J., Feitosa, N. M., Sonntag, C., Slanche, K., Kluger, J., Kiyozumi, D., Gebauer, J., Talbot, J. C., 
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39. Shimono, C., Manabe, R., Yamada, T., Fukuda, S., Kawai, J., Furutani, Y., Tsutsui, K., Ikenaka, K., Hayashizaki, 

Y., and Sekiguchi, K.  Identification and characterization of nCLP2, a novel Clq family protein expressed in the 
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 1. Miyazaki, T., Futaki, S., Suemori, H., Taniguchi, Y., Yamada, M., Kawasaki, M., Hayashi, M., Kumagai, H., 
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 2. Kiyozumi, D., Takeichi, M., Nakano, I., Sato, Y., Fukuda, T., and Sekiguchi, K. Basement membrane assembly of 
the integrin 8 1 ligand nephronectin requires Fraser syndrome-associated proteins. J. Cell Biol., 197, 677-689, 
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extracellular matrix proteins. Proc. Natl. Acad. Sci. USA, 105, 12849-12854, 2008. 

 4. Ido, H., Nakamura, A., Kobayashi, R., Ito, S., Li, S., Futaki, S., and Sekiguchi, K. The requirement of the 
glutamic acid residue at the third position from the carboxyl termini of the laminin γ chains in integrin binding by 
laminins. J. Biol. Chem., 282, 11144-11154, 2007. 

 5. Sekiguchi, K., and Hakomori, S. Functional domain structure of fibronectin. Proc. Natl. Acad. Sci. USA, 77, 
2661-2665, 1980. 

 
Kiyozumi, D., Sato-Nishiuchi, R., Sekiguchi, K.  In situ detection of integrin ligands.  Curr. Protoc. Cell Biol., 
65: 10.19.1-10.19.17, 2014. 
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  JB (1997) 
 

 
-  

1. Sekiguchi, K. Laboratory of Cell and Developmental Biology, NIDCR, NIH, Bethesda, MD, USA, October 17,
2014 

2. Sekiguchi, K. Load to the clinic (Panel Discussion). Ninth Annual Translational Stem Cell Research Conference, 
New York, USA, October 22, 2014 

3. 9th World Biomaterials Congress, Chengdu, China, June 1-5, 2012 
4. 7th International Conference on Proteoglycans, Sydney, Australia, October 17, 2011 
5. Biennial Meeting of the American Society for Matrix Biology, Charleston, SC, USA, October 26, 2010 
6. Shriners Research Center Seminar, Oregon Health & Science University,  Portland, OR, USA, October 22, 

2010 
7. International Symposium on Basement Membranes in Tissue Development and Regeneration, Nashville, TN, 

USA, July 8, 2010 
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( )  

 

 
J. Biol. Chem., J. Cell Biol., Mol.Biol. Cell, Genes-to-Cells, J. Mol. Histol., BMC Evo.Biol., Cell Struct. Funct., 
Cancer Sci., PLoS ONE, J. Med. Genet., J. Invest. Dermatol., Cell Adh. Migr., Int. J. Dev. Biol. 

 
 

Regenerative Biomaterials (Editorial Board; 2014-) 
Cell Structure and Function ( 2007-2008, 2011-) 
Cell Adhesion and Migration (Editorial Board; 2007-) 
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International Symposium on Neuro-Vascular Wiring, November 12-13, 2012, Nara, Japan; 
Eighth Pan Pacific Connective Tissue Societies Symposium, June 4-7, 2009, Zushi, Japan;

The 20th IUBMB International Congress of Biochemistry and Molecular Biology, June 18-23, 2006, Kyoto, Japan;

The 11th  International Symposium on Basement Membranes, March 6-7, 2003, Chiba, Japan;
Third Congress of the Asian-Pacific Organization for Cell Biology, August 24-28, 1998, Osaka, Japan; 
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1. Sakakibara K, Eiyama A, Suzuki SW, Sakoh-Nakatogawa M, Okumura N, Tani M, Hashimoto A, Kondo-Okamoto 
N, Kondo-Kakuta C, Asai E, Kirisako H, Nakatogawa H, Kuge O, Takao T, Ohsumi Y, Okamoto K (2015) 
Functional Link between Atg32-mediated Mitophagy and Phospholipid Methylation. EMBO J, in press. 

2. Asahina Y , Komiya S, Ohagi A, Fujimoto R, Tamagaki H, Nakagawa K, Sato T, Akira S, Takao T, Ishii A, 
Nakahara Y, Hojo H (2015) Chemical Synthesis of O-Glycosylated Human Interleukin-2 by the Reverse Polarity 
Protection Strategy. Angewandte Chemie, International Edition in English, 54, 8226-8230 

3. Yamamoto H, Awada C, Matsumoto S, Kaneiwa T, Sugimoto T, Takao T, and Kikuchi A (2015) Basolateral 
secretion of Wnt5a in polarized epithelial cells is required for apical lumen formation. Journal of Cell Science, 
129, 1051-1063 

4. Iwasa C, Tonozuka T, Shinoda M , Sagane Y, Niwa K, Watanabe T, Yoshida H, Kamitori S, Takao T, Oguma K, 
and Nishikawa A. (2014) Purification, crystallization and preliminary X-ray analysis of an HA17-HA70 
(HA2-HA3) complex from Clostridium botulinum type C progenitor toxin. 
Acta Crystallographica F. Structural Biology and Crystallization Communications, 70, 64-67 

5. Okumura N, Tsujihara M , Momohara C , Yoshioka I , Suto K , Nonomura N , Okuyama A , Takao T. (2013) 
Diversity in protein profiles of individual calcium oxalate kidney stones.  PLoS One. 8, e68624 

6. Asahina Y , Kamitori S , Takao T , Nishi N , Hojo H (2013) Chemoenzymatic Synthesis of the Immunoglobulin 
Domain of Tim-3 Carrying a Complex-Type N-Glycan by Using a One-pot Ligation. Angew Chem Int Ed Engl. 
52(37):9733-9737.  

7. Kimura M , Okumura N , Kose S , Takao T , Imamoto N (2013) Identification of cargo proteins specific for 
importin-β with importin-α applying a stable isotope labeling by amino acids in cell culture (SILAC)-based in 
vitro transport system. J Biol Chem 288:24540-24549  

8. Yamamoto H, Awada C, Hanaki H , Sakane H , Tsujimoto I , Takahashi Y , Takao T , and Kikuchi A (2013) The 
apical and basolateral secretion of Wnt11 and Wnt3a in polarized epithelial cells is regulated by different 
mechanisms. Journal of Cell Science, 126, 2931-2943 

9. Yasui H , Yamazaki CM , Nose H , Awada C , Takao T , Koide T (2013) Potential of collagen-like triple helical 
peptides as drug carriers: Their in vivo distribution, metabolism and excretion profiles in rodents. Biopolymers 
doi: 10.1002/bip.22234   

10. Kimura M , Kose S , Okumura N , Imai K , Furuta M , Sakiyama N , Tomii K , Horton P, Takao T , Imamoto N. 
(2013) Identification of cargo proteins specific for the nucleocytoplasmic transport carrier transportin by 
combination of an in vitro transport system and stable isotope labeling by amino acids in cell culture 
(SILAC)-based quantitative proteomics. Mol Cell Proteomics 12,145-157. 

11. Aoki M , Suto K , Komastu M , Kamimura A , Morishita K , Yamasaki M , Takao T. (2012) Increasing effect of an 
oral intake of L-hydroxyproline on the soluble collagen content of skin and collagen fragments in rat serum. Biosci 
Biotechnol Biochem.76, 1242-1244  

12. Fukuda M, Takao T (2012) Quantitative Analysis of Deamidation and Isomerization in 2-Microglobulin by 18O 
Labeling. Anal. Chem. 84, 10388-10394 

13. Lahiri S, Takao T, Devi PG, Ghosh S, Ghosh A, Dasgupta A, Dasgupta D. (2012) Association of aureolic acid 
antibiotic, chromomycin A3 with Cu(2+) and its negative effect upon DNA binding property of the antibiotic. 
Biometals. 25, 435-450  

14. Kim C, Aono S, Marubashi S, Wada H, Kobayashi S, Eguchi H, Takeda Y, Tanemura M, Okumura N, Takao T, 
Doki Y, Mori M, Nagano H. (2012) Significance of Alanine Aminopeptidase N (APN) in Bile in the Diagnosis of 
Acute Cellular Rejection After Liver Transplantation. J Surg Res. 175, 138-148. 

15. Betancourt LH, Sánchez A, Pérez Y, Fernandez de Cossio J, Gil J, Toledo P, Iguchi S, Aimoto S, González LJ, 
Padrón G, Takao T, Besada V. (2011) Charge state-selective separation of peptides by reversible modification of 
amino groups and strong cation-exchange chromatography: evaluation in proteomic studies using peptide-centric 
database searches. J. Proteomics. 74(10): 2210-3. 

16. Hanke GT, Satomi Y, Shinmura K, Takao T, Hase T. (2011) A screen for potential ferredoxin electron transfer 
partners uncovers new, redox dependent interactions. Biochim Biophys Acta. 1814(2):366-74. 

17. Konishi K, Yamamoto H, Mimori K, Takemasa I, Mizushima T, Ikeda M, Sekimoto M, Matsuura N, Takao T, 
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Doki Y, Mori M. (2010) Expression of C4.4A at the invasive front is a novel prognostic marker for disease 
recurrence of colorectal cancer. Cancer Sci. 101(10):2269-77. 

18. Mishiro-Sato E, Sasaki K, Matsuo T, Kageyama H, Yamaguchi H, Date Y, Matsubara M, Ishizu T, 
Yoshizawa-Kumagaye K, Satomi Y, Takao T, Shioda S, Nakazato M, Minamino N. (2010) Distribution of 
neuroendocrine regulatory peptide-1 and -2, and proteolytic processing of their precursor VGF protein in the rat. J 
Neurochem. 114(4):1097-106. 

19. Awada, C., Sato, T., Takao, T. (2010) Affinity-Trap Polyacrylamide Gel Electrophoresis: A Novel Method of 
Capturing Specific Proteins by Electro-Transfer. Anal. Chem. 82, 755–761. 

 
 

 
1. Takada R, Satomi Y, Kurata T, Ueno N, Norioka S, Kondoh H, Takao T, and Takada S. Mono-unsaturated Fatty 

Acid Modification of Wnt Protein: Its Role in Wnt Secretion. Dev. Cell, 11, 791-801, 2006. 
2. Ichimura, Y., Kirisako, T., Takao T., Satomi, Y., Shimonishi, Y., Ishihara, N., Mizushima, N., Ishii, T., Ohsumi, M., 

Noda, T., and Ohsumi, Y. Ubiquitination-like system mediates novel protein-lipidation. Nature 408, 488-492, 
2000. 

3. Shimizu, T., Hozumi, K., Horiike, S., Nunomura, K., Ikegami, S., Takao T., and Shimonishi, Y.: A Covalently 
Cross-Linked Histone Heterodimer in Starfish. Nature 380, 32, 1996. 

4. Kokame, K., Fukada, Y., Yoshizawa, T., Takao T., and Shimonishi, Y.: Lipid Modification at the N Terminus of 
Photoreceptor G-Protein α-Subunit. Nature 359, 749-751, 1992. 

5. Takao T., Gonzalez, J., Yoshidome, K., Sato, K., Asada, T., Kammei, Y., and Shimonishi, Y.: Automatic 
Precursor-Ion Switching in a Four-Sector Tandem Mass Spectrometer and Its Application to Acquisition of the 
MS/MS Product Ions Derived from a Partially 18O-Labeled Peptide for Their Facile Assignments. Anal. Chem. 
65, 2394-2399, 1993. 

6. Fukada, Y., Takao T., Ohguro, H., Yoshizawa, T., Akino, T., and Shimonishi, Y.: Farnesylated γ-Subunit of 
Photoreceptor G Protein Indispensable for GTP-Binding. Nature 346, 658-660, 1990. 
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10-15  
-  

1. HUPO2013 Pre-congress Training Course: "Modern Techniques for Proteomics” Yokohama, Sep. 12, 2013. 
2. Mass Spectrometry for Analysis of Posttranslational Modifications. “Recent Advances in Chemical & Physical 

Biology” Organized by Saha Institute of Nuclear Physics & Mechanobiology Institute, National University of 
Singapore, Kolkata, Mar. 5-7th, 2012 

3. Mass spectrometry for analysis of posttranslational modifications. “The 1st International Symposium on Recent 
Advance in Medical Proteomics” Organized by Yokohama City University, Yokohama, Sep. 16, 2010. 

4. Proteomic analysis of human urine for biomarker discovery. 1st Asian and Oceanic Mass Spectrometry Conference, 
Tsukuba, Jun. 15-18, 2010. 

5. Proteomic analysis of human urine for biomarker discovery. SAHA Institute, Kolkata, Jan. 9, 2010. 
6. Peptide and Protein Analysis by Mass Spectrometry. “Recent Trends in Peptide Research” Organized by Indian 

Peptide Society and Bose Institute, Bose Institute, Kolkata, Jan. 8, 2010. 
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2010 4 0 0 0  
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J. Am. Soc. Mass Spec.; Anal. Chem.; Analyst; J. Proteome Res.; Mol Cell Proteomics; Proteomics; Rapid Commun. 

Mass Spectrom.; J. Mass Spectrom.; J.Mass Spec. Soc. Japan; J. Chromatography; J. Biochem.; Chem. Lett.; 
Biopolymers; Bioorg. Med. Chem.; Eur. J. Mass Spectrom.; J. Biotech.; Heterocycles; Mass Spectrometry;  

 
J.Mass Spec. Soc. Japan (Editor-in-Chief 2009 2013) 

 2011 3  
J. Mass Spectrom. 2001 3  
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1. Kitago Y, Nagae M, Nakata Z, Yagi-Utsumi M, Takagi-Niidome S, Mihara E, Nogi T, Kato K, Takagi J. (2015) 

Structural basis for amyloidogenic peptide recognition by sorLA. Nature Struct. Mol. Biol. 22, 199-206.  
2. Morita J, Kato K, Mihara E, Ishitani R, Takagi J, Nishimasu H, Aoki J, and Nureki O. (2014) Expression, 

purification, crystallization and preliminary X-ray crystallographic analysis of Enpp6. Acta Crystallogr. F Struct. 
Biol. Commun. 70, 794-799.  

3. Fujii, Y., Kaneko, M., Neyazaki, M., Nogi, T., Kato, Y. and Takagi, J. (2014) PA tag: a versatile protein tagging 
system using a super high affinity antibody against a dodecapeptide derived from human podoplanin. Protein Exp. 
Purif. 95, 240-247.  

4. Caglayan S, Takagi-Niidome S, Liao F, Carlo A-S, Schmidt V, Burgert T, Kitago Y, Füchtbauer E-M, Füchtbauer A, 
Holtzman DM, Takagi J, and Wilnow TE. (2014) Lysosomal sorting of amyloid-
impaired by a familial Alzheimer’s disease mutation. Science Transl. Med., 6, 223ra20.  

5. Hizukuri Y, T, Tabata S, Tamura-Kawakami K, Oda T, Sato M, Takagi J, Akiyama Y, and Nogi T. (2014) A 
structure-based model of substrate discrimination by a non-canonical PDZ tandem in the intramembrane-cleaving 
protease RseP. Structure, 22, 326-336.  

6. Akiyama M, Nakayama D, Takeda S, Kokame K, Takagi J, Miyata T. (2013) Crystal structure and enzymatic activity 
of an ADAMTS13 mutant with the East Asian-specific P475S polymorphism. J Thromb Haemost. 11, 1399-1406. 

7. Sangawa T, Tabata S, Suzuki K, Saheki Y, Tanaka K, and Takagi J. (2013) A multi-purpose fusion tag derived from 
an unstructured and hyper-acidic region of the amyloid precursor protein. Protein Sci., 22., 840-850.  

8. Nojima S, Toyofuku T, Kamao H, Ishigami C, Kaneko J, Okuno T, Takamatsu H, Ito D, Kang S, Kimura T, Yoshida 
Y, Morimoto K, Maeda Y, Ogata A, Ikawa M, Morii E, Aozasa K, Takagi J, Takahashi M, Kumanogoh A. (2013) A 
point mutation in Semaphorin 4A associates with defective endosomal sorting and causes retinal degeneration. 
Nature Commun. 4:1406. 

9. Kato K, Nishimasu H, Okudaira S, Mihara E, Ishitani R, Takagi J, Aoki J, Nureki O. (2012) Crystal structure of 
Enpp1, an extracellular glycoprotein involved in bone mineralization and insulin signaling.  Proc. Natl. Acad. Sci. 
USA, 109, 16876-16881.  

10. McKee, K.K., Yang, D.H., Patel, R., Chen, Z.L., Strickland, S., Takagi, J., Sekiguchi, K., and Yurchenco, P.D. 
(2012)  Schwann Cell Myelination Requires Integration of Laminin Activities. J. Cell Sci., 125, 4609-4619. 

11. Tanaka, H., Miyazaki, N., Matoba, K., Nogi, T., Iwasaki, K., and Takagi, J. (2012) Higher-order architecture of cell 
adhesion mediated by polymorphic synaptic adhesion molecules neurexin and neuroligin. Cell Reports, 2, 101-110. 

12. Kato K, Nishimasu H, Mihara E, Ishitani R, Takagi J, Aoki J, and Nureki O. (2012) Expression, purification, 
crystallization and preliminary X-ray crystallographic analysis of Enpp1. Acta Crystallogr. F, 68, 778-782. 

13. Matoba K, Takagi J, Yasunaga T, Jinnai H, Iwasaki K. (2012) Tilt-angle measurement of a sample stage using a 
capacitive liquid-based inclinometer. J Electron Microsc (Tokyo). 61, 193-198. 

14. Nagae, M., Re, S., Mihara, E., Nogi, T., Sugita, Y., and Takagi, J. (2012) Crystal structure of 5 1 integrin 
ectodomain: Atomic details of the fibronectin receptor. J. Cell Biol. 197, 131-140. 

15. Hayashi, I., Takatori, S., Urano, Y., Takagi, J., Sakata-Yanagimoto, M., Iwanari, H., Osawa, S., Morohashi, Y. Li, T., 
Wong, P.C., Chiba, S. Kodama, T., Hamakubo, T., Tomita, T. and Iwatsubo, T. (2012) Neutralization of the 
-secretase activity by monoclonal antibody against extracellular domain of nicastrin. Oncogene, 31, 787-798. 

16. Yasui, N., Kitago, Y., Beppu, A., Kohno, T., Morishita, S., Gomi, H., Nagae, M., Hattori, M. and Takagi, J. (2011) 
Functional importance of covalent homodimer of reelin protein linked via its central region. J. Biol. Chem., 286, 
35247-35256. 

17. Tanaka, H., Nogi, T., Yasui, N., Iwasaki, K. and Takagi, J. (2011) Structural Basis for Variant-Specific 
Neuroligin-Binding by α-Neurexin. PLoS One, 6, e19411 

18. Nishimasu, H., Okudaira, S., Hama, K., Mihara, M., Dohmae, N., Ishitani, R., Takagi, J., Aoki, J., Nureki, O. (2011) 
Crystal structure of Autotaxin, a secreted lysophospholipase D that generates GPCR-signaling lipid mediator. 
Nature Struct. Mol. Biol. 18, 205-212. 

19. Nakata, Z., Nagae, M., Yasui, N., Bujo, H., Nogi, T., and Takagi, J. (2011) Crystallization and preliminary 
crystallographic analysis of human LR11 Vps10p domain. Acta Crystallographica., F67, 129-132. 

20. Nogi, T., Yasui, N., Mihara, E., Matsunaga, Y., Noda, M., Yamashita, N., Toyofuku, T., Goshima, Y., Kumanogoh, A, 
and Takagi, J. (2010) Structural basis for semaphorin signaling through the plexin receptor. Nature 467, 1123-1127. 

21. Kishimoto-Okada, A., Murakami, S., Ito, Y., Horii, N., Furukawa, H., Takagi, J., Iwasaki, K. (2010) Comparison of 
the envelope architecture of E. coli using two methods: CEMOVIS and cryo-electron tomography. J. Electron 
Microsc. 59, 419-426. 

22. Sasaki, T., Takagi, J., Giudici, C., Yamada, Y., Arikawa-Hirasawa, E., Deutzmann, R., Timpl, R., Sonnenberg, A., 
Bächinger, H.P., Tonge, D. (2010) Laminin-121-Recombinant expression and interactions with integrins. Matrix 
Biology 29, 484-493. 
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23. Tabata, S., Nampo, M., Mihara, E., Tamura-Kawakami, K., Fujii, I., and Takagi, J. (2010) A rapid screening method 

for cell lines producing singly-tagged recombinant proteins using the "TARGET tag" system. J. Proteomics., 73, 
1777-1785. 

24. Yasui N, Nogi T, Takagi J. (2010) Structural basis for specific recognition of reelin by its receptors. Structure, 18, 
320-331. 

25. Yasui N, Mihara E, Nampo M, Tamura-Kawakami K, Unno H, Matsumoto K, Takagi J. (2010) Detection of 
endogenous LRP6 expressed on human cells by monoclonal antibodies specific for the native conformation. J. 
Immunol. Methods, 352, 153-160. 

 
 

1. Kitago Y, Nagae M, Nakata Z, Yagi-Utsumi M, Takagi-Niidome S, Mihara E, Nogi T, Kato K, Takagi J. (2015) 
Structural basis for amyloidogenic peptide recognition by sorLA. Nature Struct. Mol. Biol. 22, 199-206. 

2. Nagae, M., Re, S., Mihara, E., Nogi, T., Sugita, Y., and Takagi, J. (2012) Crystal structure of 5 1 integrin 
ectodomain: Atomic details of the fibronectin receptor. J. Cell Biol. 197, 131-140. 

3. Nogi, T., Yasui, N., Mihara, E., Matsunaga, Y., Noda, M., Yamashita, N., Toyofuku, T., Goshima, Y., Kumanogoh, A, 
and Takagi, J. (2010) Structural basis for semaphorin signaling through the plexin receptor. Nature 467, 1123-1127. 

4. Yasui, N., Nogi, T., Kitao, T., Nakano, Y., Hattori, M., and Takagi, J. (2007) Structure of a receptor-binding reelin 
fragment and mutational analysis reveal a recognition mechanism similar to endocytic receptors. Proc. Natl. Acad. 
Sci. USA, 104, 9988-9993. 

5. Nogi, T., Yasui, N., Hattori, M., Iwasaki, K., and Takagi, J. (2006). Structure of a signaling-competent reelin 
fragment revealed by X-ray crystallography and electron tomography. EMBO J., 25, 3675–3683. 

6. Takagi, J., Petre, B. M., Walz, T., and Springer, T. A. (2002). Global conformational rearrangements in integrin 
extracellular domains in outside-in and inside-out signaling. Cell, 110, 599-611. 

 
 

1 Takagi, J. and Tate, CG. (2014) Editorial overview: New constructs and expression of proteins: Making things better. 
Curr Opin Struct Biol. 26. iv-vi.  

 
 

1.   (2015)  sorLA 252(9), 
963-964. 

2.   (2015)  
33(10), 183-189. 

3.   (2013)  28-07, 
20-24. 

4.   (2013)  —
53, 218-221. 

5.   (2013)  31(4), 523-530.  
6.   (2012)  LDL The Lipid 23(4), 56-62.  
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1. A versatile protein tagging system for recombinant protein production, isolation, and detection in mammalian cells. 
Wako Pure Chemical Industries, Ltd. Industry Seminar, HUPO 2015, 2015.9.29, Vancouver, Canada 

2. Use of custom-made epitope tagging system to facilitate structural biology on mammalian receptors, The First 
Trilateral Workshop for Frontier Protein Studies, 2015.4.24, Peking, China  

3. Structural analysis can lead to a discovery of novel biological function -a case with neuronal lipoprotein receptor 
sorLA-, Seminar on Structural Neuroscience at Peking University, 2014.10.31, Peking, China 

4. Use of custom-made epitope tagging system to facilitate receptor structural biology, Cold Spring Harbor 
Asia Conference (Mechanism of Transmembrane Signaling), 2014.10.28, Suzhou, China 

5. Boosting the protein production pipeline by the use of custom-made epitope tagging system WINTech 2015 
“Innovation by Synergy of Computational & Synchrotron Radiation Sciences”2015.3.12, Kobe, Japan 

6. Boosting the protein production pipeline by the use of custom-made epitope tag system, IPR Seminar “Antibody 
Design, Modeling and Applications”,2014.1.15 IPR, Osaka Univ. 

7. Analyzing higher-order architecture of synaptic adhesion machinery: Correlation technologies to fill the gap 
between different imaging methods. 11th International Conference on Biology and Synchrotron Radiation., 
2013.9.11, Humberg, Germany 

8. Resolution, dynamics, and heterogeneity -In what detail do we need to know protein structures for answering 
biological questions? Gordon Research Conference (X-ray Science), 2013.8.7, Stonehill Colledge, USA 

9. Expanding the Structural Genomics to Structural Life Science: Not just to answer, but to ask new biological 
questions. International Conference on Structural Genomics 2013 - Structural Life Science, 2013.8.1, Sapporo 

10. Multi-faceted approach to analyze structure and function of integrins. Gordon Research Conference (Fibronectin, 
Integrins, & Related molecules), 2013.2.14, Ventura, USA 

11. Correlation technology to fill the gap between X-ray crystallography and microscopic imaging. "International 
Integrin Signaling Meeting", 2012. 9. 16, Universitätszentrum Obergurgl, Tirol – Austria 

12. Structural basis for peptide ligand recognition by LR11/sorLA Vps10p domain. Keystone Symposia "ApoE, 
Alzheimer's and Lipoprotein Biology". 2012.2.28, Keystone Resort, USA 

13. Structural basis for semaphorin signaling through the plexin receptor. The 9th Taiwan-JapanJoint Seminar on 
Crystallography. 2011.11.7, Taipei, Taiwan 

14. Structural basis for semaphorin signaling through the plexin receptor. Faculty Seminar, University of Torino, IRCC., 
2011.5.6, Torino, Italy 

15. Structural analyses of 1 integrins by means of electron microscopy and X-ray crystallography. Gordon Research 
Conference (Fibronectin, Integrins & Related Molecules), 2011.5.1, Il Ciocco, Italy 

16. Structural basis for semaphorin signaling through the plexin receptor. International GCOE Symposium: 
Morphogenesis and Signaling -From Proteins, Organelles to Organisms-, 2010.11.9, Hyogo, Japan 

17. Combination of Correlative Light-Electron Microscopy and X-ray Crystallography Revealed a Unique 
Trans-Synaptic Adhesion Architecture. The 2010 Asian Crystallographic Association Conference (AsCA2010), 
Minisymposium “Combining Methods/New Tools in Structural Biology”, 2010.11.2, Busan, South Korea 

18. Challenges in structural analysis of extracellular protein complexes: protein production, crystallography, and EM, 
Faculty Seminar, Boston University School of Medicine, Department of Physiology and Biophysics, 2010.8.25, 
Boston, USA 

19. Tags for easy detection, purification, and soluble expression of mammalian extracellular proteins. The 
Bioprocessing Summit"Affinity Tag Protein Purification", August 23 - 26, 2010, Boston, USA 

20. Ligand binding mechanism of lipoprotein receptor family proteins revealed by three-dimensional structure analyses. 
Gordon Research Conference (Lipoprotein metabolism), June 23, 2010, Waterville Valley, USA 
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 Immunological tools to aid recombinant protein production and analysis
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2014.1.30

 

 

 

 
2013.6.12

 Higher-order Architecture of Cell Adhesion Mediated by Polymorphic Synaptic Adhesion Molecules Neurexin and 
Neuroligin “Structure and Function of Signaling Molecules in 
Neural Development. -Do structural studies tell biological stories?-”2012.12.13
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2012.6.24

19. PPI protein-based screening
 

20.  
21.  
22. 
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26. 

 
27. 
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29. Multi-method imaging of synaptic adhesion structure. 
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X 19 23

 
7. 

19 21  
  
 

 
2015  

1 1  
5 0  

0 0  
 

 
2014 1 0 3 1  
2013 2 0 3 1  
2012 2 0 3 0  
2011 2 0 3 0  
2010 1 0 3 0  
 

 2015  
4 0 4  0  

 2015  
2015 3  
2014 3  
2013 5  
2012 2  
2011 6  
2010 3  
 

 
, 05- 11,13,15  

13- 13-14  
 ( 08,12,14)  I 05-  II 05- 05-

13-  
 

 
2013 10 8  

2011 6  
2011 4  

2010 6  
2010 3  

 
 

 
Nature Struct. Mol. Biol., Genes & Development, Nature Chem Biol., PNAS, BBRC, Blood, J Cell Biol, J Cell Sci, 
Biophys J, JACS, J Thromb. Haemostas, Protein Sci., J Biochem, Biopolymers, J Mol Biol, BBA, BioTechniques, Int. J. 
Biochem. Cell Biol., Protein Exp. Purif., Biochemistry, J Peptide Sci., The Tohoku J. Exp. Med., J Biotechnol., Protein 
Exp Purif., Cell Reports, Oncotarget, Prog. Biophys. Mol. Biol. 
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Curr. Opin. Struct. Biol. (Guest editor for section “New constructs and expression of proteins”) (13-14) Biopolymers 
(Editorial advisory board member, 2006-) (09-15  
 

 
The Protein Society 

 
 

(07-) 04-  
 

 
(DC1, DC2) 08- ( ) 09 (

) 10 ( ) (11) JST 12
JST A-STEP (11-) JST 12- 13-

15-  
 

 
12-

12-  
 

 
 

 
1. IPR International Seminar “Looking toward the future of studies on Notch signaling”, Dec 2014, Osaka, 

 
2. The 7th Aso International Meeting, July 2011, Kumamoto, Japan.  
3. International Structural Genomics Organization Advisory Panel 
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− − 

 
10-15  

1-1:  
1. Garvilles, R. G., Hasegawa, T., Kimura, H., Sharif, J., Muto, M., Koseki, H., Takahashi, S., Suetake, I., 

Tajima, S. Dual functions of the RFTS domain of Dnmt1 in replication-coupled DNA methylation and in 
protection of the genome from aberrant methylation. PLoS ONE 10, e0137509, 2015. 

2. Mishima, Y., Jayasinghe, C., Lu, K., Otani, J., Shirakawa, M., Kawakami, T., Kimura, H., Hojo, H., Carlton, 
P., Tajima, S., Suetake, I. Nucleosome compaction facilitates HP1γ binding to methylated H3K9. Nucl. 
Acids Res. Epub ahead of print, 2015.  

3. Takahashi, S., Suetake, I., Engelhardt, J., Tajima, S. A novel method to analyze 5-hydroxymethylcytosine 
in the CpG sequence using maintenance DNA methyltransferase DNMT1. FEBS Open Bio 5, 741-747, 
2015. 

4. Kawakami, T., Yoshikawa, R., Fujiyoshi, Y., Mishima, Y., Hojo, H., Tajima, S., Suetake, I. Synthesis of 
Histone Proteins by CPE Ligation using a Recombinant Peptide as the C-Terminal Building Block. J. 
Biochem. Epub ahead of print, 2015. 

5. Mizushima, R., Kim, J. Y., Suetake, I., Tanaka, H., Takai, T., Kamiya, N., Takano, Y., Mishima, Y., 
Tajima, S., Goto, Y., Fukui, K., Lee, Y. H. NMR Characterization of the interaction of the endonuclease 
domain of MutL with divalent metal ions and ATP. PLoS ONE 9, e98554, 2014.  

6. Obata, Y., Furusawa, Y., Endo, T. A., Sharif, J., Takahashi, D., Atarashi, K., Nakayama, M., Onawa, S., 
Fujimura, Y., Takahashi, M., Ikawa, T., Otsubo, T., Kawamura, Y. I., Dohi1, T., Tajima, S., Masumoto, H., 
Ohara, O., Honda, K., Hori, S., Ohno, H., Koseki, H., Hase. K. The epigenetic regulator Uhrf1 facilitates 
functional expansion of colonic regulatory T cells. Nat. Immun. 15, 571-579, 2014.  

7. Mori, S., Nada, S., Kimura, H., Tajima, S., Takahashi, Y., Kitamura, A., Oneyama, C., Okada, M. The 
mTOR pathway controls cell proliferation by regulating the FoxO3a transcription factor via SGK1 kinase. 
PLoS ONE 9:e88891, 2014. 

8. Berkyurek, A. C., Suetake, I., Arita, K., Takeshita, K., Nakagawa, A., Shirakawa, M., Tajima, S. The DNA 
methyltransferase Dnmt1 directly interacts with the SET and RING finger associated (SRA) domain of the 
multifunctional protein Uhrf1 to facilitate accession of the catalytic center to hemi-methylated DNA. J. 
Biol. Chem. 289, 379-386, 2014.  

9. Horii, T., Morita, S., Kimura, M., Kobayashi, R., Tamura, D., Takahashi, R., Kimura, H., Suetake, I., 
Ohata, H., Okamoto, K., Tajima, S., Ochiya, T., Abe, Y., Hatada, I. Genome engineering of mammalian 
haploid embryonic stem cells using the Cas9/RNA system. Peer J 1:e230, 2013.  

10. Hara, E. S., Ono, M., Eguchi, T., Kubota, S., Pham, H. T., Sonoyama, W., Tajima, S., Takigawa, M., 
Calderwood, S. K., Kuboki, T. miRNA-720 controls stem cell phenotype, proliferation and differentiation 
of human dental pulp cells. PLoS ONE 8, e83545, 2013. 

11. Otani, J., Kimura, H., Sharif, J., Endo, T. A., Mishima, Y., Kawakami, T., Koseki, H., Shirakawa, M., 
Suetake, I., Tajima, S. Cell cycle-dependent turnover of 5-hydroxymethyl cytosine in mouse embryonic 
stem cells. PLoS ONE 8, e8296196, 2013.  

12. Morita, S., Horii, T., Kimura, M., Ochiya, T., Tajima, S., Hatada, I. miR-29 represses the activities of DNA 
methyltransferases and DNA demethylases. Int. J. Mol. Sci. 14, 14647-14658, 2013. 

13. Otani, J., Arita, K., Kato, T., Kinoshita, M., Kimura, H., Suetake, I., Tajima, S., Ariyoshi, M., Shirakawa, 
M. Structural basis of the versatile DNA recognition ability of the methyl CpG binding domain of 
methyl-CpG binding domain protein 4. J. Biol. Chem. 288, 6351-6362, 2013. 

14. Mishima, Y., Watanabe, M., Kawakami, T., Jayasinghe, C. D., Otani, J., Kikugawa, Y., Shirakawa, M., 
Kimura, H., Nishimura, O., Aimoto, S., Tajima, S., Suetake, I. Hinge and chromoshadow of HP1α 
participate in recognition of K9 methylated histone H3 in nucleosomes. J. Mol. Biol. 425, 54-70, 2013.  

15. Morita, S., Takahashi, R., Yamashita, R., Toyoda, A., Horii, T., Kimura, M., Fujiyama, A., Nakai, K., 
Tajima, S., Matoba, R., Ochiya, T., Hatada, I. Genome-wide analysis of DNA methylation and expression 
of microRNAs in breast cancer cells. Int. J. Mol. Sci. 13, 8259-8272, 2012. 

16. Horii, T., Suetake, I., Yanagisawa, E., Morita, S., Kimura, M., Nagao, Y., Imai, H., Tajima, S., Hatada, I. 
The Dnmt3b splice variant is specifically expressed in in vitro-manipulated blastocysts and their derivative 
ES cells. J. Reprod. Dev. 57, 579-585, 2011. 

17. Suetake, I., Mishima, Y., Kimura, H., Lee, Y. H., Goto, Y., Takeshima, H., Ikegami, T., Tajima, S. 
Characterization of DNA-binding activity in the N-terminal domain of the DNA methyltransferase Dnmt3a. 
Biochem. J. 437, 141-148, 2011.  

18. Takeshita, K., Suetake, I., Yamashita, E., Suga, M., Narita, H., Nakagawa, A., Tajima, S. Structural insight 
into maintenance methylation by mouse Dnmt1. Proc. Natl. Acad. Sci. USA 108, 9055-9059, 2011. 

19. Suzuki, K., Oneyama, C., Kimura, H., Tajima, S., Okada, M. Down regulation of the tumor suppressor 
Cbp/PAG1 is mediated by epigenetic histone modifications via the MAPK/PI3K pathway. J. Biol. Chem. 
286, 15698-15706, 2011. 
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20. Ross, J. P., Suetake, I., Tajima, S., Molloy, P. L. Recombinant mammalian DNA methyltransferase activity 

on model transcriptional gene silencing short RNA-DNA heteroduplex substrates. Biochem. J. 432, 
323-332, 2010.  

21. Yamashita, Y., Yuan, J., Suetake, I., Suzuki, H., Ishikawa, Y., Choi, Y. L., Ueno, T., Soda, M., Hamada, 
T.,  Haruta, H.., Takada, S., Miyazaki, Y., Kiyoi, H., Ito, E., Naoe, T., Tomonaga, M., Toyota, M., Tajima, 
S., Iwama, A., Mano, H. Array-based genomic resequencing of human leukemia. Oncogene 29, 3723-3731, 
2010. 

22. Sugiyama, Y., Hatano, N., Sueyoshi, N., Suetake, I., Tajima, S., Kinoshita, E., Kinoshita-Kikuta, E., Koike, 
T., Kameshita, I. The DNA-binding activity of mouse DNA methyltransferase 1 is regulated by 
phosphorylation with casein kinase 1δ/ε. Biochem J. 427 489-497, 2010. 

 
 

1-2:  
1. Berkyurek, A. C., Suetake, I., Arita, K., Takeshita, K., Nakagawa, A., Shirakawa, M., Tajima, S. The DNA 

methyltransferase Dnmt1 directly interacts with the SET and RING finger associated (SRA) domain of the 
multifunctional protein Uhrf1 to facilitate accession of the catalytic center to hemi-methylated DNA. J. 
Biol. Chem. 289, 379-386, 2014.  

2. Takeshita, K., Suetake, I., Yamashita, E., Suga, M., Narita, H., Nakagawa, A., Tajima, S. Structural insight 
into maintenance methylation by mouse Dnmt1. Proc. Natl. Acad. Sci. USA 108, 9055-9059, 2011.  

3. Sharif, J., Muto, M., Takebayashi, S., Suetake, I., Iwamatsu, A., Endo, T. A., Shinga, J., Mizutani-Koseki, 
Y., Okamura, K., Tajima, S., Mitsuya, M., Okano, M., Koseki, H. The SRA protein Np95 mediates 
epigenetic inheritance by recruiting Dnmt1 to methylated DNA. Nature 450, 908-912, 2007. 

4. Vilkaitis, G., Suetake, I., Klimašauskas, S., Tajima, S. Processive methylation of hemimethylated CpG 
sites by mouse Dnmt1 DNA methyltransferase. J. Biol. Chem. 280, 64-72, 2005. 

5. Suetake, I., Shinozaki, F., Miyagawa, J., Takeshima, H., Tajima, S. DNMT3L stimulates DNA methylation 
activity of Dnmt3a and Dnmt3b through a direct interaction. J. Biol. Chem. 279, 27816-27823, 2004. 

6. Aoki, A., Suetake, I., Miyagawa, J., Fujio, T., Chijiwa, T., Sasaki, H., Tajima, S. Enzymatic properties of de 
novo-type mouse DNA (cytosine-5) methyltransferases. Nucl. Acids Res. 29, 3506-3512, 2001.  

7. Tajima, S., Lauffer, L., Rath, V. L., Walter, P. The signal recognition particle receptor is a complex that 
contains two distinct polypeptide chains. J. Cell Biol. 103, 1167-1178, 1986. 

8. Tajima, S., Yokoyama, S., Yamamoto, A. Effect of lipid particle size on association of apolipoproteins with 
lipid. J. Biol. Chem. 258, 10073-10082, 1983. 

9. Tajima, S., Enomoto, K., Sato, R. Denaturation of cytochrome b5 by guanidine hydrochloride: Evidence for 
independent folding of the hydrophilic and hydrophobic moieties of the cytochrome molecule. Arch. 
Biochem. Biophys. 172, 90-97, 1976.  
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1. Multiple-step process of maintenance methylation. FASEB Science Research Conference on Biological 
Methylation: From DNA and Histones to Disease, August 12-17, 2012, the Westin Conference Center, 
Snowmass Village, Colorado, USA. 
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10-15  

1. Yano N, Muramoto K, Mochizuki M, Shinzawa-Itoh K, Yamashita E, Yoshikawa S, Tsukihara T. X-ray structure of 
cyanide-bound bovine heart cytochrome c oxidase in the fully oxidized state at 2.0 Å resolution. Acta Crystallogr F 
Struct Biol Commun. 71, 726-730, 2015 

2. Jiko C, Davies KM, Shinzawa-Itoh K, Tani K, Maeda S, Mills DJ, Tsukihara T, Fujiyoshi Y, Kühlbrandt W, Gerle C. 
Bovine F1Fo ATP synthase monomers bend the lipid bilayer in 2D membrane crystals. Elife. 4:e06119, 2015 

3. Hayashi T, Asano Y, Shintani Y, Aoyama H, Kioka H, Tsukamoto O, Hikita M, Shinzawa-Itoh K, Takafuji K, Higo S, 
Kato H, Yamazaki S, Matsuoka K, Nakano A, Asanuma H, Asakura M, Minamino T, Goto Y, Ogura T, Kitakaze M, 
Komuro I, Sakata Y, Tsukihara T, Yoshikawa S, Takashima S. Higd1a is a positive regulator of cytochrome c oxidase. 
Proc Natl Acad Sci U S A. 112, 1553-1558, 2015 

4. Tong X, Aoyama H, Tsukihara T, Bai D. Charge at the 46th residue of connexin 50 is crucial for the gap-junctional 
unitary conductance and transjunctional voltage-dependent gating. The Journal of Physiology. 592, 5187–5202,  
2014 

5. Hirata K, Shinzawa-Itoh K, Yano N, Takemura S, Kato K, Hatanaka M, Muramoto K, Kawahara T, Tsukihara T, 
Yamashita E, Tono K, Ueno G, Hikima T, Murakami H, Inubushi Y, Yabashi M, Ishikawa T, Yamamoto M, Ogura T, 
Sugimoto H, Shen JR, Yoshikawa S, Ago H. Determination of damage-free crystal structure of an X-ray-sensitive 
protein using an XFEL. Nat Methods. 11, 734-736 , 2014 

6. Shimada S, Shinzawa-Itoh K, Amano S, Akira Y, Miyazawa A, Tsukihara T, Tani K, Gerle C, Yoshikawa S.  
Three-dimensional structure of bovine heart NADH: ubiquinone oxidoreductase (complex I) by electron microscopy 
of a single negatively stained two-dimensional crystal. Microscopy (Oxf). 63, 167-74, 2014 

7. Casañas A, Querol-Audí J, Guerra P, Pous J, Tanaka H, Tsukihara T, Verdaguer N, Fita I.  New features of vault 
architecture and dynamics revealed by novel refinement using the deformable elastic network approach. Acta 
Crystallogr D Biol Crystallogr, 69, 1054-61, 2013 

8. Gong XQ, Nakagawa S, Tsukihara T, Bai D. A mechanism of gap junction docking revealed by functional rescue of a 
human disease-linked connexin mutant. J Cell Sci. 126, 3113-3120 , 2013 

9. Xin L., Nakagawa S., Tsukihara T. and Bai D. Aspartic Acid Residue D3 Critically Determines Cx50 Gap Junction 
Channel Transjunctional Voltage-Dependent Gating and Unitary Conductance. Biophysical Journal. 102, 1022-1031, 
2012. 

10. Akita F., Higashiura A., Shimizu T., Pu Y., Suzuki M., Uehara-Ichiki T., Sasaya T., Kanamaru S., Arisaka F., 
Tsukihara T., Nakagawa A. and Omura T. Crystallographic analysis reveals octamerization of viroplasm matrix 
protein P9-1 of Rice black streaked dwarf virus. J Virol. 86, 746-56, 2012. 

11. Akita F., Miyazaki N., Hibino H., Shimizu T., Higashiura A., Uehara-Ichiki T., Sasaya T., Tsukihara T., Nakagawa 
A., Iwasaki K. and Omura T. Viroplasm matrix protein Pns9 from rice gall dwarf virus forms an octameric cylindrical 
structure. J Gen Virol. 92, 2214-21, 2011. 

12. Michihiro Suga, Naomine Yano, Kazumasa Muramoto, Kyoko Shinzawa-Itoh, Tomoko Maeda, Eiki Yamashita, 
Tomitake Tsukihara, and Shinya Yoshikawa. Distinguishing between Cl and O22- as the bridging element between 
Fe3+ and Cu2+ in resting-oxidized cytochrome c oxidase. Acta Crystallographica Sect D Biological 
Crystallography. 67,742-744, 2011. 

13.  So Nakagawa, Xiang-Qun Gong, Shoji Maeda, Yuhua Dong, Yuko Misumi, Tomitake Tsukihara and Donglin Bai. 
Asparagine175 of connexin32 is a critical residue for docking and forming functional heterotypic gap junction 
channels with connexin26. J Biol Chem. 286,19672-19681, 2011. 

14. Soo Jae Lee, Chimari Jiko, Eiki Yamashita and Tomitake Tsukihara. Selective nuclear export mechanism of small 
RNAs. Curr Opin Struct Biol. 21, 101-108, 2011. 

15. Shoji Maeda and Tomitake Tsukihara. Structure of the gap junction channel and its implications for its biological 
functions. Cell Mol Life Sci. 68, 1115-1129, 2011. 

16. So Nakagawa, Shoji Maeda and Tomitake Tsukihara. Structural and functional studies of gap junction channels. 
Current Opinion in Structural Biology, 20, 423-430, 2010. 

17. Kazumasa Muramoto, Kazuhiro Ohta, Kyoko Shinzawa-Itoh, Katsumasa Kanda, Maki Taniguchi, Hiroyuki 
Nabekura, Eiki Yamashita, Tomitake Tsukihara, and Shinya Yoshikawa. Bovine cytochrome c oxidase structures 
enable O2 reduction with minimization of reactive oxygens and provide a proton-pumping gate. Proc Natl Acad Sci 
U S A. 107, 7740-7745, 2010. 

18. Kazuhiro Ohta, Kazumasa Muramoto, Kyoko Shinzawa-Itoh, Eiki Yamashita, Shinya Yoshikawa and Tomitake 
Tsukihara. X-ray structure of the NO-bound Cu(B) in bovine cytochrome c oxidase.  Acta Crystallogr Sect F 
Struct Biol Cryst Commun. 66, 251-253, 2010. 
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1. Chimari Okada, Eiki Yamashita, Soo Jae Lee, Satoshi Shibata, Jun Katahira, Atsushi Nakagawa, Yoshihiro Yoneda, 

Tomitake Tsukihara, A high-resolution structure of the pre-microRNA nuclear export machinery. Science. 326, 
1275-1279, 2009.  

2. Shoji Maeda, So Nakagawa, Michihiro Suga, Eiki Yamashita, Atsunori Oshima, Yoshinori Fujiyoshi and Tomitake 
Tsukihara, Structure of the connexin-26 gap junction channel at 3.5 Å resolution. Nature. 458, 597-602, 2009. 

3. H. Tanaka, K. Kato, E. Yamashita, T. Sumizawa, Y. Zhou, M. Yao, K. Iwasaki, M. Yoshimura and T. Tsukihara, The 
structure of rat liver vault at 3.5 angstrom resolution. Science. 323, 384-388, 2009. 

4. T. Tsukihara, K. Shimokata, Y. Katayama, H. Shimada, K. Muramoto, H. Aoyama, M. Mochizuki, K. 
Shinzawa-Itoh, E. Yamashita, M. Yao, Y. Ishimura and S. Yoshikawa, The low-spin heme of cytochrome c oxidase 
as the driving element of the proton-pumping process. Proc. Natl. Acad. Sci. U.S.A. 100, 15303-15309, 2003. 

5. S. Yoshikawa, K. Shinzawa-Itoh,, R. Nakashima, R. Yaono, E. Yamashita, N. Inoue, M. Yao, M. Fei, C. Peters 
Libeu, T. Mizushima, H. Yamaguchi, T. Tomizaki and T. Tsukihara, Redox-Coupled Crystal Structural Change in 
Bovine Herart Cytochrome c Oxidase. Science. 280, 1723-1729, 1998. 

6. T. Tsukihara, H. Aoyama, E. Yamashita, T. Tomizaki, H. Yamaguchi, K. Shinzawa-Itoh, R. Nakashima, R. Yaono 
and S. Yoshikawa, Structure of Metal Sites of Oxidized Bovine Heart Cytochrome c Oxidase at 2.8 Å Resolution. 
Science. 269, 1069-1074, 1995. 

 
10-15  

1. Tanaka H. and Tsukihara T. Structural studies of large nucleoprotein particles, vaults. Proceedings of the Japan 
Academy Series B. 88, 416-433, 2012 

2. Soo Jae Lee, Chimari Jiko, Eiki Yamashita and Tomitake Tsukihara, Selective nuclear export mechanism of small 
RNAs.  Current Opinion in Structural Biology. 21, 101-108, 2011.  

3. Shoji Maeda and Tomitake Tsukihara. Structure of the gap junction channel and its implications for its biological 
functions. Cell Mol Life Sci. 68:1115-1129, 2011 

 
10-15  

 

10-15  
 

 
 

1. (2013) 
2. 2010  
3. 2004  
4. Protein Society Amgen 1996  
5. 1987  
 

10-15  
-  

1. Femtosecond protein crystallography with X-ray free electron lasers at the SACLA. Seminar at Biostructural Institute 
on radiation damage free PX, Academia Sinica, Taipei, November 27, 2014 

2. Structural regulation of proton pumping and dioxygen reduction in cytochrome c oxidase. Plenary lecture at NCTU, 
November 26, 2014 

3. Structure of bovine cytochrome c oxidase at high resolution. NSRRC's Annual Users' Meeting and 20th Anniversary 
of Operation, Taiwan, R.O.C., September 5, 2013 

4. Structure and Functions of Gap Junction Channels. 2012 Proceedings of Fall International Convention of The 
Pharmaceutical Society of Korea Leadership of Pharmaceutical Scientists for Human Prosperity, Seoul, Korea, 
October 23-24, 2012 

5. Structural Studies of Macromolecular Assemblies Playing Roles in Transportation Assemblies. XXII Congress and 
General Assembly of the International Union of Crystallography (IUCr2011), Madrid, Spain, August 22-30, 2011 

6. Structural studies of connexin-26 gap junction channel. 36th FEBS CONGRESS - “Biochemistry for Tomorrow’s 
Medicine”, Torino, Italy, June 25-30, 2011 

7. Structure and functions of the gap junction channel. Cold Spring Harbor Conferences Asia, Membrane Proteins: 
Structure and Function, Suzhou, China, May 16-20, 2011 

8. Structure of the gap junction channel. Seminar at Chungbuk National University,Cheongju, Chungbuk, Korea, 
October 29, 2010 

9. Structure and function of Connexin26 gap junction channel. Gordon Research Conferences, Ligand Recognition & 
Molecular Gating, Lucca, Italy, May 16-21, 2010 
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10. Structure of the Gap Junction Channel and its Implications on its Biological Functions. EMBO Conference Series, 

Catalytic mechanisms by biological systems: at the interface between chemistry and biology, EMBL Hamburg, 
Germany, May 5- 7, 2010 

11. Recent Successful Structural Studies and Problems to be Solved. The Second Workshop on FEL Science, Kenting, 
Taiwan, December 6 9, 2009 

12. The structure of rat liver vault. AsCA '09 Joint conference of the Asian crystallographic society and Chinese 
crystallography society, Beijing, China, October 22-25, 2009 
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1. Miyazaki, N., Higashiura, A., Higashiura, T., Akita, F., Hibino, H., Omura, T., Nakagawa, A., Iwasaki, K. Electron 
microscopic imaging revealed the flexible filamentous structure of the cell attachment protein P2 of Rice dwarf virus 
located around the icosahedral 5-fold axes. J. Biochem. In press, 2015. 

2. Hattori, Y., Kobayashi, K., Deguchi, A., Nohara, Y., Akiyama, Y., Teruya, K., Sanjoh, A., Nakagawa, A., Yamashita, 
E., Akaji, K. Evaluation of transition-state mimics in a superior BACE1 cleavage sequence as peptide-mimetic 
BACE1 inhibitors. Bioorg. Med. Chem., 23, 5626–5640, 2015. 

3. Tsutsui, H., Jinno, Y., Shoda, K., Tomita, A., Matsuda, M., Yamashita, E., Katayama, H., Nakagawa, A., Miyawaki, A. 
A diffraction-quality protein crystal processed as an autophagic Cargo. Mol. Cell, 58, 186-193, 2015. 

4. Fujiwara, Y., Goda, N., Tamashiro, T., Narita, H., Satomura, K., Tenno, T., Nakagawa, A., Oda, M., Suzuki, M., 
Sakisaka, T., Takai, Y., Hiroaki, H. Crystal structure of afadin PDZ domain–nectin 3 complex shows the structural 
plasticity of the ligand binding site. Protein Sci., 24, 376–385, 2015. 

5. Shimamoto, Y., Hattori, Y., Kobayashi, K., Teruya, K., Sanjoh, A., Nakagawa, A., Yamashita, E., Akaji, K. Fused-ring 
structure of decahydroisoquinolin as a novel scaffold for SARS 3CL protease inhibitors. Bioorg. Med. Chem., 23, 
876–890, 2015. 

6. Yamamoto, K., Higashiura, A., Tofazzal Hossain, M. D., Yamada, N., Shiotsuki, T., Nakagawa, A. Structural 
characterization of the catalytic site of a Nilaparvata lugens delta-class glutathione transferase. Arch. Biochem. 
Biophys., 566, 36–42, 2015. 

7. Andoh, Y., Yoshii, N., Yamada, A., Fujimoto, K., Kojima, H., Mizutani, K., Nakagawa, A., Nomoto, A., Okazaki, S., 
All-atom molecular dynamics calculation study of entire poliovirus empty capsids in solution. J. Chem. Phys., 141, 
165101, 2014. 

8. Kosami, K., Ohki, I., Nagano, M., Furuita, K., Sugiki, T., Kawano, Y., Kawasaki, T., Fujiwara, T., Nakagawa, A., 
Shimamoto, K., Kojima, C., The crystal structure of the plant small GTPase OsRac1 reveals its mode of binding to 
NADPH oxidase, J. Biol. Chem., 289, 28569-28578, 2014.  

9. Takeshita, K., Sakata, S., Yamashita, E., Fujiwara, Y., Kawanabe, A., Kurokawa, T., Okochi, Y., Matsuda, M., Narita, 
H., Okamura, Y. and Nakagawa, A. X-ray crystal structure of voltage-gated proton channel. Nat. Struct. Mol. Biol., 
21, 352-357, 2014.  

10. Kosami, K., Ohki, I., Hayashi, K., Tabata, R., Usugi, S., Kawasaki, T., Fujiwara, T., Nakagawa, A., Shimamoto, K. 
and Kojima, C. Purification, crystallization and preliminary X-ray crystallographic analysis of a rice Rac/Rop 
GTPase, OsRac1. Acta Cryst. F 70, 113-115, 2014. 

11. Berkyurek, A. C., Suetake, I., Arita, K., Takeshita, K., Nakagawa, A., Shirakawa, M. and Tajima, S. The DNA 
Methyltransferase Dnmt1 Directly Interacts with the SET and RING Finger-associated (SRA) Domain of the 
Multifunctional Protein Uhrf1 to Facilitate Accession of the Catalytic Center to Hemi-methylated DNA. J. Biol. 
Chem., 289, 379-386, 2014. 

12. Inanobe, A., Nakagawa, A. and Kurachi, Y. Conformational changes underlying pore dilation in the cytoplasmic 
domain of mammalian inward rectifier K+ channels. PLOS ONE, 8, 11, e79844, 2013. 

13. Miyazaki, N., Akita, F. Nakagawa, A., Murata, K., Omura, T. and Iwasaki, K. Cryo-electron tomography: moving 
towards revealing the viral life cycle of Rice dwarf virus. J. Synchrotron Rad., 20, 826-828, 2013.  

14. Higashiura, A., Ohta, K., Masaki, M., Sato, M., Inaka, K., Tanaka, H. and Nakagawa, A. High-resolution X-ray 
crystal structure of bovine H-protein using the high-pressure cryocooling method. J. Synchrotron Rad., 20, 989-993, 
2013.  

15. Yamamoto, K., Suzuki, M., Higashiura, A., Aritake, K., Urade, Y., Uodome, N., Hossain, T. and Nakagawa, A. New 
insights into the catalytic mechanism of Bombyx mori prostaglandin E synthase gained from structure-function 
analysis, Biochem. Biophys. Res. Commun., 440, 762-767, 2013. 

16. Chuankhayan, P., Kao, T.-T., Lin, C.-C., Guan, H.-H., Nakagawa, A., Fu, T.-F. and Chen, C.-J. Structural insights 
into the hydrolysis and polymorphism of methotrexate polyglutamate by zebrafish gamma-glutamyl hydrolase. J. 
Med. Chem., 56, 7625-7635, 2013. 

17. Miyazaki, N., Nakagawa, A. and Iwasaki, K. Life cycle of phytoreoviruses visualized by electron microscopy and 
tomography. Front. Microbiol., 4, Article 306, 1-9, 2013. 

18. Yamamoto, K., Suzuki, M., Higashiura, A. and Nakagawa, A. Three-dimensional structure of a Bombyx mori 
omega-class glutathione transferase, Biochem. Biophys. Res. Commun., 438, 588-593, 2013. 

19. Yamamoto, K., Higashiura, A., Suzuki, M., Aritake, K., Urade, Y., Uodome, N. and Nakagawa, A. Crystal structure 
of a Bombyx mori sigma-class glutathione transferase exhibiting prostaglandin E synthase activity. Biochim. Biophys. 
Acta, 1830, 3711-3718, 2013. 

20. Fujiwara, Y., Takeshita, K., Nakagawa, A. and Okamura, Y. Structural Characteristics of the Redox-sensing Coiled 
Coil in the Voltage-gated H+ Channel. J. Biol. Chem., 288, 17968-17975, 2013. 

21. Tanaka, H. Akagi, K., Oneyama, C., Tanaka, M., Sasaki, Y., Kanou, T., Lee, Y.-H., Yokogawa, D., Dobenecker, 
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M.-W. Nakagawa, A., Okada, M. and Ikegami, T. Identification of a new interaction mode between the Src homology 
2 (SH2) domain of C-terminal Src kinase (Csk) and Csk-binding protein (Cbp)/phosphoprotein associated with 
glycosphingolipid microdomains. J. Biol. Chem., 288, 15240-15254, 2013. 

22. Inanobe, A., Nakagawa, A. and Kurachi, Y., Structural Elements in the Cytoplasmic Domain of Mammalian Inward 
Rectifier K+ Channels Responsible for Gating. Biphys. J., 104, suppl. 1, p624a, 2013. 

23. Yamamoto K., Higashiura A., Suzuki M., Aritake K., Urade Y., Uodome N. and Nakagawa A. Crystal structure of a 
Bombyx mori Sigma-1 class glutathione transferase exhibiting prostaglandin E synthase activity. BBA-Gen. Subjects 
1830, 3711-3718, 2013. 

24. Sasanuma H., Tawaramoto M.S., Lao J.P., Hosaka H., Sanda E., Suzuki M., Yamashita E., Hunter N., Shinohara M., 
Nakagawa A. and Shinohara A. A new protein complex promoting the assembly of Rad51 filaments. Nat. Commun. 
4, 1676, 2013. 

25. Harada K., Yamashita E., Nakagawa A., Miyafusa T., Tsumoto K., Ueno T., Toyama Y. and Takeda S. Crystal 
structure of the C-terminal domain of Mu phage central spike and functions of bound calcium ion. BBA-Protein 
Struct. M. 1834, 284-291, 2013. 

26. Fujiwara Y., Kurokawa T., Takeshita K., Nakagawa A., Larsson H.P. and Okamura Y. Gating of the designed 
trimeric/tetrameric voltage-gated H+ channel. J Physiol. 591, 627-640, 2013. 

27. Zhao H., Konishi A., Fujita Y., Yagi M., Ohata K., Aoshi T., Itagaki S., Sato S., Narita H., Abdelgelil N.H., Inoue M., 
Culleton R., Kaneko O., Nakagawa A., Horii T., Akira S., Ishii K.J. and Coban C. Lipocalin 2 Bolsters Innate and 
Adaptive Immune Responses to Blood-Stage Malaria Infection by Reinforcing Host Iron Metabolism. Cell Host 
Microbe 12, 705-716, 2012. 

28. Yamamoto K., Usuda K., Kakuta Y., Kimura M., Higashiura, A, Nakagawa A., Aso Y. and Suzuki M. Structural 
basis for catalytic activity of a silkworm Delta-class glutathione transferase. BBA-Gen. Subjects 1820, 1469-1474, 
2012. 

29. Takeshita K., Tezuka T., Isozaki Y., Yamashita E., Suzuki M., Kim M., Yamanashi Y., Yamamoto T. and Nakagawa 
A. Structural flexibility regulates phosphopeptide-binding activity of the tyrosine kinase binding domain of Cbl-c. J. 
Biochem. 152, 487-495, 2012. 

30. Sasaki H., Kubota K., Lee W.C., Ohtsuka J., Kojima M., Iwata S., Nakagawa A., Takahashi K. and Tanokura M. The 
crystal structure of an intermediate dimer of aspergilloglutamic peptidase that mimics the enzyme-activation product 
complex produced upon autoproteolysis. J. Biochem. 152, 45-52, 2012. 

31. Kinjo A.R., Suzuki H., Yamashita R., Ikegawa Y., Kudou T., Igarashi R., Kengaku Y., Cho H., Standley D.M., 
Nakagawa A. and Nakamura H. Protein Data Bank Japan (PDBj): maintaining a structural data archive and resource 
description framework format. Nucleic Acids Res. 40, D453-D460, 2012. 

32. Kihira K., Shimizu Y., Shomura Y., Shibata N., Kitamura M., Nakagawa A., Ueda T., Ochi K. and Higuchi Y. 
Crystal structure analysis of the translation factor RF3 (release factor 3). FEBS Lett. 586, 3705-3709, 2012. 

33. Fujiwara Y., Kurokawa T., Takeshita K., Kobayashi M., Okochi Y., Nakagawa A. and Okamura Y. The cytoplasmic 
coiled-coil mediates cooperative gating temperature sensitivity in the voltage-gated H+ channel Hv1. Nat. Commun. 
3, 816, 2012. 

34. Fujihashi M., Hiraki M., Ueno G., Baba S., Murakami H., Suzuki M., Watanabe N., Tanaka I., Nakagawa A., 
Wakatsuki S., Yamamoto M. and Miki K. Crystal sample pins and a storage cassette system compatible with the 
protein crystallography beamlines at both the Photon Factory and SPring-8. J. Appl. Cryst. 45, 1156-1161, 2012. 

35. Akita, F., Higashiura, A., Shimizu, T., Pu, Y., Suzuki, M., Uehara-Ichiki, T., Sasaya, T., Kanamaru, S., Arisaka, F., 
Tsukihara, T., Nakagawa, A. and Omura, T. Crystallographic Analysis Reveals Octamerization of Viroplasm Matrix 
Protein P9-1 of Rice Black Streaked Dwarf Virus. J. Virol. 86, 746-756, 2012. 

36. Yamashita, E., Nakagawa, A., Takahashi, J., Tsunoda, K., Yamada, S. and Takeda, S. The host-binding domain of 
the P2 phage tail spike reveals a trimeric iron-binding structure. Acta Cryst. sect. F 67, 837-841, 2011. 

37. Taoka, K., Ohki, I., Tsuji, H., Furuita, K., Hayashi, K., Yanase, T., Yamaguchi, M., Nakashima, C., Purwestri, Y. A., 
Tamaki, S., Ogaki, Y., Shimada, C., Nakagawa, A., Kojima, C. and Shimamoto, K. 14-3-3 proteins act as intracellular 
receptors for rice Hd3a florigen. Nature 476, 332-335, 2011. 

38. Takeshita, K., Suetake, I., Yamashita, E., Suga, M., Narita, H., Nakagawa, A. and Tajima, S. Structural insight into 
maintenance methylation by mouse DNA methyltransferase 1 (Dnmt1). Proc. Natl. Acad. Sci. USA 108, 9055-9059, 
2011. 

39. Narita, H., Yamamoto, Y., Suzuki, M., Miyazaki, N., Yoshida, A., Kawai, K., Iwasaki, K., Nakagawa, A., Takai, Y. 
and Sakisaka, T. Crystal Structure of the cis-Dimer of Nectin-1 – Implications for The Architecture of Cell-Cell 
Junctions. J. Biol. Chem. 286, 12659-12669, 2011. 

40. Narita, H., Nakagawa, A., Yamamoto, Y., Sakisaka, T., Takai, Y. and Suzuki, M. Refolding, crystallization and 
preliminary X-ray crystallographic study of the whole extracellular regions of nectins. Acta Cryst. sect. F 67, 
344-348, 2011. 

41. Matsuda, M., Takeshita, K., Kurokawa, T., Sakata, S., Suzuki, M., Yamashita, E., Okamura, Y. and Nakagawa, A. 
Crystal Structure of the Cytoplasmic Phosphatase and Tensin Homolog (PTEN)-like Region of Ciona intestinalis 
Voltage-sensing Phosphatase Provides Insight into Substrate Specificity and Redox Regulation. J. Biol. Chem. 286, 
23368-23377, 2011. 

42. Kinjo, A. R., Suzuki, H., Yamashita, R., Ikegawa, Y., Kudou, T., Igarashi, R., Kengaku, Y., Cho, H., Standley, D. M., 
Nakagawa, A. and Nakamura, H. Protein Data Bank Japan (PDBj): maintaining a structural data archive and resource 
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description framework format. Nucleic Acids Res. 40, D453-D460, 2011. 

43. Inanobe, A., Nakagwa, A. and Kurachi, Y. Interactions of Cations with the Cytoplasmic Pores of Inward Rectifier 
K+ Channels in the Closed State. J. Biol. Chem. 286, 41801-41811, 2011. 

44. Inanobe, A., Matsuura, T., Nakagawa, A. and Kurachi, Y. Inverse agonist-like action of calcium on G-protein-gated 
inward-rectifier K+ channels. Biochem. Biophys. Res. Commun. 407, 366-371, 2011. 

45. Akita, F., Miyazaki, N., Hibino, H., Shimizu, T., Higashiura, A., Uehara-Ichiki, T., Sasaya, T., Tsukihara, T., 
Nakagawa, A., Iwasaki, K. and Omura, T. Viroplasm matrix protein Pns9 from rice gall dwarf virus forms an 
octameric cylindrical structure. J. Gen. Virol. 92, 2214-2221, 2011. 

46. Akita, F., Higashiura, A., Shimizu, T., Pu, Y., Suzuki, M., Uehara-Ichiki, T., Sasaya, T., Kanamaru, S., Arisaka, F., 
Tsukihara, T., Nakagawa, A. and Omura, T. Crystallographic Analysis Reveals Octamerization of Viroplasm Matrix 
Protein P9-1 of Rice Black Streaked Dwarf Virus. J. Virol. 86, 746-756, 2011. 

47. Narita H., Nakagawa A., Yamamoto Y., Sakisaka T., Takai Y. and Suzuki M. Refolding, crystallization and 
preliminary X-ray crystallographic study of the whole extracellular regions of nectins. Acta Cryst. Sect. F, 67, 
344-348, 2011. 

48. Inanobe A., Nakagawa A., Matsuura T. and Kurachi Y. A structural determinant for the control of PIP2 sensitivity in 
G protein-gated inward rectifier K+ channels. J. Biol. Chem. 285, 38517-38523, 2010. 

49. Okamura-Ikeda K., Hosaka H., Maita N., Fujiwara K., Yoshizawa A. C., Nakagawa A., and Taniguchi H. Crystal 
structure of aminomethyltransferase in complex with dihydrolipoyl-H-Protein of the glycine cleavage system. J. Biol. 
Chem. 285, 18684-18692, 2010. 

50. Fujiwara K., Maita N., Hosaka H., Okamura-Ikeda K., Nakagawa A. and Taniguchi, H. Global conformational 
change associated with the two-step reaction catalyzed by Escherichia coli Lipoate-Protein Ligase A. J. Biol. Chem. 
285, 9971-9980, 2010. 

51. Miyazaki N., Hagiwara K., Wei T., Chen H., Nakagawa A., Xing L., Cheng R. H. and Omura T. Outer-capsid P8 
proteins of phytoreoviruses mediate secretion of assembled virus-like particles from insect cells. J. Gen. Virol. 91, 
2857-2861, 2010. 

52. Higashiura A., Kurakane T., Matsuda M., Suzuki M., Inaka K., Sato M., Kobayashi T., Tanaka T., Tanaka H., 
Fujiwara K. and Nakagawa A. High-resolution X-ray crystal structure of bovine H-protein at 0.88 Å resolution, Acta 
Cryst. Sect. D 66, 698-708, 2010. 

53. Miyazaki N., Wu B., Hagiwara K., Wang C.-Y., Xing Li., Hammar L., Higashiura A., Tsukihara T., Nakagawa A., 
Omura T. and Cheng R. H. The functional organization of the internal components of Rice dwarf virus, J. Biochem. 
147, 843-850, 2010. 

 
 

1. Takeshita, K., Sakata, S., Yamashita, E., Fujiwara, Y., Kawanabe, A., Kurokawa, T., Okochi, Y., Matsuda, M., Narita, 
H., Okamura, Y. and Nakagawa, A. X-ray crystal structure of voltage-gated proton channel. Nat. Struct. Mol. Biol., 
21, 352-357, 2014.  

2. Sasanuma H., Tawaramoto M.S., Lao J.P., Hosaka H., Sanda E., Suzuki M., Yamashita E., Hunter N., Shinohara M., 
Nakagawa A. and Shinohara A. A new protein complex promoting the assembly of Rad51 filaments. Nat. Commun. 
4, 1676, 2013. 

3. Takeshita K., Suetake I., Yamashita E., Suga M., Narita H., Nakagawa A. and Tajima S. Structural insight into 
maintenance methylation by mouse DNA methyltransferase 1 (Dnmt1). Proc. Natl. Acad. Sci. USA 108, 9055-9059, 
2011. 

4. Higashiura A., Kurakane T., Matsuda M., Suzuki M., Inaka K., Sato M., Kobayashi T., Tanaka T., Tanaka H., 
Fujiwara K., and Nakagawa A., High-resolution X-ray crystal structure of bovine H-protein at 0.88 Å resolution, 
Acta Cryst. Sect. D, 66, 698-708, 2010. 

5. Akama H., Matsuura T., Kashiwagi S., Yoneyama H., Narita S., Tsukihara T., Nakagawa A., and Nakae T. Crystal 
structure of the membrane fusion protein, MexA, of the multidrug transporter in Pseudomonas aeruginosa, J. Biol. 
Chem., 279, 25939-25942, 2004. 

6. Nakagawa A., Miyazaki, N., Taka, J., Naitow, H., Ogawa, A., Fujimoto, Z., Mizuno, H., Higashi, T., Watanabe, Y., 
Omura, T., Cheng, R. H. and Tsukihara, T. The atomic structure of Rice dwarf virus reveals the self-assembly 
mechanism of component proteins. Structure 11, 1227-1238, 2003. 

7. Kondo T., Yoshida, K., Nakagawa, A., Kawai, T., Tamura, H. and T. Goto. Structural basis of blue-colour 
development in flower petals from Commelina communis. Nature 358, 515-518, 1992. 

 
 

 
 

1.  (2014)
2014 6 No.519 pp.44-45 

2. 
2012  29, 132-137 



― 145 ― 教員の活動

 
3. Bovine H-protein 0.88Å 2011

 53, 332-338 
4. 2010  52, 

158-165 
 

 
1.  (2014) Design of 

Supramolecular Structures and Development for the Application  
2.  (2014) ATKINS, DE PAULA

 
3.  (2014)

 
4.  (Structure Determination of Proteins)  (2014)

 CSJ  14  
5. 2011

 
6. 2010  
7. 2009

− 121-165  
 

 
2015  
2014  
2009  
1993  
 

 
-  

1. Structural studies of novel voltage-gated protein family, Joint International Symposium of National Synchrotron 
Radiation Research Center, Taiwan and Institute for Protein Research, Osaka University, Japan “Establishment of 
Structural Biology Network in Asia”, September 30-October 1, 2015, Hsinchu, R.O.C. Taiwan 

2. High-Precision X-ray Crystallography of Proteins. The Joint Conference of 6th International Symposium on Physical 
Sciences in Space and 10th International Conference on Two-Phase Systems for Space and Ground Applications 
(ISPS-6 ITTW2015), September 14-18, 2015, Kyoto, Japan 

3. High-Precision X-ray Crystallography of Proteins. The Joint Conference of 6th International Symposium on Physical 
Sciences in Space and 10th International Conference on Two-Phase Systems for Space and Ground Applications 
(ISPS-6 ITTW2015), September 14-18, 2015, Kyoto, Japan 

4. Structure Biology Using Synchrotron Radiation. Molecular and Cellular Life Sciences: Infectous Diseases, 
Biochemistry & Structural Biology (MCLS2015), May 7-9, 2015, Surabaya, Indonesia 

5. Structure Biology Using Synchrotron Radiation. The First Trilateral Workshop for Frontier Protein Studies, Peking 
University, April 23-25, 2015, Beijing, P.R.China 

6. Structure Determination of Biological Maromolecules by X-ray. Workshop on Innovation and Pioneering Technology 
(WINTech2015), March 12, Kobe, Japan 

7. Crystal Structure of Voltage-gated Proton Channel, Hv1/VSOP, The 5th Symposium on Structure and Folding of 
Disease Related Proteins, July 11, 2014, Seoul, South Korea 

8. Crystal Structure of Voltage-gated Proton Channel, Hv1/VSOP, The 4th Asia Pacific Protein Association (APPA) 
conference, May 17-20, 2014, Jeju, South Korea 

9. Structure Determination of Biological Macromolecules Using Synchrotron Radiation and X-ray Free Electron Laser, 
International Symposium on New Drug Discovery and Development, December 13, 2013, Cheong, South Korea 

10. Coherent Diffraction Imaging for Spherical Biological Particles, The 28th European Crystallography Meeting 
(ECM28), August 25-29, 2013, Coventry, UK 

11. Coherent Diffraction Imaging for Structure Determination of Spherical Biological Particles, The 12th Conference of 
the Asian Crystallographic Association, December 7-10, 2013, Hong Kong, Hong Kong 

12. Structural Studies of the New Voltage-Sensing Protein Family, The 3rd Symposium on Structure and Folding of 
Disease Related Proteins, July 6, 2012, Seoul, South Korea 

 
- WS  
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1. 

2. Crystal Structure of Voltage Sensor Domain Protein 92 120
2015 3 21-23  

3. 

4. 

5. 

6. 
7. 

8. 

9. H23 2011
7 16-17  

10. Synchrotron radiation beam line for macromolecular assembly crystallography at SPring-8, Cooperation in Protein 
Science between Asian and Pacific Countries 2010 6 14  

 
 

2015 0 4  
2014 2 5  
2013 1 9  
2012 0 10  
2011 1 30  
2010 3 28  
 

 
 
 
 
 

 
 

 
 

 
 

 
25 27

 
25 27

 
25 27

 24
25

 

 
1. 1

27 28  
2. 26

28  
3. CREST 26
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31  

4. 
25 29  

5. 
26 28  

6. 
24 28  

7. 
24 25  

8. 

23  
9. 

19 23   
10. 

19 23  
11. 

19 23  
12. 3

22 23  
13. 4

22 23  
14. 5

23 24  
15. 6

24 25  
 

 
2015  

3  1  
8  0  

0  0  
0 0  

 
 

2014 4 1 7 0  
2013 3 1 8 0 1  
2012 6 1 6 0  
2011 5 0 2 0  
2010 7 0 4 0  
 

 2014  
5 0 11  0  

 2014  
2015 4  
2014 5  
2013 4  
2012 5  
2011 7  
2010 7  
 

 
I II
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10, 12, 15 11-12, 15  

06-  
IV -12 G1

 
I II  

 
 

1. 25  
2. 25  
3. 25  
4. 25  
5. 19 , 21 , 23  
 
 

 
Science, Protein Science, J. Mol. Biol. Biosci. Biotech. Biochem. Proteins, J. Appl. Cryst. J. Biochem., Acta Cryst. Sect. 
D, Int. J. Pharm., J. Synchrotron Rad., Biochim. Biophys. Res. Comm., Biochim. Biophys. Acta: Proteins Proteomics, J. 
Biotech., Scientific Rep., J. Struct. Biol. Math. Biosci., J. Bacteriol., Nat. Commun. 
 

 
J. Biochem. (12-); Act Cryst. Sect. F (14-) 
 

 

British Crystallographic Association American Crystallographic Association Protein Society 
 

 
01-07, 08-13, 15- PF 02-11 03-04

13-14 14-15 04-08 11-13 09-10 14-15
05-06 Crystallographic Computing Commission of the International Union of Crystallography

Commission member 05-08 11-13 Consultant 08-11 05-14 Asian Crystallographic 
Association Council member 08-13 PF- 12-14 SPring-8

10-11 SPring-8 10-11 SPring-8
12- 14- SPring-8 12-13 14-  

 
 

08-10 12-14  
 

 
Protein Data Bank (Group for PDB Database Curation, Group Leader) 

 
1. International Conference on Structural Genomics 2013 - Structural Life Science (ICSG2013-SLS), Jun. 

29-Aug. 1, 2013, Sapporo, Japan.  
2. 4th International Symposium on Diffraction Structural Biology 2013 (ISDSB2013), May 26-29, 2013, 

Nagoya, Japan.  
3. XXI Congress and General Assembly of the International Union of Crystallography, Aug. 23-31, 2008, 

Osaka, Japan.  
 

 
1. 2015 8

27-28  
2. 2015 5 11-13
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3. 4 2014 12 4-5
 

4. 2014 5 12-14
 

5. 2013 12
17-18  

6. 2013 11 19-20
 

7. SPring-8 2013 9 7-8  
8. 2013 5 13-15

 
9. 2012 10 4-5

 
10. SPring-8 2012 8 25-26  
11. 2012 5 14-15

 
12. 2011 11 21-22

 
13. 2011 2 14-15

 
14. 2010 10 28-29

 
15. 2010 9 9-10

 
16. 

2010 10 6-7  
 
 

 
 

14- 11- 14-
08-13 09- 07-10

08-12 10-11 07-08
07-08 07-08

04-08 04-07
03-04 03-05 03-04  

 

1. CCP4 Workshop in Osaka 2010 11 8 -11 12  
2. 2009 11 25-26  
3. Crystallographic Computing School Kyoto 2008 2008 8 18-23  
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(PDB) wwPDB worldwide PDB

RCSB-PDB EBI-PDBe NMR BMRB
 

2. 
 

3. 

 
 

2014-2015  
1 (PDB) PDBj

JST
(NBDC) DDBJ DBCLS All-in-one

 
2. 

PDB PDBx/mmCIF
10

eF-site for large structures  
3. 

Coupled Folding and Binding
GPGPU

adaptive umbrella sampling (AUS)
 

 
 

PDBj wwPDB DBCLS, DDBJ

web

 
 



― 151 ― 教員の活動

 
1:  
1-1:  

1. Higo J., Dasgupta B., Mashimo T., Kasahara K., Fukunishi Y., Nakamura H., Virtual-system coupled adaptive 
umbrella sampling to compute free-energy landscape for flexible molecular docking. J. Comput. Chem. 36, 
1489-1501, 2015. 

2. Suzuki K, Mizushima H, Abe H, Iwamoto R, Nakamura H, Mekada E., Identification of diphtheria toxin R domain 
mutants with enhanced inhibitory activity against HB-EGF. J Biochem. 157, 331-343, 2015. 

3. Fukunishi Y., Kurosawa T., Mikami Y., Nakamura H., Prediction of synthetic accessibility based on commercially 
available compound databases. J Chem Inf Model. 54, 3259-3267, 2014. 

4. Kasahara K., Fukuda I., Nakamura H., A Novel Approach of Dynamic Cross Correlation Analysis on Molecular 
Dynamics Simulations and its Application to Ets1 dimer–DNA Complex. PLoS One 9, e112419, 2014. 

5. Berman H. M., Burley S. K., Kleywegt G. J., Nakamura H., Markley J. L., Response to On prompt update of 
literature references in the Protein Data Bank. Acta Crystallogr D Biol Crystallogr D70, 2779, 2014. 

6. Mitsuta Y., Yamanaka S., Yamaguchi K., Okumura M., Nakamura H., Theoretical investigation on nearsightedness of 
finite model and molecular systems based on linear response function analysis. Molecules 19, 13358-13373, 2014. 

7. Yamashita K., Ikeda K., Amada K., Liang A., Tsuchiya Y., Nakamura H., Shirai H., Standley S. M., Kotai Antibody 
Builder: Automated, high-resolution structural modeling of antibodies. Bioinformatics 30, 3279-3280, 2014. 

8. Nishikawa Y., Oyama T., Kamiya N., Kon T., Toyoshima Y. Y., Nakamura H., Kurisu G., Structure of the entire stalk 
region of the dynein motor domain. J. Mol. Biol. 426, 3232–3245, 2014.  

9. Kawabata, T., Nakamura H., 3D flexible alignment using 2D maximum common substructure: dependence of 
prediction accuracy on target-reference chemical similarity. J. Chem. Inform. Model. 54, 1850-1863, 2014. 

10. Fukuda I., Kamiya N., Nakamura H., The Zero-multipole summation method for estimating electrostatic 
interactions in molecular dynamics: analysis of the accuracy and application to liquid systems. J. Chem. Phys. 140, 
194307, 2014. 

11. Shirai1 H., Ikeda K., Yamashita K., Tsuchiya Y., Sarmiento J., Liang S., Morokata T., Mizuguchi K., Higo J., 
Standley D. M., Nakamura H., High-resolution modeling of antibody structures by a combination of bioinformatics, 
expert knowledge, and molecular simulations. PROTEINS 82, 1624-1635, 2014. 

12. Dasgupta B., Kasahara K., Kamiya N., Nakamura H., Kinjo A. R., Specific non-local interactions are not necessary 
for recovering native protein dynamics. PLoS One 9, e91347, 2014. 

13. Lensink M. F., Moal I. H., Bates P. A., Kastritis P. L. Melquiond A. S. J., Karaca E., Schmitz C., van Dijk M., 
Bonvin A. M. J. J., Eisenstein M., Jiménez-García B., Grosdidier S., Solernou A., Pérez-Cano L., Pallara C., 
Fernández-Recio J., Xu J., Muthu P., Kilambi K. P., Gray J. J., Grudinin S., Derevyanko G., Mitchell J. C., Wieting J., 
Kanamori E., Tsuchiya Y., Murakami Y., Sarmiento J.,, Standley D. M., Shirota M., Kinoshita K., Nakamura H., 
Chavent M., Ritchie D. W., Park H., Ko J., Lee H., Seok C., Shen Y., Kozakov D., Vajda S., Kundrotas P. J., Vakser I. 
A., Pierce B. G., Hwang H., Vreven T., Weng Z., Buch I., Farkash E., Wolfson H. J., Zacharias M., Qin S., Zhou H.-Z., 
Huang S.-Y., Zou X., Wojdyla J. A., Kleanthous C., Wodak S. J., Blind prediction of interfacial water positions in 
CAPRI. PROTEINS 82, 620-632, 2014. 

14. Dasgupta B., Nakamura H., Kinjo A. R., Rigid-body motions of interacting proteins dominate multi-specific binding 
of Ubiquitin in a shape-dependent manner. PROTEINS 82, 77-89, 2014. 

15. Kita M., Nakamura H., Takano Y., Density functional study of the phosphate diester hydrolysis of RNA in 
RNA/DNA hibrid by RNase HI. Molecular Physics 112, 355-364, 2014. 

16. Mashimo T., Fukunishi Y., Kamiya N., Takano Y., Fukuda I., Nakamura H., Molecular dynamics simulations 
accelerated by GPGPU for biological macromolecules with a non-Ewald scheme for electrostatic interactions. J. 
Chem. Theory Comput. 9, 5599-5609, 2013. 

17. Moretti R., Fleishman S. J., Agius R., Torchala M., Bates P. A., Kastritis P. L., Rodrigues J. P. G. K. M., Trellet M., 
Bonvin A. M. J. J., Cui M., Rooman M., Gillis D., Dehouck Y., Moal I., Romero-Durana M., Perez-Cano L., Pallara 
C., Jimenez B., Fernandez-Recio J., Flores S., Pacella M., Kilambi K. P., Gray J. J., Popov P., Grudinin S., 
Esquivel-Rodríguez J., Kihara D., Zhao N., Korkin D., Zhu X., Demerdash O. N. A., Mitchell J. C., Kanamori E., 
Tsuchiya Y., Nakamura H., Lee H., Park H., Seok C., Sarmiento J., Liang S., Teraguchi S., Standley D. M., 
Shimoyama H., Terashi G., Takeda-Shitaka M., Iwadate M., Umeyama U., Beglov D., Hall D. R., Kozakov D., Vajda 
S., Pierce B. G., Hwang H., Vreven T., Weng Z., Huang Y., Li H., Yang X., Ji X., Liu S., Xiao Y., Zacharias M., Qin S., 
Zhou H.-X., Huang S.-Y., Zou X., Velankar S., Janin J., Wodak S. J., Baker D., Community-wide evaluation of 
methods forpredicting the effect of mutations on protein–protein interactions. PROTEINS 81, 1980-1987, 2013. 

18. Arakawa T., Kamiya N., Nakamura H., Fukuda I., Molecular dynamics simulations of a double-stranded DNA in an 
explicit solvent model with zero-dipole summation method. PLoS One 8, e76606, 2013. 

19. Murakami Y., Kinoshita K., Kinjo A. R., Nakamura H., Exhaustive comparison and classification of ligand-binding 
surfaces in proteins. Protein Science 22, 1379-1391, 2013.   

20. Sato J., Kozaki K., Handa S., Ikeda T., Saka R., Tomizuka K., Nishiyama Y., Okumura T., Hirai S., Ohno T., Ohta 
M., Date S., Nakamura H., Protein Experimental Information Management System (PREIMS) Based on Ontology: 
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Development and Applications. IPSJ Trans. Bioinfo. 6, 9–17, 2013. 
21. Higo J., Umezawa K., Nakamura H., A virtual-system coupled multicanonical molecular dynamics simulation: 

Principles and applications to free-energy landscape of protein–protein interaction with an all-atom model in explicit 
solvent. J. Chem. Phys. 138, 184106, 2013. 

22. Fukunishi Y., Nakamura H., Improved estimation of protein-ligand binding free energy by using ligand-entropy and 
mobility of water molecules. Pharmaceuticals 6, 604-622, 2013. 

23. Kamioka T., Sohya S., Wu N., Maki T., Matsuda T., Ikegami T., Nakamura H., Kuroda Y., Extraction of 
Recombinant Protein from Escherichia coli by Using a Novel Cell Autolysis Activity of VanX. Analytical 
Biochemistry 439, 212-217, 2013. 

24. Kamiya N., Fukuda I., Nakamura H., Application of zero-dipole summation method to molecular dynamics 
simulations of amembrane protein system. Chem. Phys. Lett. 568-569, 26-32, 2013 (Editor's Choice). 

25. Ueda K., Yamanaka S., Nakata K., Ehara M., Okumura M., Yamaguchi K., Nakamura H., Linear Response Function 
Approach for the Boundary Problem of QM/MM Methods. Int. J. Quant. Chem. 113, 336-341, 2013. 

26. Dasgupta B., Nakamura H., Kinjo A. R., Counterbalance of ligand- and self-coupled motions characterizes 
multispecificity of ubiquitin. Protein Science 22, 168–178, 2012. 

27. Fukunishi Y., Nakamura H. Statistical Estimation of the Protein-Ligand Binding Free Energy Based On Direct 
Protein-Ligand Interaction Obtained by Molecular Dynamics Simulation. Pharmaceuticals 5, 1063-1078, 2012. 

28. Fukuda I., Kamiya N., Yonezawa Y., Nakamura H. Simple and Accurate Scheme to Compute Electrostatic 
Interactions: Zero-dipole Summation Technique for Molecular System and Application to Bulk Water. J. Chem. Phys. 
137, 054314, 2012. 

29. Kinjo A. R., Nakamura H. GIRAF: a method for fast search and flexible alignment of ligand binding interfaces in 
proteins at atomic resolution. Biophysics 8, 79-94, 2012. 

30. Yamasaki H., Nakamura H., Electron density based interaction energy estimation of the special pair in the 
photosynthetic reaction center. Chem. Phys. Lertt. 536, 129-135, 2012. 

31. Koizumi K., Shigeta Y., Okuyama O., Nakamura H., Takano Y., Coordination effects on the electronic structure of 
the CuA site of cytochrome c oxidase. Chem. Phys. Lett. 531, 197-201, 2012. 

32. Kinjo A. R., Nakamura H., Composite Structural Motifs of Binding Sites for Delineating Biological Functions of 
Proteins. PLoS ONE 7, e31437, 2012. 

33. Umezawa K., Ikebe J., Takano M., Nakamura H., Higo J., Conformational Ensembles of An Intrinsically Disordered 
Protein pKID with and without a KIX Domain in Explicit Solvent Investigated by All-Atom Multicanonical 
Molecular Dynamics. Biomolecules, 2, 104-121, 2012. 

34. Yamanaka S., Kanda K., Saito T., Kitagawa K., Kawakami T., Ehara M., Okumura M., Nakamura H., Yamaguchi K. 
Does B3LYP correctly describe magnetism of manganese complexes with various oxidation numbers and various 
structural motifs? Chem. Phys. Lett. 519-520, 134-140, 2012. 

35. Kinjo A. R., Suzuki H., Yamashita R., Ikegawa Y., Kudou T., Igarashi R., Kengaku Y., Cho H., Standley D. M., 
Nakagawa A., Nakamura H., Protein Data Bank Japan (PDBj): maintaining a structural data archive and resource 
description framework format. Nucleic Acids Research 40, D453-D460, 2012. 

36. Fleishman S. J., Whitehead T. A., Strauch E.-M., Corn J. E., Qin S., Zhou H.-X., Mitchell J. C., Demerdash O. N. A., 
Takeda-Shitaka M., Terashi G., Moal I. H., Li X., Bates P. A., Zacharias M., Park H., Ko J.-S., Lee H., Seok C., 
Bourquard T., Bernauer J., Poupon A., Azé J., Soner S., Ovalı S. K., Ozbek P., Tal N. B., Haliloglu T., Hwang H., 
Vreven T., Pierce B. G., Weng Z., Pérez-Cano L., Pons C., Fernández-Recio J., Jiang F., Yang F., Gong X., Cao L., Xu 
X., Liu B., Wang P., Li C., Wang C., Robert C. H., Guharoy M., Liu S., Huang Y., Li L., Guo D., Chen Y., Xiao Y., 
London N., Itzhaki Z., Schueler-Furman O., Inbar Y., Potapov V., Cohen M., Schreiber G., Tsuchiya Y., Kanamori E., 
Standley D. M., Nakamura H., Kinoshita K., Driggers C. M., Hall R. G., Morgan J. L., Hsu V. L., Zhan J., Yang Y., 
Zhou Y., Kastritis P. L., Bonvin A. M. J. J., Zhang W., Camacho C. J., Kilambi K. P., Sircar A., Gray J. J., Ohue M., 
Uchikoga N., Matsuzaki Y., Ishida T., Akiyama Y., Khashan R., Bush S., Fouches D., Tropsha A., Esquivel-Rodríguez 
J., Kihara D., Stranges P. B., Jacak R., Kuhlman B., Huang S.-Y., Zou X., Wodak S. J., Janin J., Baker D., 
Community-wide assessment of protein-interface modeling suggests improvements to design methodology. J. Mol. 
Biol., 414, 289-302, 2011. 

37. Wada M., Kanamori E., Nakamura H., Fukunishi Y., Selection of in-silico drug screening results for 
G-protein-coupled receptors by using universal active probe. J. Chem. Inf. Model., 51, 2398-2407, 2011. 

38. Takano Y., Shigeta Y., Koizumi K., Nakamura H., Electronic Structures of the Cu2S2 Core of the CuA Site in 
Cytochrome c Oxidase and Nitronous Oxide Reductase. Int. J. Quantum Chem., 112, 208-218, 2011. 

39. Fukunishi Y., Mizukoshi Y., Takeuchi K., Shimada I., Takahashi H., Nakamura H., Protein-ligand docking guided by 
ligand pharmacophore-mapping experiment by NMR. J. Mol. Graph. Model., 31, 20-27, 2011. 

40. Dasgupta B., Nakamura H., Kinjo A. R., Distinct Roles of Overlapping and Non-overlapping Regions of Hub 
Protein Interfaces in Recognition of Multiple Partners. J. Mol. Biol. 411, 713-727, 2011. 

41. Higo J., Nishimura Y., Nakamura H., A Free-Energy Landscape for Coupled Folding and Binding of an Intrinsically 
Disordered Protein in Explicit Solvent from Detailed All-Atom Computations. J. Ame. Chem. Soc., 133, 
10448-10458, 2011. 

42. Fukunishi Y., Nakamura H., Definition of drug-likeness for compound affinity. J. Chem. Inf. Model., 51, 
1012-1016, 2011. 

43. Fukuda I., Yonezawa Y., Nakamura H., Molecular dynamics scheme for precise estimation of electrostatic 
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interaction via zero-dipole summation principle. J. Chem. Phys., 134, 164107, 2011. 
44. Lis M., Kim T., Sarmiento J. J., Kuroda D., Dinh H. V., Kinjo A. R., Amada K., Devadas S., Nakamura H., Standley 

D. M., Bridging the gap between single-template and fragment based protein structure modeling using Spanner. 
Immunome Res., 7, 1-8, 2011. 

45. Yonezawa Y., Fukuda I., Kamiya N., Shimoyama H., Nakamura H., Free Energy Landscapes of Alanine Dipeptide 
in Explicit Water Reproduced by the Force-Switching Wolf Method. J. Chem. Theory Comput., 7, 1484-1493, 2011. 

46. Kanda K., Yamanaka S., Saito T., Umeda Y., Kawakami K., Shen J.-R., Kamiya N., Okumura M., Nakamura H., 
Yamaguchi K., Labile electronic and spin states of the CaMn4O5 cluster in the PSII system refined to the 1.9 A X-ray 
resolution. UB3LYP computational results. Chem. Phys. Lett., 506, 98-103, 2011. 

47. Ikebe J.,Umezawa K., Kamiya K., Sugihara T., Yonezawa Y., Takano Y., Nakamura H., Higo J., Theory for trivial 
trajectory parallelization of multicanonical molecular dynamics and application to a polypeptide in water. J. Comput. 
Chem. 32, 1286-1297, 2011. 

48. Yonezawa Y., Standley D. M., Nakamura H., Degree of Pyramidality Governs the Height and Peak position of the 
Free-Energy-Barrier for the cis-trans Isomerization of N-Methylacetamide. Chem. Phys. Lett. 503, 139-144, 2011. 

49. Takano Y., Yonezawa Y., Fujita Y., Kurisu G., Nakamura H., Intrinsic Electronic Structures of the Novel [4Fe–4S] 
Cluster Found in Dark-operative Protochlorophyllide Oxidoreductase (DPOR). Chem. Phys, Lett. 503, 296-300, 
2011. 

50. Shimoyama H., Nakamura H., Yonezawa Y. Simple and effective application of the Wang-Landau method for 
multicanonical molecular dynamics simulation. J. Chem. Phys. 134, 024109, 2011. 

51. Yonezawa Y., Shimoyama H., Nakamura H., Multicanonical Molecular Dynamics Simulations Combined with 
MetaDynamics for the Free Energy Landscape of a Biomolecular System with High Energy Barriers. Chem. Phys. 
Lett. 501, 598-602, 2011. 

52. Patil A., Nakai K., Nakamura H., HitPredict: a database of quality assessed protein-protein interactions in 9 species. 
Nucleic Acids Research 39, D744-D749, 2011. 

53. Kanamori E., Igarashi S., Osawa M., Fukunishi Y., Shimada I., Nakamura H., Structure determination of a protein 
assembly by amino acid selective cross-saturation. PROTEINS 79, 179-190, 2011. 

54. Ikebe J., Standley D. M., Nakamura H., Higo J., Ab initio simulation of a 57-residue protein in explicit solvent 
reproduces the native conformation in the lowest free-energy cluster. Protein Science, 20, 187-196, 2011. 

55. Fukunishi Y., Nakamura H., Prediction of ligand-binding sites of proteins by the probe-docking binding-site finding 
(ProbeSite) method. Protein Science, 20, 95-106, 2011. 

56. Shiga D., Nakane D., Inomata T., Funahashi Y., Masuda H., Kikuchi A., Oda M., Noda M., Uchiyama S., Fukui K., 
Kanaori K., Tajima K., Takano Y., Nakamura H., Tanaka T. Creation of a Type 1 Blue Copper Site within a de Novo 
Coiled-coil Protein Scaffold. J. Am. Chem. Soc. 132, 18191-18198, 2010. 

57. Shimoyama H., Yonezawa Y., Nakamura H., Enhanced free-energy calculation using multi-scale simulation. J. 
Chem. Phys., 133, 135101, 2010. 

58. Kinjo A. R., Yamashita R., Nakamura H., PDBj Mine: design and implementation of relational database interface 
for Protein Data Bank Japan, Database, 2010, baq021, 2010. 

59. Patil A., Kinoshita K., Nakamura H., Domain distribution and intrinsic disorder in hubs in the human 
protein-protein interaction network. Protein Science, 19, 1461-1468, 2010. 

60. Murakami Y., Spriggs R., Nakamura H., Jones S., PiRaNhA: a server for the computational prediction of 
RNA-binding residues in protein. Nucleic Acids Research 38, W412-W416, 2010. 

61. Fukunishi Y., Ono K., Orita M., Nakamura H., Selection of in-silico drug screening result by using universal active 
probes (UAPs). J. Chem. Inf. Model., 50, 1233-1240, 2010. 

62. Kinjo A. R., Nakamura H., Geometric similarities of protein-protein interfaces at atomic resolution are only 
observed within homologous families: An exhaustive structural classification study, J. Mol. Biol., 399, 526-540, 
2010. 

63. Umezawa K., Morikawa R., Nakamura H., Higo J., Solvent flow patterns fluctuating largely around a protein and 
correlation with solvent density fluctuations: a molecular dynamics study. J. Chem. Phys. 132, 155103, 2010. 

64. Mashimo T., Fukunishi Y., Orita M., Katayama N., Fujita S., Nakamura H., Quantitative analysis of 
aggregation-solubility relationship by in-silico solubility prediction. Int. J. High Throughput Screening, 2010, 
99-107, 2010. 

65. Oda M., Kitai A., Murakami A., Nishimura M., Ohkuri T., Abe Y., Ueda T., Nakamura H., Azuma T., Evaluation of 
the conformational equilibrium of reduced hen egg lysozyme by antibodies to the native form. Arch. Biochem. 
Biophys. 494, 145-150, 2010. 

66. Standley D. M., Yamashita R., Kinjo A.R., Toh H., Nakamura H., SeSAW: balancing sequence and structural 
information in protein function mapping. Bioinformatics 26, 1258-1259, 2010. 

67. Takano Y., Nakamura H., Electronic structures of heme a of cytochrome c oxidase in the redoc states –Charge 
density migration to the propionate groups of heme a-. J. Comput. Chem. 31, 954-962, 2010. 

 
1-2:  

1. Kamiya N., Fukuda I., Nakamura H., Application of zero-dipole summation method to molecular dynamics 
simulations of amembrane protein system. Chem. Phys. Lett. 568-569, 26-32, 2013 (Editor's Choice). 

2. Fukuda I., Kamiya N., Yonezawa Y., Nakamura H., Simple and Accurate Scheme to Compute Electrostatic 
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Interactions: Zero-dipole Summation Technique for Molecular System and Application to Bulk Water. J. Chem. Phys. 
137, 054314, 2012. 

3. Kanamori E., Igarashi S., Osawa M., Fukunishi Y., Shimada I., Nakamura H. Structure determination of a protein 
assembly by amino acid selective cross-saturation. PROTEINS 79, 179-190, 2011. 

4. Kamiya N, Higo J, Nakamura H., Conformational transition states of beta-hairpin peptide between the ordered and 
disordered conformations in explicit water. Protein Science 11, 2297-2307, 2003. 

5. Nakajima N., Higo J., Kidera A., Nakamura H., Free energy landscapes of peptides by enhanced conformational 
sampling. J. Mol. Biol. 296, 197-216, 2000. 

 
1-3:  

1. Berman H. M, Kleywegt G. J., Nakamura H., Markley J.L., The Protein Data Bank archive as an open data resource. 
J Comput Aided Mol Des. 28, 1009-1014, 2014. 

2. Berman H. M., Kleywegt G. J., Nakamura H., Markley J. L., How community has shaped the Protein Data Bank. 
Structure 21, 1485-1491, 2013. 

3. Hagiwara Y., Ohno K., Kamohara M., Takasaki J., Watanabe T., Fukunishi Y., Nakamura H., Orita M., Molecular 
modeling of vasopressin receptor and in silico screening of V1b receptor antagonists. Expert Opin Drug Discov. 8, 
951-964, 2013. 

4. Mashimo T., Kochi T., Fukunishi Y., Kamiya N., Takano Y., Fukuda I., Nakamura H., Molecular Dynamics 
Simulation Accelerated by GPU for GPCR with a non-Ewald Algorithm. TSUBAME e-Science Journal 10, 25-29, 
2013. 

5. Berman H. M., Kleywegt G. J., Nakamura H., Markley J. L., The future of the protein data bank. Bioplymers, 99, 
218-222, 2012. 

6. Fukuda I., Nakamura H., Non-Ewald methods: Theory and Applications to Molecular Systems. Biophysical Reviews, 
4, 161-170, 2012. 

7. Kuroda D., Shirai H., Jacobson M. P., Nakamura H., Computer-aided antibody design. Protein Engineering, Design 
& Selection, 25, 507-522, 2012. 

8. Berman H. M., Kleywegt G. J., Nakamura H., Markley J. L., The Protein Data Bank at 40: Reflecting on the Past to 
Prepare for the Future. Structure, 20, 391-396, 2012. 

9. Higo J., Ikebe J., Kamiya N., Nakamura H., Enhanced and effective conformational sampling of protein molecular 
systems for their free energy landscapes. Biophysical Reviews, 4, 27-44, 2012. 

10. Patil A., Kinoshita K., Nakamura H., Structural properties of hubs in protein-protein interaction networks. Int. J. 
Mol. Sci., 11, 1930-1943, 2010. 

11. Yamanaka S., Nishihara S., Nakata K., Yonezawa Y., Kitagawa Y., Kawakami T., Okumura M., Takada T., 
Nakamura H., Yamaguchi K., Instability in chemical bonds:UNO CASCC, Resonating UCC and Approximately 
projected UCC methods to quasi-degenerate electronic systems. in "Recent Progress in Coupled Cluster Methods, 
(P. Carsky et al. eds.)" Springer-Verlag, 573-603, 2010. 

12. Berman H. M., Kleywegt G. J., Nakamura H., Markley J. L., Burley S. K., Safeguarding the integrity of protein 
archive. Nature 463, 425, 2010. 

 
1-4:  

1. (PDBj) , ,  32, 56-59, 2014. 
2. , , , 50, 438-441, 2014.  
3. , , , , 29, 63-64, 2014. 
4. GPU G , , , 

, , , , , TSUBAME e-Science Journal, 10, 8-12, 2013. 
5. Protein Data Bank (PDB) , , 53, 44-46, 2013. 
6. 

, , , 62, 89-91, 2010. 
7. , 

 , 52, 89-94, 2010. 
 

1-5:  
1.  - , 

, 2015. 
2 45 , 

, 2014.  
3. , , 2014 
4. Biomolecular Forms and Functions: A Celebration of 50 years of the Ramachandran Map Eds. Manju 
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Bansal & N. Srinivasan) "Prediction of Protein-Protein Complex Sructures" Kanamori E., Murakami Y., Sarmiento 
J., Liang S., Standley D. M., Shirota M., Kinoshita K., Tsuchiya Y., Higo J., Nakamura H., pp. 160-172, World 
Scientific Publishing, 2013. 

5. , , 2012. 
 

2:  
26  
25  
24  

 
3:  
3-1: -  

1. Computational Approaches to Coupled Folding and Binding in Protein-Protein Interactions (Plenary Lecture), 19th 
KPPS (Korean Peptide Protein Symposium) Symposium, Resom Ocean Castle Resort, Taean, Korea, July 7, 2015. 

2. Prediction of protein-protein and protein-ligand interactions, and application to drug discovery (Invited Lecture), 9th 
Asian Biophysics Association Symposium (ABA2015), Hangzhou, China, May 10, 2015. 

3. Computational analysis on electrostatic properties of proteins and their assembly. The first trilateral workshop for 
frontier protein studies, Peking Univ., Beijing, April 23, 2015. 

4. A new non-Ewald scheme for molecular dynamics simulation and its application to a free energy landscape for 
protein-protein interaction. 2nd International Conference on Computational Science and Engineering (ICCSE 2014), 
Ho Chi Minh, Vietnam, August 23, 2014. 

5. New Non-Ewald Scheme for Molecular Dynamics Simulation and Application to Free Energy Calculation, 
Bioinformatics in Torun 2014 (BIT14), Torun, Poland, June 12, 2014. 

6. New Approach to Electrostatic Properties of Proteins and Protein-Protein Interactions (Plenary Lecture), The 4th Asia 
Pacific Protein Association (APPA 2014), ICC Jeju, Korea, May 18, 2014. 

7. Computational Prediction and Analysis of Protein-Protein Interactions: Qualitative and Quantitative Approaches, 
Special Seminar at Academia Sinica, Shanghai, Jan 18, 2013. 

8. A new non-Ewald scheme: The zero-dipole summation method and its applications to molecular dynamics 
simulations for homogeneous and inhomogeneous biomolecular systems, National Symposium on Frontiers of 
Biophysics, Biotechnology & Bioinformatics and 37'th Annual Meeting of Indian Biophysical Society, University of 
Mumbai, India, Jan 14, 2013. 

9. Prediction of protein-protein complex structures, International Conference on Biomolecular Forms and Functions, 
Indian Institute of Science, Bangalore, India, Jan 10, 2013. 

10. Intrinsically Disordered Proteins and Development of Corresponding Drugs (Plenary Lecture), Computer Aided 
Drug Design 2011, Penang-Malaysia, December 5, 2011. 

11. PDBj: Protein structural database and query system for protein functions, International CD and Bioinformatics 
Conference, Warwick University, UK, December 3, 2010. 

12. Bioinformatics and computational approaches to structural features in protein interactions for in-silico drug 
development. The 1st international conference on frontiers of regenerative medicine and biomedical science. Jinan 
University, Guangzhoue, China, May 14, 2010. 

 
3-2: - WS  

1. HPCI 2014, 2014 5 31 , 
,  

2. 1D 4D 2013
9 17  

3. 3  2013 7 6
 

4. Prediction of Protein-Protein Interactions: Structural Approaches  The 2nd HD Physiology International 
Symposium 2013 6 28 : MY PLAZA  

5. SGDD GPCR 12  
2013 3 5  

6. 6 2013 2 22
 

7. Drug Development for a GPCR with in-silico screening Nagoya symposium, 2013 1 24
 

8. WS2012 2012 1 25
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9. 49
2011 9 16  

10. 8
2011 7 6  

11  
10 2010 6 16

 
 

3-3:  
2015 1 16  
2014 1 15  
2013 1 14  
2012 1 21  
2011 2 12  
2010 2 16  
 

4:  
1. 2014 7 1  
2. IT 2012 9 3

 
3. 

2012 5 21  
 

5:  
1. 

4654385 2010 1 7  
 

6:  
 

1. 
2012-2016  

2. B
2011-2013  

3. 
2011-2012  

4. B 2008-2010
 

5. 
2006-2010  

 
 

1. 

2011 2013  
2. 

2007 2011  
3.  

2007 2012  
4. NEDO

NEDO
2007 2013  

5.  (PDBj)
2006 2010  
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1. 

in silico
2013-2017  

2. 
2012-2015  

3. 
2009-2012  

4. 
in silico

JBIC 2007-2012  
5. Antibody Informatics 

2007-2012  
6. G GPCR

2010  

7-1: 2015  
3 1  
4 0  

1 0  
 

7-2: 2014  
2014 1 1 4 0  
2013 2 1 3 0  
2012 2 1 4 1  
2011 2 1 4 1  
2010 4 0 2 1  
 

7-3: 2015  
5 0 6  2  

 
7-4: 2015  

2015 8  
2014 9  
2013 9  
2012 9  
2011 7  
2010 9  
 

8:  
(04-, ) (04-, 3 , 2 ) 

 04-, 2  
04-, 2 IV (04-  

) 
 (04-, 4 ) 

 (04-, ) 04-,  
08-, 3 4  

04-10,  
 

9: ( )  
1. 2007 1 2014
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2. 2013 10  
3. 2013 11  
 

 
1. All-in-one 2015 7

18  
2. PDBjing &  - 

- 2015 6 13  
3. 14 2014 6 27  
4. 51 2013 10 28  
5. 2013 2013 10 13

 
6. 13 2013 6 12  
7. 2012 2012 10 26

 
8. PDB 2012 10 13

 
9. 50 2012 9 20  
10. 12 2012 6 20  
11. 2012 6 12  
12. 23 2011 11 25  
13. 49 2011 9 16  
14. 11 2011 6 7  
15. 11 PDBj 2011 6 6  
16. DDBJing 23 & PDBj  in 2011 1 17, 18  
17. InCoB2010: 9th International Conference on Bioinformatics 2010 9

27  
18. 48 PDBj 2010 9 21, 22  
19. 48 2010 9 20  
20. in 2010 8 9-10

 
21. 10 2011 6 16

 
22. The 9'th China-Japan-Korea Bioinformatics Training Course and Bioinformatics Symposium

2010 4 21 Shanghai Institutes for Biological Sciences 
Chinese Academy of Sciences, Shanghai, China 

 
 

10-1:  
JACS, J, Mol. Biol., J. Phys. Chem., Bioinformatics, BMC-Bioinformatics, Proteins, Protein Science, Biophysical 
Reviews 
 

10-2:  
Biophysical Reviews (12-); Protein Engineering, Design and Screening (04-); Biophysics (05-);  
(00-09); Journal of Structural and Functional Genomics (06-); Briefings in Bioinformatics (08-10), Curr. Opin. Str. Biol. 
(14-) 
 

11-1:  
Protein Society 

 
11-2:  

(07-10) 12-13 Protein Research Communication (PRC
) 01-05 ; 15- 08-09, 11-13

12-13 (09-12) Protein Society Council 
member(12-14) ; APPA (Asia Pasific Protein Science Association) (Steering Committee (11-15)) 
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12:  

DC1, DC2, PD) 04-  
10  

CREST
05-12  

12-) 
08-10  

HPCI 10-  
06-) 

 
 

15-
04-12 DNA

03-11
10-13  04-

09-12  
 

13:  
1. PDBj  (01-) 
  107,620 (2015 3 ) 2010   1,917 2011  

1,836 2012 1,947 2013 2,073 2014  1,898  
Summary page jump

http://www.pdbj.org/, 2004 2  
 2010  13,705,048 , 2011 24,592,177 , 2012 30,560,237 , 2013

83,103,566 , 2014  98,991,194  
 2010  26,299,437 , 2011 33,861,275 , 2012 25,299,732

2013 57,100,473 2014 64,174,652  
2. PDBj-BMRB 02- (http://bmrb.protein.osaka-u.ac.jp/) 

10,853 (2015 3 ) 2010  278 2011
 

2010 18,269 2011  
3. CSD 99- http://www.protein.osaka-u.ac.jp/csd/  

717,876  
97 28  

4. myPresto (http://presto.protein.osaka-u.ac.jp/myPresto4/) (08-) 
NEDO IT

myPresto
 

2014 2,433  
5. 

(http://preims.pdbj.org/preims/) 08-13  
391 2009  

1,723 2011  
 

14-1:  
1.  "Analysis and Prediction of Protein Assembly Structures by Bioinformatics", 2015 3

6 ,  
2.  "Antibody Design, Modeling and Applications", 2014 1 14-15 , 

 
3. IFReC  "Multilevel Systems Biology: Genomes, Structures, and Networks" 2011

11 16-17 ,  
4.  "New Era of Biosimulations with Supercomputers", 2011 3 4 , 
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14-2:  

1. 53 2015 9 14
 

2. 52 Prediction and analysis of protein functions from structural 
bioinformatics 2014 9 26  

3. 
2013 3 8  

4. 49
49 2011 9 16  

5. 2011
3 5  

6. 10 2010 6 16 , 
 

15:  
14- 12-13) ( 06-11); 12-13

10-11); (08-11); ( 06-11); 
( 02-11);

08-11 ( 06-11); 
10- ( 10-11)

10-11  
 

16:  
1. 08-10 HPCI

10- HPCI 11-
 

2. HPCI HPCI 12-
HPCI 12-

 
3. (AIST)  

(BIRC) 07-13 NEDO
 

4. 06-12)
09-10

 
5. PT DB 08-10)
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1. Kimata-Ariga Y., Kubota-Kawai H., Lee Y. -H., Muraki N., Ikegami T., Kurisu G., and Hase T. (2013
Concentration-dependent oligomerization of cross-linked complexes between ferredoxin and ferredoxin-NADP+ 
reductase. Biochem. Biophys. Res. Commun. 434, 867-872 

2. Gaufichon L., Masclaux-Daubrese C., Tcherkez G., Reisdorf-Cren M., Sakakibara Y., Hase T., Clément G., Avice J. C., 
Grandjean O., Marmagne A., Boutet-Mercey S., Azzopardi M., Soulay F., and Suzuki A. (2013) Arabidopsis 
thaliana ASN2 encoding asparagine synthetase is involved in the control of nitrogen assimilation and export during 
vegetative growth. Plant Cell Environ. 36, 328-342 

3. Rahman M. M., Nakanishi N., Sakamoto Y., Hori H., Hase T., Park S-Y., and Tsubaki M. (2013) Roles of conserved 
Arg72 and Tyr71 in the ascorbate-specific transmembrane electron transfer catalyzed by Zea mays cytochrome b561. 
J. Biosci. Bioeng. 115,497-506 

4. Liauw P., Mashiba T., Kopczak M., Wiegand K., Muraki N., Kubota H., Kawano Y., Ikeuchi M., Hase T., Rögner M., 
and Kurisu G. (2012) Cloning, expression, crystallization and preliminary X-ray studies of the ferredoxin–NAD(P)+ 
reductase from the thermophilic cyanobacterium Thermosynechococcus elongatus BP-1. Acta Crystallographica 
Section F, 68, 1048–1051, 

5.AltmannB., Twachtmann M., N. Muraki N., Voss I., Okutani S., Kurisu G., Hase T., and Hanke G.T. (2012) N-terminal 
structure of maize ferredoxin:NADP+ reductase determines recruitment into different thylakoid membrane 
complexes. Plant Cell, 24, 2979-2991 

6. Sakakibara Y., Kimura H., Iwamura A., Saitoh T., Ikegami T., Kurisu G., and Hase T. (2012) A new structural insight 
into differential interaction of cyanobacterial and plant ferredoxins with nitrite reductase as revealed by NMR and 
X-ray crystallographic studies. J Biochem. 151, 483-492 

7. Shinmura K., Muraki N., Yoshida A., Hase T., and Kurisu G. (2012) Crystallization and preliminary X-ray studies of 
an electron-transfer complex of ferredoxin and ferredoxin-dependent glutamate synthase from the cyanobacterium 
Leptolyngbya boryana. Acta Crystallographica Section F, 68, 483-492 

8. Lee Y.-H., Ikegami T., Standley D.M., Sakurai K., Hase T., and Goto Y. (2011) Binding energetics of 
ferredoxin-NADP+ reductase with ferredoxin and its relation to function. ChemBioChem, 12, 2062-2070 

9. Bowsher C.G., Eyres L.M., Gummadova J.O., Hothi P., McLean K. J., Munro A. W., Scrutton N. S., Hanke G. T., 
Sakakibara Y., and Hase T. (2011) Identification of N-terminal regions of wheat leaf ferredoxin NADP+ 
oxidoreductase important for interactions with ferredoxin. Biochemistry, 50, 1778 1787 

10. Voss I., Goss T., Murozuka E., Altman B., McLean K.J., Rigby S.E.J., Munro A.W., Scheibe R., Hase T., and Hanke 
G.T. (2011) FdC1, a novel ferredoxin protein capable of alternative electron partitioning, increases in conditions of 
accepter limitation at PSI. J. Biol. Chem. 286, 50-59 

11. Hanke G.T., Satomi T., Shinmura K., Takao T., and Hase T. (2011) A screen for potential ferredoxin electron transfer 
partners uncovers new, redox dependent interactions. Biochim. Biophys. Acta, 1814, 366-374 

12. Kimata-Ariga Y,. Sakakibara Y., Ikegami T., and Hase T. (2010) Electron transfer of site-specifically cross-linked 
complexes between ferredoxin and ferredoxin-NADP+ reductase. Biochemstry, 49, 10013-10023

13. Nakanishi N., Rahman M., Sakamoto Y., Takigami T., Kobayashi K., Hori H., Hase T., Park S-Y., and Tsubaki M. 
(2009) Importance of conserved Lys83 residue of Zea mays cytochrome b561 for ascorbate-specific transmembrane 
electron transfer as revealed by site-directed mutageneis studies. Biochemistry, 48, 10665-10678 

14. Terauchi AM., Lu SF., Zaffagnini M., Tappa S., Hirasawa M., Tripathy JN., Knaff DB., Farmer P.J, Lemaire SD., 
Hase T., and Merchant SS. (2009) Pattern of expression and substrate specificity of chloroplast ferredoxins from 
Chlamydomonas reinhardtii. J. Biol. Chem. 284, 25867-25878 

15. Sekine K., Sakakibara Y., Hase T., and Sato N. (2009) A novel variant of ferredoxin-dependent sulfite reductase 
having preferred substrate specificity for nitrite in Cyanidioschyzon merolae. Biochem J. 423, 91-98 

1. AltmannB., Twachtmann M., N. Muraki N., Voss I., Okutani S., Kurisu G., Hase T., and Hanke G.T. (2012) 
N-terminal structure of maize ferredoxin:NADP+ reductase determines recruitment into different thylakoid 
membrane complexes. Plant Cell, 24, 2979-2991 

2. Kurisu G., Kusunoki M., Katoh E., Yamazaki T., Teshima K., Onda Y., Kimata-Ariga Y. and Hase T. (2001) Structure 
of the electron transfer complex between ferredoxin and ferredoxin-NADP+ reductase. Nature Struct. Biol., 8, 
117-121 

3. Akashi T., Matsumura T., Ideguchi T, Iwakiri K., Kawakatsu T., Taniguchi I. and Hase T. (1999) Comparison of the 
electrostatic binding sites on the surface of ferredoxin for two ferredoxin-dependent enzymes, ferredoxin-NADP+ 
oxidoreductase and sulfite reductase. J. Biol. Chem., 274, 29399-29405 
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4. Sakakibara H., Watanabe M., Hase T. and Sugiyama T. (1991) Molecular cloning and characterization of 
complementary DNA encoding for ferredoxin dependent glutamate synthase in maize leaf. J. Biol. Chem., 266, 
2028-2035 

5. Fukuyama K., Hase T., Matsumoto S., Tsukihara T., Katsube Y., Tanaka N., Kakudo M., Wada K. and Matsubara H. 
(1980) Structure of S. platensis (2Fe-2S) ferredoxin and evolution of chloroplast-type ferredoxins. Nature, 286, 
522-524 

 

 

Sakakibara Y., Kimura H., Iwamura A., Saitoh T., Ikegami T., Kurisu G., and Hase T. (2012) A new structural insight 
into differential interaction of cyanobacterial and plant ferredoxins with nitrite reductase as revealed by NMR and X-ray 
crystallographic studies. J Biochem. 151, 483-492

1.  Molecular machineries for photosynthetic assimilation in ferredoxin-dependent redox metabolisms. Toshiharu Hase, 
1st Congress of Indonesian Protein Society, July 6-7, 2012, Jember, Indonesia 

2.  Molecular recognition of Fd and Fd-dependent proteins. Toshiharu Hase, Daniel I. Arnon Centennial Symposium, 
January 7-10, 2010, Asilomar, California 

 

1. 
10 2011 2 10-12  

2. 
- 2009 7 10  
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1. 

2012-2013  
2. 2011-2012  
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J.Biochem., J.Biol.Chem., Biochemistry, J.Mol.Biol., FEBS J., FEBS Lett., Proc.Natl.Acad. Sci., 
Biochem.Biophys.Res.Commun., Biochim.Biophys.Acta, Biosci.Biotechnol.Biochem., J.Inorg.Biochem., 
J.Am.Chem.Soc., Plant Cell Physiol., Plant Physiol., Plant Cell., J.Exp.Bot., Planta, Phytochemistry 

J.Exp.Bot. Handling Editor, 1995-  
J.Biochem. Associate Editor, 2004-2007 
Plant Cell Physiol. Associate Editor, 1998-1999 

1. Regulation and environmental adaptation of photosynthesis: an attractive theme for 
structural life science 2014 10 24  

2. 1st International Symposium on the Nitrogen Nutrition of Plants 2010 7 26-30  

1. 84 NMR
2014 10 18  

2. 84 2011 9 21-24
 

3. 2011 3
9-10  
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1. CNRS International Research Network (GDRI) on Integrative Plant Biology (IPB) steering committee 
member  
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10-15  

1.  Takahashi, H., Kainosho, M., Akutsu, H. and Fujiwara, T. 1H-Detected 1H−1H Correlation Spectroscopy of a 
Stereo-Array Isotope Labeled Amino Acid under Fast Magic-Angle Spinning. J. Magn. Reson. 203, 253 256, 
2010. 

2.  Matsuki, Y., Takahashi, H., Ueda, K., Idehara, T., Ogawa, I., Toda, M., Akutsu, M. and Fujiwara, T. Dynamic 
Nuclear Polarization Experiments at 14.1 T for Solid-State NMR. Phys. Chem. Chem. Phys. 12, 5799-5803, 2010. 

3.  Idehara, T., Kosuga, K., Agusu, L., Ikeda, R., Ogawa, I., Saito, T., Matsuki, Y., Ueda, K. and Fujiwara, T. 
Continuously Frequency Tunable High Power Sub-THz Radiation Source - Gyrotron FU CW VI for 600 MHz 
DNP-NMR spectroscopy. J. Infrared Millim. Terahz. Waves, 31, 775-790, 2010.  

4.  Todokoro, Y., Kobayashi, M., Sato, T., Kawakami, T., Yumen, I., Aimoto, S., Fujiwara, T. and Akutsu, H. Structure 
analysis of membrane-reconstituted subunit c-ring of E. coli H+-ATP synthase by solid-state NMR under MAS. J. 
Biomol. NMR, 48, 1-11 2010. 

5.  Ikeda, K., Kameda, T., Harada, E., Akutsu, H. and Fujiwara, T. Combined use of replica-exchange molecular 
dynamics and magic-angle-spinning solid-state NMR spectral simulations for determining the structure and 
orientation of membrane-bound peptide. J. Phys. Chem. B, 115, 9327-9336, 2011. 

6.  Matsuki, Y., Konuma, T., Fujiwara, T. and Sugase, K. Boosting Protein Dynamics Studies Using Quantitative 
Non-Uniform Sampling NMR Spectroscopy. J. Phys. Chem. B, 115, 13740-13745, 2011. 

9.  Yumen, I., Iwasaki, I., Suzuki, T., Todokoro, Y., Tanaka, K., Okada, O., Fujiwara, T., Yoshidab, M. and Akutsu, H. 
Purification, Characterization and Reconstitution into Membranes of the Oligomeric c-Subunit Ring of 
Thermophilic FoF1-ATP Synthase Expressed in E. coli. Protein Expression and Purification, 82, 396–401, 2012. 

7.  Matsuki, Y., Ueda, K., Idehara, T., Ikeda, R., Kosuga, K., Ogawa, I., Nakamura, S., Toda, M., Anai, T. and Fujiwara, 
T. Application of Continuously Frequency-Tunable 0.4 THz Gyrotron to Dynamic Nuclear Polarization for 600 
MHz Solid-State NMR. J. Infrared Millim. Terahz. Waves, 33 (7) 745-755, 2012.  

8.  Idehara, T., Mudiganti, J. C., Agusu, L., Kanemaki, T., Ogawa, I., Fujiwara, T., Matsuki, Y. and Ueda, K. 
Development of a compact sub-THz gyrotron FU CW CI for application to high power THz technologies. J. 
Infrared Millim. Terahz. Waves, 33 (7) 724-744, 2012.  

9.  Kobayashi, N., Harano, Y., Tochio, N., Nakatani, E., Kigawa, T., Yokoyama, S., Mading, S., Ulrich, E. L., 
Markley, J. L., Akutsu, H. and Fujiwara, T. An automated system designed for large scale NMR data deposition 
and annotation: Application to over 600 assigned chemical shift data entries to the BioMagResBank from the 
RIKEN Structural Genomics/Proteomics Initiative internal database. J. Biomol. NMR, 53(4), 311-320, 2012. 

10. Matsuki, Y., Ueda, K., Idehara, T., Ikeda, R., Ogawa, I., Nakamura, S., Toda, M., Anai, T., Fujiwara, T. 
Helium-Cooling and -Spinning Dynamic Nuclear Polarization for Sensitivity-Enhanced Solid-State NMR at 14 T 
and 30 K, J. Magn. Reson., 225, 1-9, 2012. 

11. Hattori, Y., Furuita, K., Ohki, I., Ikegami, T., Fukada, H., Shirakawa, M., Fujiwara, T. and Kojima, C. Utilization of 
lysine 13C-methylation NMR for protein-protein interaction studies. J. Biomol. NMR, 55, 19-31 2013. 

12. Ikeda, K., Egawa, A., and Fujiwara, T. Secondary Structural Analysis of Proteins Based on 13C Chemical Shift 
Assignments in Unresolved Solid-State NMR Spectra Enhanced by Fragmented Structure Database, J. Biomol. 
NMR, 55, 189-200, 2013.  

13. Bak, S., Kang, S.-J., Suzuki, T., Yoshida, M., Fujiwara, T., and Akutsu, A. Improved Purification of Thermophilic 
FoF1-ATP Synthase c-Subunit Rings and Solid-State NMR Characterization of Them in Different Lipid Membranes, 
J. Korean Magn. Reson. Soc., 17, 67-75, (2013). 

14. Kang, S.-J., Todokoro, Y., Yumen, I., Shen, B., Iwasaki, I., Suzuki, T., Miyagi, A., Yoshida, M., Fujiwara, T., and 
Akutsu, H., Active-Site Structure of Thermophilic Foc Subunit Ring in Membranes Elucidated by Solid-State NMR, 
Biophysical J., 106, 390-398 (2014). 

15. Kosami, K., Ohki, I., Hayashi, K., Tabata, R., Usugi, S., Kawasaki, T., Fujiwara, T., Nakagawa, A., Shimamoto, K. 
and Kojima, C., Purification, crystallization and preliminary X-ray crystallographic analysis of a rice Rac/Rop 
GTPase, OsRac1, Acta Cryst. F70, 113–115 (2014). 

16. Tatematsu, Y., Yamaguchi, Y., Idehara, T., Kawase, T., Ichioka, R., Ogawa, I., Saito, T., and Fujiwara, T., 
Development of second harmonic gyrotrons, Gyrotron FU CW GII and Gyrotron FU CW GIII, equipped with 
internal mode converters. J. Infrared Millim. Terahz. Waves, 35 (2), 169-178 (2014). 

17. Kataoka, S., Furuita, K., Hattori, Y., Kobayashi, N., Ikegami, T., Shiozaki, K., Fujiwara, T. and Kojima, C. 1H, 15N 
and 13C resonance assignments of the conserved region in the middle domain of S. pombe Sin1 protein. Biomol. 
NMR Assign., March, (2014). 

18. Ikeda, R., Yamaguchi, Y., Tatematsu, Y., Idehara, T., Ogawa, I., Saito, T., Matsuki, Y. and Fujiwara, T., Broadband 
Continuously Frequency Tunable Gyrotron for 600 MHz DNP-NMR Spectroscopy, Plasma and Fusion Research: 
Rapid Commun., 9, 1206058 (2014). 

19. Tatematsu, Y., Yamaguchi, Y., Idehara, T., Kawase, T., Ogawa, I., Saito, T., and Fujiwara, T., Characteristics of the 
mode converter of Gyrotron FU CW GII radiating Gaussian beams in both the fundamental and second harmonic 
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frequency bands, J. Infrared Millim. Terahz. Waves, 35 (6-7), 517-524 (2014).  

20. Kosami, K., Ohki, I., Nagano, M., Furuita, K., Sugiki, T., Kawano, Y., Kawasaki, T., Fujiwara, T., Nakagawa, A., 
Shimamoto, K., and Kojima, C., The crystal structure of the plant small GTPase OsRac1 reveals its mode of 
binding to NADPH oxidase, J. Biol. Chem. 289, (41) 28569-78 (2014). 

21. Suwito, H., Jumina, Mustofa,  Pudjiastuti, P., Fanani, M. Z., Kimata-Ariga, Y., Katahira, R., Kawakami, T., 
Fujiwara, T., Hase, T., Sirat, H. M., and Puspaningsih, N.N.T., Design and Synthesis of Chalcone Derivatives as 
Inhibitors of the Ferredoxin — Ferredoxin-NADP+ Reductase Interaction of Plasmodium falciparum: Pursuing 
New Antimalarial Agents, Molecules, 19(12), 21473-21488 (2014). 

22. Furuita, K., Kataoka, S., Sugiki, T., Hattori, Y., Kobayashi, N., Ikegami, T., Shiozaki, K., Fujiwara, T. and Kojima, 
C., Utilization of paramagnetic relaxation enhancements for high-resolution NMR structure determination of a 
soluble loop-rich protein with sparse NOE distance restraints, J. Biomol. NMR, 61, 55-64 (2015).  

23. Idehara, T., Tatematsu, Y., Khutoryan, E.M., Kuleshov, A.N., Ueda, K., Yamaguchi, Y., Matsuki, Y. and Fujiwara, T., 
The Development of 460 GHz gyrotrons for 700 MHz DNP-NMR spectroscopy, J. Infrared Millim. Terahz. 
Waves, 36 (7), 613-627, (2015). 

24. Idehara, T., Khutoryan, E. M., Tatematsu, Y., Yamaguchi, Y., Kuleshov, A. N., Dumbrajs, O., Matsuki, Y., Fujiwara, 
T., High speed frequency modulation of a 460 GHz gyrotron for enhancement of 700 MHz DNP-NMR 
spectroscopy, J. Infrared Millim. Terahz. Waves, 36 (9), 819-829, (2015). 

25. Matsuki, Y., Nakamura, S., Fukui, S., Suematsu, H., and Fujiwara, T., Closed-cycle cold helium magic-angle 
spinning for sensitivity-enhanced multi-dimensional solid-state NMR, J. Magn. Reson. 259, 76-81 (2015). 

 
 
 
 
 
 

 
1.  Matsuki, Y., Nakamura, S., Fukui, S., Suematsu, H., and Fujiwara, T., Closed-cycle cold helium magic-angle 

spinning for sensitivity-enhanced multi-dimensional solid-state NMR, J. Magn. Reson. 259, 76-81 (2015). 
2.  Matsuki, Y., Ueda, K., Idehara, T., Ikeda, R., Ogawa, I., Nakamura, S., Toda, M., Anai, T., Fujiwara, T. 

Helium-Cooling and -Spinning Dynamic Nuclear Polarization for Sensitivity-Enhanced Solid-State NMR at 14 T 
and 30 K, J. Magn. Reson., 225, 1-9, 2012. 

3.  Egawa, A., Fujiwara, T., Mizoguchi, T., Kakitani, Y., Koyama, Y. and Akutsu, H. Structure of the Light-Harvesting 
Bacteriochlorophyll c Assembly in Chlorosomes from Chlorobium Limicola Determined by Solid-State NMR. 
Proc. Natl. Acad. Sci. U.S.A., 104, 790-795, 2007.   

4.  Harada, E., Todokoro, Y., Akutsu, H., and Fujiwara, T. Detection of Peptide−Phospholipid Interaction Sites in 
Bilayer Membranes by 13C-NMR Spectroscopy: Observation of 2H/31P-Selective 1H-Depolarization under 
Magic-Angle Spinning”, J. Am. Chem. Soc., 128, 10654 10655, 2006. 

5.  Fujiwara, T., Sugase, K., Kainosho, M., Ono, A., Ono, A. (M.) and Akutsu, H. 13C 13C and 13C 15N Dipolar 
Correlation NMR of Uniformly Labeled Organic Solids for the Complete Assignment of Their 13C and 15N Signals. 
J. Am. Chem. Soc., 117, 11351 11352, 1995  

 
 

10-15  
1.  Akutsu, H., Egawa, A. and Fujiwara, T. Atomic structure of the bacteriochlorophyll c assembly in intact 

chlorosomes from Chlorobium limicola determined by solid-state NMR. Photosynth. Res. 104 (2), pp.221-231, 
2010. 

2.  Egawa A., Akutsu, H., and Fujiwara, T., 13C-13C Distance Measurements by Polarization Transfer Matrix Analysis 
of 13C Spin Diffusion in Uniformly 13C-labeled Molecular Complex under Magic-angle Spinning” in "Advances in 
Biological Solid State NMR", pp. 36-52, Eds F. Separovic and A. Naito, RSC Publishing, 2014. 

3.  Sugiki, T., Fujiwara, T., and Kojima, C., Latest approaches for efficient protein production in drug discovery, 
Expert Opinion on Drug Discovery, 9(10) 1-16 (2014). 

 
 

10-15  
 

 

 
NMR, Bulletin of the NMR society of Japan. Vol.4 113-116 (2013).
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10-15  
 

 
2013 8 2  

 

10-15  
-  

1. Solid-state NMR structural analysis of membrane proteins and sensitivity enhancement, in Workshop Advances in 
Solid-State NMR of Biological Molecules (#58) of PachifiChem2010, Convention Center in Honolulu, USA. Dec 15, 
2010. 

2. Dynamic nuclear polarization using ESR at 14.1 T for biological solid-state NMR spectroscopy, Advanced ESR 
Studies for New Frontiers in Biofunctional Spin Science and Technology, AEBST 2011, Takigawa Memorial Hall, 
Kobe University, Nov 13-14, 2011.  

3. Application of Continuously Frequency-Tunable Sub-MMW Gyrotron to Dynamic Nuclear Polarization at 14.1 T 
and 30 K for NMR, IRMMW-THz 2011, Hyatt Regency Houston, TX USA, Oct 2-7, 2011. 

4. High-Field Dynamic Nuclear Polarization and Structural Analysis of Membrane Protein, The 4th Asia-Pacific NMR 
Symposium, Central Garden Hotel, Beijing, China, Oct 16-18, 2011.  

5. Solid-State NMR Structural Analysis of Membrane Protein and Sensitivity Enhancement by Dynamic Nuclear 
Polarization, 9th Japan-Korea Bilateral Symposium on Biological NMR, Conference Center, Hokkaido University, 
March 16, 2012. 

6. Signal Enhancement by DNP and Solid-State NMR of Proteins, 43rd Korea Magnetic Resonance Society 
Symposium, Muchangpo, Chunbuk, Korea, July 2, 2013. 

7.  Signal Enhancement by DNP and Solid-State NMR of Proteins, Atomic View of Biomolecular Function Symposium, 
University of Michigan, Ann Arbor, USA, July 11, 2013. 

8. Application of High-Frequency Gyrotrons to High-Field DNP-NMR Spectroscopy, The 5th International Workshop 
on Far-Infrared Technologies 2014, Science Tower I, University of Fukui, March 5-7, 2014. 

9. Structural analysis of proteins by solid-state NMR and sensitivity enhancement by DNP, The 4th International 
Symposium on Drug Discovery and Design by NMR, RIKEN Yokohama Institute Main Lecture Hall, Feb. 4-5, 2015. 

10. Development of High-Field DNP Instrumentation for Magic-Angle Spinning 13C-NMR at 16.4 T and 30 K, 57th 
Rocky Mountain Conference on Magnetic Resonance, Snowbird Resort & Conference Center in Snowbird, Utah, 
USA, July 26-30, 2015 

11. Development of high-field DNP instrumentation for magic-angle spinning 13C-NMR at 16.4 T and 30 K and 
solid-state NMR analysis of proteins, International Society of Magnetic Resonance 2015, CELAP, Shanghai, China, 
August 16-21, 2015 

 
 

 - WS  
1. NMR (Bio.Magn.Reson.Bank), 10

, , 2010 6 16 . 
2. NMR , , 10  

, 2010 6 18 . 
3. NMR , NMR ,

 , 2010 7 29-30 . 
4. Solid-State NMR for the Structural Analysis of Biomolecules, 30th Symposium on Biological Sciences, Nature, Life 

and NMR, C-101, Graduate School of Pharmaceutical Sciences Narashino, Toho Univ., Oct. 6, 2010. 
5. NMR ,  3 , 4 ,2010

11 10 . 
6. , 10

, ,2011 2 10 . 
7. Solid-state NMR for structural analysis of biomolecules, International Symposium on Encounters and Leaps in 

Science, ANA Crowne Plaza Hotel Grand Court Nagoya, March 15, 2011. 
8. Application of solid-state NMR to biological systems and the sensitivity enhancement by high-field DNP for 

hyperpolarization,Workshop10: Magnetic resonance method pioneering in vivo protein measurement and its 
sensitivity enhancement, 11th Annual Meeting of the Protein Science Society of Japan, Hotel Hankyu Expopark, June 
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9, 2011. 

9. , 
, 2 .  B1 , 2011 6 30 . 

10. NMR , , NMR
 2011 7 28 .  

11. NMR , 50  , , 2011 10 25   
12. NMR, 50

SEST2011 , ,  ,2011 11 18 . 
13. Structural Analysis of Membrane Protein by Biophysical Techniques for Magnetic Resonance, IPR Retreat 2011, 

Awaji Yumebutai, Awaji-shima, Nov 28-29, 2011. 
14. NMR , ( ), , 2012 3 1 . 
15. Application of Continuously Frequency-Tunable Sub-MMW Gyrotron to Dynamic Nuclear Polarization for NMR 

Spectroscopy at 14.1 T and 30 K, 4th International Workshop on Far-Infrared Technologies 2012, Research Center for 
Development of Far-IR Region, Univ. of Fukui, Mar 7-9, 2012. 

16. , JASIS2012,  , 
  ,2012

9 6 . 
17. NMR , 52  , , 2012

10 17 . 
18. Dynamic Nuclear Polarization for Sensitivity-Enhanced Solid-State NMR at 14 T and 30 K by Frequency-Tunable 

Gyrotron, International Symposium on Frontiers in THz Technology, Todaiji Culture Center, Nara, Nov. 27, 2012. 
19. DNP-NMR 395GHz , 2012

, ,2013 3 13 . 
20. NMR , NMR 46 ,

,2012 3 22 . 
21. NMR , 

, , 2013 8 5-6 . 
22. , ,

, , 2013 9 9 . 
23. , 

201 2013 12 18-19 . 
24. NMR DNP ,  

 ,2014 3 20 . 
25. NMR , 4 ,

 5 2, 2014 6 23 . 
26. PDBj PDBj-BMRB

27. Developments of NMR Facilities at Institute for Protein Research, IPR Seminar, Institute for Protein Research, 
Osaka Univ., Dec. 19, 2014 

28. NMR , , , 2015 4 28  
29. NMR DNP NMR , 3  NMR

MRI , , 2015 5 7  
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10-15  

 

10-15  
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15  

4 3  
2 1  

0 0  

2015 4  2  
2014 6  0  
2013 6  2  
2012 3  3  
2011 3  4  
2010 1  3  
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4 5  
 

2015   11  
2014   13  
2013   9  
2012   6  
2011 6  
2010 5  

09-14  
, 04-15 ,09 ,11 ,13  

07- 3  
 ( ),  

 

( )  
1.     (2002 ). 
2. 2002 . 
3. Lecturer on Biological Solid-State NMR at Winter School on NMR Spectroscopy at the Frontier of Progress in the 

Life Sciences, Institute for Protein Research, Osaka, (2004).  
4. Lecture on Biological Solid-State NMR at Workshop, Recent Trends in Solid State NMR in Biological Systems. 

Indian Institute of Science, Bangalore, India, (2005). 
5. 41 NMR   (2005 ). 
6.    (2006 ) 
7.  NMR    (2006 ). 
8. NMR , 48 NMR ,2009 11 9 . 
9. NMR , NEDO : ,  

( 2 ), 2010 11 11 . 
10. , 12  ,

,2011 6 25 . 
 

 
J. Am. Chem. Soc., J. Phys. Chem., Biochemisty, J. Magn. Reson., J. Biochemisty, Chem. Lett., Bull. Chem. Soc. Jap., 
Biochimica et Biophysica Acta., J. Mol. Struct., BBA Biomembrane. Review for Chemical Science, Bioorganic & 
Medicinal Chemistry, Plos One, J. Chem. Phys.  

 

 
International Society of Magnetic Resonance 

 . 
 

   2003 11 2010 3 2012 4 ; 2008 4 2010
3 2012 4  

  2004 07  
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A-STEP NEDO  

 

PDBj-BioMagResoBank  
2010 14,506; 278  
2011 6,441,688; 62 
2012 5,961,707; 67 
2013 15,260; 68 
2014  267,606; 52 
2015  215,497, 46 (9/15 ) 
 

 
1. 03-Winter School on NMR Spectroscopy at the Frontier of Progress in the Life Sciences, 2004, Osaka, 

. 
2. The Fourth Korea-Japan Bilateral Symposium on Biological NMR.,2006, Osaka. . 
3. International Workshop on Perspectives on Stable Isotope Aided NMR Methods for Protein Structural 

Analysis, 2007, Osaka, . 
4. NMR Symposium: Molecular Soft Interactions in Biological Systems, Osaka University, 2007, Osaka, 

. 
5. Joint Conference of Asia-Pacific EPR/ESR Society, International EPR(ESR) Society Symposium and 

53rd Annual Meeting of the Society of Electron Spin Science and Technology, Nara, Nov. 12-16, 2014, 
. 

6. The 11-th Japan-Korea Bilateral Symposium on Biological NMR, IPR Osaka Univ., Dec 19, 2014. 
7. XXVIIth International Conference on Magnetic Resonance in Biological Systems, Kyoto, 2016, . 
8. The International Chemical Congress of Pacific Basin Societies 2015, “Biological Solid-state NMR”, Hawaii 2015, 

 
 

1. 2008 . 
2.  2009 . 
3.  Symposium in 47th Biophysical Society of Japan, Frontiers in analysis of 3-D dynamic structures of membrane 

proteins, Asty Tokushima, Nov 1, 2009, . 
  , 10  
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1

1-1
1. Mizuhashi K., Chaya T., Kanamoto T., Omori Y., Furukawa T., Obif, a Transmembrane Protein, Is 

Required for Bone Mineralization and Spermatogenesis in Mice. PLoS ONE 10, e0133704, 2015. 
2. Nagaya M., Ueno S., Kominami T., Nakanishi A., Koyasu T., Kondo M., Furukawa T., Terasaki H., 

Pikachurin Protein Required for Increase of Cone Electroretinogram B-Wave during Light Adaptation. 
PLoS ONE 10, e0128921, 2015. 

3. Omori Y., Chaya T., Yoshida S., Irie S., Tsujii t., Furukawa T., Identification of G protein-coupled receptors 
(GPCRs) in primary cilia and their possible involvement in body weight control. PLoS ONE, 10, 
e0128422, 2015. 

4. Watanabe S., Sanuki R., Sugita Y., Imai W., Yamazaki R., Kozuka T., Ohsuga M., Furukawa T., Prdm13 
regulates subtype specification of retinal amacrine interneurons and modulates visual sensitivity. J. 
Neurosci. 35, 8004-8020, 2015. 

5. Irie S., Sanuki R., Muranishi Y., Kato K., Chaya T., Furukawa T., Rax homeoprotein regulates 
photoreceptor cell maturation and survival in association with Crx in the postnatal mouse retina. Mol. Cell 
Biol. 35, 2583-2596, 2015. 

6. Sugita Y., Araki F., Chaya T., Kawano K., Furukawa T., Miura K., Role of the Mouse Retinal 
Photoreceptor Ribbon Synapse in Visual Motion Processing for Optokinetic Responses. PLoS ONE 10, 
e0124132, 2015. 
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7. Omori Y., Kitamura T., Yoshida S., Kuwahara R., Chaya T., Irie S., Furukawa T., Mef2d is essential for the 
maturation and integrity of retinal photoreceptor and bipolar cells. Genes Cells 20, 408-26, 2015. 

8. Sanuki R., Watanabe S., Sugita Y., Irie S., Kozuka T., Shimada M., Ueno S., Usukura J, Furukawa T., 
Protein-4.1G-Mediated Membrane Trafficking Is Essential for Correct Rod Synaptic Location in the Retina 
and for Normal Visual Function. Cell Rep. 10, 796–808, 2015. 

9. Iida A, Iwagawa T, Baba Y, Satoh S, Mochizuki1 Y, Nakauchi H, Furukawa T, Koseki H, Murakami A., 
Watanabe S., Roles Histone H3K27 tri-methylase Ezh2 in retinal proliferation and differentiation. Dev. 
Neurobiol. 75, 947-960, 2015. 

10. Chaya T., Omori Y., Kuwahara R., Furukawa T., ICK is essential for cell type-specific ciliogenesis and the 
regulation of ciliary transport. EMBO J. 33, 1227-1242, 2014. 

11. Iida A., Iwagawa T., Kuribayashi H., Satoh S., Mochizuki Y., Baba Y., Nakauchi H., Furukawa T., Koseki 
H., Murakami A., Watanabe S., Histone demethylase Jmjd3 is required for the development of subsets of 
retinal bipolar cells. Proc. Natl. Acad. Sci. USA 111, 3751-3756, 2014. 

12. Alves CH., Pellissier LP., Vos RM., Garcia Garrido M., Sothilingam V., Seide C., Beck SC., Klooster J., 
Furukawa T., Flannery JG., Verhaagen J., Seeliger MW., Wijnholds J., Targeted ablation of Crb2 in 
Photoreceptor Cells induces Retinitis Pigmentosa. Hum. Mol. Genet. 23, 3384-3401, 2014. 

13. Mizuhashi K., Kanamoto T., Moriishi T., Muranishi Y., Miyazaki T., Terada K., Omori Y., Ito M., Komori 
T., Furukawa T., Filamin-interacting proteins, Cfm1 and Cfm2, are essential for the formation of 
cartilaginous skeletal elements. Hum. Mol. Genet. 23, 2953-2967, 2014. 

14. Kanda A., Noda K., Yuki K., Ozawa Y., Furukawa T., Ichihara A., Ishida S., Atp6ap2/(Pro)renin receptor 
interacts with Par3 as a cell polarity determinant required for laminar formation during retinal development 
in mice. J. Neurosci. 33, 19341-19351, 2014. 

15. Yamazaki D., Funato Y., Miura J., Sato S., Toyosawa S., Furutani K., Kurachi Y., Omori Y., Furukawa T., 
Tsuda T., Kuwabata S., Mizukami S., Kikuchi K., Miki H., Basolateral Mg2+ Extrusion via CNNM4 
Mediates, Transcellular Mg2+, Transport across Epithelia: A Mouse Model. PLOS Gene. 9, e1003983, 
2013. 

16. Sugita Y., Miura K., Araki F., Furukawa T., Kawano K., Contributions of retinal direction-selective 
ganglion cells to optokinetic responses in mice. Eur. J. Neurosci. 38, 2823-2831, 2013. 

17. Eberhart A., Feodorava Y., Song C., Wanner G., Kiseleva E., Hake S., Furukawa T., Kimura H., Schotta G., 
Leonhardt H., Joffe B., Solovei I., Epigenetics of eu- and heterochromatin in inverted and conventional 
nuclei. Chromosome Res. 20, 535-554, 2013. 

18. Watanabe S., Sanuki R., Ueno S., Koyasu T., Hasegawa T., Furukawa T., Tropisms of AAV for subretinal 
delivery to the neonatal mouse retina and its application for in vivo rescue of developmental photoreceptor 
disorders. PLoS One 8, e54146, 2013. 

19. Katoh K., Yamazaki R., Onishi A., Sanuki R., Furukawa T., G9a histone methyltransferase activity in 
retinal progenitors is essential for proper differentiation and survival of mouse retinal cells. J. Neurosci. 32, 
17658-17670, 2012. 

20. Muranishi Y., Furukawa T., BAC-Dkk3-EGFP Transgenic Mouse: An In Vivo Analytical Tool for Dkk3 
Expression. J. Biomed. Biotechnol. 2012, 973140, 2012. 

21. Peachey NS., Pearring JN., Bojang P Jr., Hirschtritt ME., Sturgill-Short G., Ray TA., Furukawa T., Koike 
C., Goldberg AF., Shen Y., McCall MA., Nawy S., Nishina PM., Gregg RG., Depolarizing Bipolar Cell 
Dysfunction due to a Trpm1 Point Mutation. J. Neurophysiol. 108, 2442-2451, 2012. 

22. Ochocinska MJ., Muñoz EM., Veleri S., Weller JL., Coon SL., Pozdeyev N., Michael Iuvone P., Goebbels 
S., Furukawa T., Klein DC., NeuroD1 is required for survival of photoreceptors but not pinealocytes: 
Results from targeted gene deletion studies. J. Neurochem. 123, 44-59, 2012. 

23. Omori Y., Araki F., Chaya T., Kajimura N., Irie S., Terada K., Muranishi Y., Tsujii T., Ueno S., Koyasu T., 
Tamaki Y., Kondo M., Amano Sh., Furukawa T., Presynaptic dystroglycan-pikachurin complex regulates 
the proper synaptic connection between retinal photoreceptor and bipolar cells. J. Neurosci. 32, 6126-6137, 
2012. 

24. Mizuhashi K., Kanamoto T., Ito M., Moriishi T., Muranishi Y., Omori Y., Terada K., Komori T., Furukawa 
T., OBIF, an osteoblast induction factor, plays an essential role in bone formation in association with 
osteoblastogenesis. Dev. Growth. Differ. 54, 478-480, 2012. 

25. Ueta T., Inoue, T., Furukawa T., Tamaki Y., Nakagawa Y., Imai H., Yanagi Y., Glutathione Peroxidase 4 is 
Required for Maturation of Photoreceptor Cells. J. Biol. Chem. 012. 

26. Xu Y., Dhingra A., Fina M., Koike C., Furukawa T., Vardi N., mGluR6 Deletion Renders the TRPM1 
Channel in Retina Inactive. J. Neurophysiol. 107, 948-957, 2012. 

27. Muranishi Y., Terada K., Inoue T., Katoh K., Tsujii T., Sanuki R., Kurokawa D., Aizawa S., Tamaki Y., 
Furukawa, T., An essential role for RAX homeoprotein and NOTCH-HES signaling in Otx2 expression in 
embryonic retinal photoreceptor cell fate determination. J. Neurosci. 31, 16792-16807, 2011. 

28. Sanuki R., Onishi A., Koike C., Muramatsu R., Watanabe S., Muranishi Y., Irie S., Ueno S., Koyasu T., 
Matsui R., Cherasse Y., Urade Y., Watanabe D., Kondo M., Yamashita T., Furukawa T., miR-124a is 
required for hippocampal axogenesis and retinal cone survival through Lhx2 suppression. Nature 
Neurosci. 14, 1125-1134, 2011. 
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29. Ogata-Iwao M., Inatani M., Iwao K., Takihara Y., Nakaishi-Fukuchi Y., Irie F., Sato S., Furukawa T., 
Yamaguchi Y., Tanihara H., Heparan sulfate regulates intraretinal axon pathfinding by retinal ganglion 
cells. Invest. Ophthalmol. Vis. Sci. 52, 6671-6679, 2011. 

30. Pearring J., Bojang Jr P., Shen Y., Koike C., Furukawa T., Nawy S., Gregg R., A Role for Nyctalopin, a 
Small Leucine-Rich Repeat Protein, in Localizing the TRP Melastatin 1 Channel to Retinal Depolarizing 
Bipolar Cell Dendrites. J. Neurosci. 31, 10060-10066, 2011. 

31. Omori Y., Katoh K., Sato S., Muranishi Y., Chaya T., Onishi A., Minami T., Fujikado T., Furukawa T., 
Analysis of transcriptional regulatory pathways of photoreceptor genes by expression profiling of the 
Otx2-deficient retina. PLoS ONE 6, e19685, 2011. 

32. Kondo M., Sanuki R., Ueno S., Nishizawa Y., Hashimoto N., Ohguro H., Yamamoto S., Machida S., 
Terasaki H., Adamus G., Furukawa T., Indentification of autoantibodies against TRPM1 in patients with 
paraneoplastic retinopathy associated with ON bipolar cell dysfunction. PLoS ONE 6, e19911, 2011. 

33. Okada I., Hamanoue H., Terada K., Tohma T., Megarbane A., Chouery E., Abou Ghoch J., Jalkh N., 
Cogulu, O., Ozkinay F., Horie K., Takeda J., Furuichi T., Ikegawa S., Nishiyama K., Miyatake S., 
Nishimura A., Mizuguchi T., Niikawa N., Hirahara F., Kaname T., Yoshiura K., Tsurusaki Y., Doi H., 
Miyake N., Furukawa T., Matsumoto N., Saitsu H., SMOC1 is essential for ocular and limb development 
in humans and mice. Am. J. Hum. Genet. 88, 30-41, 2011. 

34. Omori Y., Chaya T., Katoh K., Kajimura N., Sato S., Muraoka K., Ueno S., Koyasu T., Kondo M., 
Furukawa T., Negative regulation of ciliary length by ciliary male germ cell-associated kinase(Mak) is 
required for retinal photoreceptor survival. Proc. Natl. Acad. Sci. USA 107, 22671-22676, 2010. 

35. Križaj D., Huang W., Furukawa T., Punzo C., XingW., Plasticity of TRPM1 expression and localization in 
the wild type and degenerating mouse retina. Vision Res. 50, 2460-2465, 2010. 

36. Terada K., Furukawa T., Sumoylation controls retinal progenitor proliferation by repressing cell cycle exit 
in Xenopus laevis. Dev. Biol. 347, 180-194, 2010. 

37. Kanagawa M., Omori Y., Sato S., Kobayashi K., Miyagoe-Suzuki Y., Takeda S., Endo T., Furukawa T. 
Toda T., Post-translational maturation of dystroglycan is necessary for pikachurin binding and ribbon 
synaptic localization. J. Biol. Chem. 285, 31208-31216, 2010. 

38. Katoh K., Omori Y., Onishi A., Sato S., Kondo M., Furukawa T. Blimp1 suppresses Chx10 expression in 
differentiating retinal photoreceptor precursors to ensure proper photoreceptor development. J. Neurosci. 
30, 6515-6526, 2010. 

39. Nakamura M., Sanuki R., Yasuma TR., Onishi A., Nishiguchi KM., Koike C., Kadowaki M., Kondo M., 
Miyake Y., Furukawa T., TRPM1 mutations are associated with the complete form of congenital stationary 
night blindness. Mol. Vis. 16, 425-437, 2010. 

40. Katahira T., Nakagiri S., Terada K., Furukawa T., Secreted factor FAM3C (ILEI) is involved in retinal 
laminar formation. Biochem. Biophys. Res. Commun. 392, 301-306, 2010. 

41. Muranishi Y., Sato S., Inoue T., Ueno S., Koyasu T., Kondo M., Furukawa T., Gene expression analysis of 
embryonic photoreceptor precursor cells using BAC-Crx-EGFP transgenic mouse. Biochem. Biophys. Res. 
Commun. 392, 317-322, 2010. 

42. Sanuki R., Omori Y., Koike C., Sato S., Furukawa T., Panky, a novel photoreceptor-specific ankyrin repeat 
protein, is a transcriptional cofactor that suppresses CRX-regulated photoreceptor genes. FEBS Lett. 584, 
753-758, 2010. 

43. Koike C., Obara T., Uriu Y., Numata T., Sanuki R., Miyata K., Koyasu T., Ueno S., Funabiki K., Tani A., 
Ueda H., Kondo M., Mori Y., Tachibana M., Furukawa T., TRPM1 is a component of the retinal ON 
bipolar cell transduction channel in the mGluR6 cascade. Proc. Natl. Acad. Sci. USA 107, 332-337, 2010. 

1-2
1. Sanuki R., Watanabe S., Sugita Y., Irie S., Kozuka T., Shimada M., Ueno S., Usukura J., Furukawa T., 

Protein-4.1G-Mediated Membrane Trafficking Is Essential for Correct Rod Synaptic Location in the Retina 
and for Normal Visual Function. Cell Rep. 10, 796–808, 2015. 

2. Chaya T., Omori Y., Kuwahara R., Furukawa T., ICK is essential for cell type-specific ciliogenesis and the 
regulation of ciliary transport. EMBO J. 33, 1227-1242, 2014. 

3. Sanuki R., Onishi A., Koike C., Muramatsu R., Watanabe S., Muranishi Y., Irie S., Ueno S., Koyasu T., 
Matsui R., Cherasse Y., Urade Y., Watanabe D., Kondo M., Yamashita T., Furukawa T., miR-124a is 
required for hippocampal axogenesis and retinal cone survival through Lhx2 suppression. Nature 
Neurosci. 14, 1125-1134, 2011. 

4. Omori Y., Chaya T., Katoh K., Kajimura N., Sato S., Muraoka K., Ueno S., Koyasu T., Kondo M., 
Furukawa T., Negative regulation of ciliary length by ciliary male germ cell-associated kinase(Mak) is 
required for retinal photoreceptor survival. Proc. Natl. Acad. Sci. USA 107, 22671-22676, 2010. 

5. Koike C., Obara T., Uriu Y., Numata T., Sanuki R., Miyata K., Koyasu T., Ueno S., Funabiki K., Tani A., 
Ueda H., Kondo M., Mori Y., Tachibana M., Furukawa T., TRPM1 is a component of the retinal ON 
bipolar cell transduction channel in the mGluR6 cascade. Proc. Natl. Acad. Sci. USA 107, 332-337, 2010. 

6. Sato S., Omori Y., Katoh K., Kondo M., Kanagawa M., Miyata K., Funabiki K., Koyasu T., Kajimura N., 
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Miyoshi T., Sawai H., Kobayashi K., Tani A., Toda T., Usukura J., Tano Y., Fujikado T., Furukawa T., 
Pikachurin, a dystroglycan ligand, is essential for photoreceptor ribbon synapse formation. Nature 
Neurosci. 11, 923-931, 2008. 

7. Omori Y., Zhao C., Saras A., Mukhopadhyay S., Kim W., Furukawa T., Sengupta P., Veraksa A., Malicki J., 
Elipsa is an early determinant of ciliogenesis that links the IFT particle to membrane-associated small 
GTPase, Rab8. Nature Cell Biol. 10, 437-444, 2008. 
 

1-3
1. Muranishi Y., Terada K., Furukawa T., An essential role for Rax in retina, pituitary and pineal gland 

development. Dev. Growth. Differ. 54, 341-348, 2012. 
2. Koike C., Numata T., Ueda H., Mori Y., Furukawa T., TRPM1: a vertebrate TRP channel responsible for 

retinal ON bipolar function. Cell Calcium. 48, 95-101, 2010. 

1-4
1. , , Newton , 35, 2015. 
2. ICK , 

, , 32, 2612-2615, 2014. 
3. , , , , , 65, 220-225, 

2014. 
4. RNA , , , , 4594, 

94-99, 2012. 
5. RNA-124a , , 

, , 30, 79-83, 2012. 
6. -

Mak-, , , , , 28, 665- 666, 2011. 
7. Mak RP1

, , , , 30, 536-537, 2011. 
8. , , , 

, , , 29, 514-520, 2011. 
9.  , , , 

, 114, 248-279, 2010. 

1-5
1. Mammalian Transient Receptor Potential (TRP) Cation Channels -The Handbook of 

Experimental Pharmacology (Eds. Nilius B & Flockerzi V) “TRPM1” Irie S., Furukawa T., pp. 387-402, 
Springer, 2014. 

2. Vertebrate Photoreceptors: Functional Molecular Bases, Springer, 2014. 
3. Vertebrate Photoreceptors: Functional Molecular Bases (Eds. Furukawa T, Hurley JB & 

Kawamura S) “Structure and Development of the Photoreceptor Ribbon Synapse” Omori Y., Furukawa T., 
pp. 199-216, Springer, 2014. 

4. Pathologies Of Calcium Channels (Eds. Weiss N & Koschak A) “TRPM1 and Congenital 
Stationary Night Blindness” Irie S., Furukawa T., pp 317-331, Springer, 2014. 

5. MicroRNA let-7: Role in Human Diseases and Drug Discovery (Eds. Dahiya N) “Roles of 
let-7 family miRNAs in development and differentiation” Sanuki R., Furukawa T., pp. 125-144, Nova 
Science Publishers, 2012. 

6.   , , 
, , pp.147-161, , 2011. 

7. X 5
 2 , , pp.184-187, 

, 2010. 

2
H11 (Howard Hughes Young Investigator Award) 
H17  
H18  
H19  
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H24  
H25  
H27  

3

3-1
1. Essential roles of Prdm13 in subtype specification of retinal amacrine interneurons and modulation of visual 

sensitivity, World Congress on Ocular Cell and Regenerative Biology and the 6th National Forum of 
Graduate, Students in Ophthalmology, Ocean Hotel, Guangzhou, August 7, 2015 

2. Molecular control of photoreceptor development, Asia ARVO2015, , February 17, 2015 
3. Functional roles of ciliary kinases for primary cilia formation and protein transport, 1st International Joint 

Symposium on Developmental Regulation of Gene Expression, Shanghai Jiao Tong University, November 
9, 2014. 

4. Molecular control of vertebrate retinal development, Seminar at INRA, UNH, Genes-Nutriments, Saint 
Genes Champanelle, France, September 11, 2013. 

5. Molecular control of vertebrate retinal development, Seminar at Division of Molecular Therapy, UCL 
Institute of Ophthalmology, London, UK, September 9, 2013. 

6. Molecular control of vertebrate retinal development, Seminar at Schoool of Medical Sciences, University of 
Aberdeen, Aberdeen, UK, September 2, 2013. 

7. Molecular control of photoreceptor synapse development, GRC Visual System Development meeting 2012, 
Colby-Sawyer College, New Hampshire, USA, August 19-24, 2012, 

8. Molecular control of vertebrate retinal development, Max Planck Institute of Molecular Cell Biology and 
Genetics seminar, Dresden, Germany, July 26, 2012. 

9. A functional role of TRPM1 retinal on-bipolar transduction Channel in relation with human diseases, 
ISER2012, Berlin, Germany, July 22-25, 2012. 

10. Regulation of cilia formation by ciliary kinases, 14th Vision Research Conference, Retina Ciliopathies 
From genes to mechanisms and treatment, Florida, USA, May 4-5, 2012. 

11. A functional role and human diseases of TRPM1 retinal ON-biopolar transduction channel, The autumn 
annual meeting for the Korean Physiology Society, Yonsei University Health System, Seoul, South Korea, 
October 13-14, 2011. 

12. Molecular control of vertebrate retinal development and function, Regular seminar of Department of 
Biological Sciences, Seminar at KAIST, Deajeon, South Korea, October 11, 2011. 

13. A functional role of TRPM1-L retinal bipolar transduction channel, CNS2011, Zhengzhou International 
Convention Center, Zhengzhou, China, July 29- August 1, 2011. 

14. Molecular development and function of the photoreceptor synapse, FASEB2011, Carefree Resort, Arizona, 
USA, June 19-24, 2011. 

15. Molecular control of retinal photoreceptor cell fate and cilia formation, Pfizer seminar, San Francisco, USA, 
November 22, 2010. 

16. Molecular control of retinal photoreceptor cell fate and morphogenesis, UCA Neuroscience Seminar, 
UCLA, USA, November 18, 2010. 

 

3-2
1. , , 2015 6 4

, ,  
2. 55

, 2014 9 27 , ,  
3. CREST /

, 2014 9 15
JST ,  

4. , “ ”, 
, 2014 4 23 ,  

5. , 118
, , 2014 4 6 ,  

6. RNA-124a , 
E5 RNA , , 
2014 2 21 ,  

7. RNA , 
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, , 2014 1 10 ,  
8. , , 2013 11 15

,  
9. Functional roles of ciliary kinases for cilia formation and retinal degeneration associated with cilia 

dysfunction, 61 , 2013 10 5 ,  
10. ,  95 , 2013 9 26 ,  
11. , JRPS , 2013 6

30 ,  
12. , JRPS , 2013 6 9

,  
13. RNA, 109 , 2013 5 23 ,  
14. 30 , 2012

11 29 ,  
15. RNA-124a , , 2012 9 3

,  
16. , JRPS , 2012 6 24 ,  
17. , JRPS , 2012 6 23 ,  
18. , 15 JRPS , 

2011 9 24 ,  
19. , 

2011 6 8 ,  
20. , 

, 2011 2 14 ,  
21. 

, 2010 12 13 ,  
22. TRPM1-L

2010 8 26 ,  
23. 5

, 2010 3 11 ,  
24. 

, 2010 2 26 ,  

3-3
2015 3 4  
2014 8 14  
2013 7 10  
2012 9 4  
2011 7 16  
2010 2 4  

4
1.   2015 2 6  
2.   2015 2 6  
3.   2015 2 7  
4. 2015 2 20  
5. 2014 5 6  
6. 2013 1 16  
7. 2012 10 17  
8. 2011 8 22  

5
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6

1. CREST  
2014 2019  

2. CREST 2009 2014  
3. A-STEP 2011  
 

1. B 2015 2017  
2. 2013 ~2014  
3. B 2011 2013  
4.  

2008 2009  
5. B

2008 2010  
6. B 2008 2010

7-1 2015
3 1  
7 0  

1 0  
0 0  

7-2  
2014 0 0 9 0  
2013 1 1 6 0  
2012 0 0 0 0  
2011 0 0 0 0  
2010 0 0 0 0  
 

7-3 2015  
0 0 :6 0  

 
7-4 2015  

2015 2  
2014 3  
2013 3  
2012 0  
2011 0  
2010 0  
 

8  
I II , 12-  

 , 13-  2 , 14  
, 13- , 13-  

, 15  
, 15  

, 13-  
, 13-  

 



― 184 ―教員の活動

9  
1. 2015 6 4  
2. 2014 1 10  
3. 2014 1 10  
4. 2013 11 15  

 
5.  95 2013 9 26  

R&D  
6. JRPS 2013 6 30  

 
7. JRPS 2013 6 9  

 
8. 2012 10 6  
9. 2012 9 3  
10. JRPS 2012 6 24  

 
11. JRPS 2012 6 23  

 
12. 2011 6 8  
13.  2011 2 14  

 
14. 2010 12 13  
 

10-1  
Nature Neuroscience, Proc. Natl. Acad Sci., IOVS, Development, Dev. Biol., PLoS ONE, Brain Research, J. 
Neurosci., Neurosci. Res., Mol. Cell. Neurosci., Mol. vision, BioEssays, Neural Dev. 
 

10-2  
 

 

11-1  
JNS JBS MBSJ JSDB
ASBMR AAAS ASCB

ARVO SFN ASM SDB
ISER  

 

11-2  
International Society of Eye Research 13-14 13-14  
 

12  
11  
13-14  

30 13-14  
2014 GSK 14  

 

13  
 

14-1  
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14-2  
1. 10 2015 9 28

 
2. 9 2015 6 24

 
3. 8 2015 3 13  
4. 7 2015 1 8

 
5. 6

2014 9 16  
6. 5 2014 7 15

 
7. 4

2014 4 11  
8. E5 RNA 2014 2 21

 
9. 3 2013 12 18

 
10. 2 2013

9 27  
11. 1 2013 6 25

 
12. 2013 3 8 -9  
13. 8 2013 2 27  
14. 7 2012

12 27  
15. 6 2012 10 4  
16. 5 2012 3 21  
17. 4 2011 12

22  
18. 3 2011 10 21

 
19. 2 2011 6 17  
20. 1  2011 4 14

 
 
 

– - 
15  

13- 13-
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J. 
Carbohydrate Chem. 34, 12-27, 2015. 

Takei T., Urabe Y., Asahina Y., Hojo, H., Nomura T., Dedachi K., Arai K., and Iwaoka M. Model Study Using 
Designed Selenopeptides on the Importance of the Catalytic Triad for the Antioxidative Functions of Glutathione 
Peroxidase. J. Phys. Chem. B 118, 492-500, 2014.

9.  Park S.Y., Park J.E., Kim T.S., Kim J.H., Kwak M.J., Ku B., Tian L., Murugan R. N., Ahn M., Komiya S., Hojo H., 
Kim N.H., Kim B. Y., Bang J. K., Erikson R. L., Lee K. W., Kim S. J., Oh B.H., Lee W. Y., Lee K. S. Molecular 
basis for unidirectional scaffold switching of human Plk4 in centriole biogenesis. Nat. Struct. Mol. Biol. 
21,696-703, 2014. 

10. Wada A., Wong P.-F., Hojo H., Hasegawa M., Ichinose A., Llanes R., Kubo Y., Senba M., and Ichinose Y. Alarin but 
not its alternative-splicing form, GALP (Galanin-like peptide) has antimicrobial activity. Biochem. Biopys. Res. 
Commun. 434, 223-227, 2013. 

11. Takenouchi T., Katayama H., Nakahara Y. Nakahara Y., and Hojo H. A novel post-ligation thioesterification device 
enables peptide ligation in the N to C direction: synthetic study of human glycodelin. J. Pept. Sci., 20, 55-61, 2013. 

12. Katayama H., and Hojo H. The phenacyl group as an efficient thiol protecting group in a peptide condensation 
reaction by the thioester method. Org. Biomol. Chem. 11, 4405-4413, 2013.  

13. Asahina Y., Kamitori S., Takao T., Nishi N., and Hojo H. Chemoenzymatic Synthesis of Immunoglobulin Domain of 
Tim-3 Carrying the Complex Type N-Glycan Using the One-pot Ligation Method. Ang. Chem. Int. Ed. 52, 
9733-9737, 2013. 

14. Asahina Y., Kanda M., Suzuki A., Katayama H., Nakahara Y., and Hojo H. Fast preparation of an 
N-acetylglucosaminylated peptide segment for the chemoenzymatic synthesis of a glycoprotein. Org. Biomol. 
Chem. 11, 7199–7207, 2013. 

15. Katayama H., Nozawa K., Nureki O., Nakahara Y., and Hojo H. Pyrrolysine Analogs as substrates for bacterial 
pyrrolysyl-tRNA synthetase in vitro and in vivo. Biosci. Biotechnol. Biochem. 76, 205-208, 2012.  

16. Hojo H., Tanaka H., Hagiwara M., Asahina Y., Ueki A., Katayama H., Nakahara Y., Yoneshige A., Matsuda J., Ito Y., 
and Nakahara Y. Chemoenzymatic synthesis of hydrophobic glycoprotein: Synthesis of saposin C carrying 
complex-type carbohydrate. J. Org. Chem. 77, 9437-9446, 2012. 

17. Hojo H., Katayama H., Tano C., Nakahara Y., Yoneshige A., Matsuda J., Sohma Y., and Kiso Y., Nakahara Y. 
Synthesis of the sphingolipid activator protein, saposin C, using an azido-protected O-acyl isopeptide as an 
aggregation-disrupting element. Tetrahedron Lett. 52, 635–639, 2011. 

18. Yoshida S., Kumakura F., Komatsu I., Arai K., Onuma Y., Hojo H., Singh B.G., Priyadarsini I., and Iwaoka M. 
Antioxidative Glutathione Peroxidase Activity of Selenoglutathione. Angew. Chem. Int. Ed. 50, 2125-2128, 2011. 

19. Katayama H., Nakahara Y., and Hojo H. N-Methyl-phenacyloxycarbamidomethyl (Pocam) group: a novel thiol 
protecting group for solid-phase peptide synthesis and peptide condensation reactions. Org. Biomol. Chem. 9, 
4653-4661, 2011. 

20. Hagiwara M., Dohi M., Nakahara Y., Komatsu K., Asahina Y., Ueki A., Hojo H., Nakahara Y., and Ito Y. Synthesis 
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of Biantennary Complex-Type Nonasaccharyl Asn Building Blocks for Solid-Phase Glycopeptide Synthesis. J. Org. 
Chem. 76, 5229-5239, 2011. 

21. Hojo H., Kobayashi H., Ubagai R., Asahina Y., Nakahara Y., Katayama H., Ito Y., and Nakahara Y. Efficient 
preparation of Fmoc-aminoacyl-N-ethylcysteine unit, a key device for the synthesis of peptide thioesters. Org. 
Biomol. Chem. 9, 6807-6813, 2011. 

22. Kawakami T., SameshimaT., Hojo H., Koga K., Nakahara Y., Toole B.P., Suzumiya J., Okada Y., Iwasaki A., and 
Nabeshima K. Synthetic emmprin peptides with chitobiose substitution stimulate MMP-2 production by fibroblasts. 
BMC Cancer 11, 300, 2011. 

23. Katayama H., Asahina Y., and Hojo H. Chemical synthesis of the S-linked glycopeptide, sublancin. J. Pept. Sci., 
17, 818–821, 2011. 

24. Sohma Y., Kitamura H., Kawashima H., Hojo H., Yamashita M., Akaji K., and Kiso Y. Synthesis of an O-acyl 
isopeptide by using native chemical ligation to efficiently construct a hydrophobic polypeptide. Tetrahedron Lett., 
52, 7146-7148, 2011. 

25. Nakahara Y., Matsuo I., Ito Y., Ubagai R., Hojo H., and Nakahara Y. High-pressure-promoted 
Fmoc-aminoacylation of N-ethylcysteine: preparation of key devices for the solid-phase synthesis of peptide 
thioesters. Tetrahedron Lett. 51, 407–410, 2010. 

26. Kamei N., Fukui R., Suzuki Y., Kajihara Y., Kinoshita M., Kakehi K., Hojo H., Tezuka K., and Tsuji T. Definitive 
evidence that a single N-glycan among three glycans on inducible costimulator is required for proper protein 
trafficking and ligand binding. Biochem. Biophys. Res. Commun. 391, 557–563, 2010.  

27. Katayama H., Hojo H., Ohira T., Ishii A., Nozaki T., Goto K., Takahashi T., Hasegawa Y., Nagasawa H., and 
Nakahara Y. Correct disulfide pairing is required for the biological activity of crustacean androgenic gland 
hormone (AGH): Synthetic studies of AGH. Biochemistry 49, 1798–1807, 2010. 

28. Ueki A., Takano Y., Kobayashi A., Nakahara Y., Hojo H., and Nakahara Y. Solid-phase synthesis of glycopeptide 
carrying a tetra-N-acetyllactosamine containing core 2 decasaccharide. Tetrahedron, 66, 1742–1759, 2010. 

29. Wada A., Hasegawa M., Wong P.-F., Shirai E., Shirai N., Tan L.J., Llanes R., Hojo H., Yamasaki E., Ichinose A., 
Ichinose Y., and Senba M. Direct binding of gangliosides to Helicobacter pylori vacuolating cytotoxin (VacA) 
neutralizes its toxin activity. Glycobiology 20, 668 – 678, 2010. 

30. Katayama H., Hojo H., Shimizu I., Nakahara Y., and Nakahara Y. Chemical synthesis of mouse pro- 
opiomelanocortin (1-74) by azido-protected glycopeptide ligation via the thioester method. Org. Biomol. Chem. 8, 
1966 – 1972, 2010. 

31. Hojo H., Ozawa C., Katayama H., Ueki A., Nakahara Y., and Nakahara Y. The Mercaptomethyl Group Facilitates 
an Efficient One-Pot Ligation at Xaa-Ser/Thr for (Glyco)peptide Synthesis. Angew. Chem. Int. Ed. 49, 5318-5321, 
2010. 

1. Hojo H., Onuma Y., Akimoto Y., Nakahara Y., Nakahara Y. N-Alkyl cysteine-assisted thioesterification of peptides. 
Tetrahedron Lett. 48, 25-28, 2007. 

2. Hojo H., Matsumoto Y., Nakahara Y., Ito E., Suzuki Y., Suzuki M., Suzuki A., and Nakahara Y. Chemical Synthesis 
of 23 kDa Glycoprotein by Repetitive Segment Condensation: A Synthesis of MUC2 Basal Motif Carrying Multiple 
O-GalNAc Moieties. J. Am. Chem. Soc. 127, 13720-13725, 2005 . 

3. Hojo H., Haginoya E., Matsumoto Y., Nakahara Y., Nabeshima K., Toole B. P., and Watanabe Y. The first synthesis 
of peptide thioester carrying N-linked core pentasaccharide through modified Fmoc thioester preparation: synthesis 
of an N-glycosylated Ig domain of emmprin. Tetrahedron Lett. 44, 2961-2964, 2003. 

4. Ogata K., Morikawa S., Nakamura H., Hojo H., Yoshimura S., Zhang R., Aimoto S., Ametani Y., Hirata Z., Sarai A., 
Ishii S., and Nishimura Y. Comparison of the free and DNA-complexed forms of the DNA-binding domain from 
c-Myb. Nature structural biology 2, 309-320, 1995. 

5. Hojo H., and Aimoto S. Polypeptide Synthesis Using the S-Alkyl Thioester of a Partially Protected Peptide Segment. 
Synthesis of the DNA-Binding Domain of c-Myb Protein(142-193)-NH2. Bull. Chem. Soc. Jpn. 64, 111-117, 1991. 

 

1.  
2. Hojo H., Katayama H., Nakahara Y. Progress in the ligation chemistry for glycoprotein synthesis. Trends Glycosci. 

Glycotechnol., 22, 269-279, 2010. 
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1. 

2. Synthesis of glycoprotein by ligation method. Hojo H. 15th Korean Peptide-Protein Symposium, December 1st, 2011, 
Ochang, Korea. 

3. Synthesis of glycoprotein by the segment condensation method. Hojo H., Katayama H., Ueki A., Nakahara Y., 
Nakahara Y. 5th International peptide symposium, December 4th-9th, 2010, Kyoto. 

 

1. Chemical synthesis of interleukin-2, Hojo H. The 10th international Symposium of the Institute Network, July 
23rd-24th, 2015, Sapporo. 
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 B 14-, 4  
 (14-, 4 ) 

Angewandte Chem. Int. Ed., Bioorg. Med. Chem., Bioorg. Med. Chem. Lett., , Tetrahedron Lett., Chem. Commun., J. 
Pept. Sci. 
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1. 

 
2. 

 
3. Gur I., Fujiwara K., Hasegawa K. and Yoshikawa K. Necdin promotes ubiquitin-dependent degradation of 

PIAS1 SUMO E3 ligase. PLoS One 9, e99503, 2014. 
4. Minamide R., Fujiwara K., Hasegawa K. and Yoshikawa K.  Angagonistic interplay between necdin and 

Bmi1 controls proliferation of neural precursor cells in the embryonic mouse neocortex. PLoS One 9, 
e84460, 2014. 

5. Hansen D.V., Lui J.H., Flandin P., Yoshikawa K., Rubenstein J.L., Alvarez-Buylla A. and Kriegstein A.R. 
Non-epithelial stem cells and cortical interneuron production in the human ganglionic eminences. Nature 
Neurosci. 16, 1576-1587, 2013.  

6. Huang Z., Fujiwara K., Minamide R., Hasegawa K. and Yoshikawa K.  Necdin controls proliferation and 
apoptosis of embryonic neural stem cells in an oxygen tension-dependent manner. J Neurosci 33,10362- 
10373, 2013. 

7. Azim K., Zweifel S., Klaus F., Yoshikawa K., Amrein I. and Raineteau O. Early decline in progenitor  
diversity in the marmoset lateral ventricle. Cereb Cortex 23, 922-931, 2013. 

8. Peng C.Y., Mukhopadhyay A., Jarrett J.C., Yoshikawa K. and Kessler J.A. BMP receptor 1A regulates 
development of hypothalamic circuits critical for feeding behavior. J Neurosci 32, 17211-17224, 2012. 

9. Azim K., Fiorelli R., Zweifel S., Hurtado-Chong A., Yoshikawa K., Slomianka L. and Raineteau O. 
3-dimensional examination of the adult mouse subventricular zone reveals lineage-specific microdomains. 
PLoS One 7, e49087, 2012. 

10. Wang Y., Kim E., Wang X., Novitch B.G., Yoshikawa K., Chang L.S. and Zhu Y. ERK inhibition rescues 
defects in fate specification of Nf1-deficient neural progenitors and brain abnormalities. Cell 150, 816-830, 
2012. 

11. Lopez-Juarez A., Remaud S., Hassani Z., Jolivet P., Pierre Simons J., Sontag T., Yoshikawa K., Price J., 
Morvan-Dubois G. and Demeneix B.A. Thyroid hormone signaling acts as a neurogenic switch by 
repressing Sox2 in the adult neural stem cell niche. Cell Stem Cell 10, 531-543, 2012. 

12. Hasegawa K., Kawahara T., Fujiwara K., Shimpuku M., Sasaki T., Kitamura T. and Yoshikawa K. Necdin 
controls Foxo1 acetylation in hypothalamic arcuate neurons to modulate the thyroid axis. J Neurosci 32, 
5562-5572, 2012. 

13. Fujiwara K., Hasegawa K., Ohkumo T., Miyoshi H., Tseng Y.H. and Yoshikawa K. Necdin controls 
proliferation of white adipocyte progenitor cells. PLoS One 7, e30948, 2012. 

14. de Chevigny A., Core N., Follert P., Wild S., Bosio A., Yoshikawa K., Cremer H. and Beclin C. Dynamic 
expression of the pro-dopaminergic transcription factors Pax6 and Dlx2 during postnatal olfactory bulb 
neurogenesis. Front Cell Neurosci 6, 6, 2012. 

15. Bluske K.K., Vue T.Y., Kawakami Y., Taketo M.M., Yoshikawa K., Johnson J.E. and Nakagawa Y. 
beta-Catenin signaling specifies progenitor cell identity in parallel with Shh signaling in the developing 
mammalian thalamus. Development 139, 2692-2702, 2012. 

16. Zhong J., Kim H.T., Lyu J., Yoshikawa K., Nakafuku M. and Lu W. The Wnt receptor Ryk controls 
specification of GABAergic neurons versus oligodendrocytes during telencephalon development. 
Development 138, 409-419, 2011. 

17. Tepavcevic V., Lazarini F., Alfaro-Cervello C., Kerninon C., Yoshikawa K., Garcia-Verdugo J.M., Lledo 
P.M., Nait-Oumesmar B. and Baron-Van Evercooren A. Inflammation-induced subventricular zone 
dysfunction leads to olfactory deficits in a targeted mouse model of multiple sclerosis. J Clin Invest 121, 
4722-4734, 2011. 

18. Aizawa T., Hasegawa K., Ohkumo T., Haga S., Ikeda K. and Yoshikawa K. Neural stem cell-like gene 
expression in a mouse ependymoma cell line transformed by human BK polyomavirus. Cancer Sci 102, 
122-129, 2011. 

19. Wu H., Coskun V., Tao J., Xie W., Ge W., Yoshikawa K., Li E., Zhang Y. and Sun Y.E. 
Dnmt3a-dependent nonpromoter DNA methylation facilitates transcription of neurogenic genes. Science 
329, 444-448, 2010. 

20. Rolando C., Gribaudo S., Yoshikawa K., Leto K., De Marchis S. and Rossi F. Extracerebellar progenitors 
grafted to the neurogenic milieu of the postnatal rat cerebellum adapt to the host environment but fail to 
acquire cerebellar identities. Eur J Neurosci 31, 1340-1351, 2010. 
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21. Kuwajima T., Hasegawa K. and Yoshikawa K. Necdin promotes tangential migration of neocortical 
interneurons from basal forebrain. J Neurosci 30, 3709-3714, 2010. 

22. Gajera C.R., Emich H., Lioubinski O., Christ A., Beckervordersandforth-Bonk R., Yoshikawa K., 
Bachmann S., Christensen E.I., Gotz M., Kempermann G., Peterson A.S., Willnow T.E. and Hammes A. 
LRP2 in ependymal cells regulates BMP signaling in the adult neurogenic niche. J Cell Sci 123, 
1922-1930, 2010. 

1. Hasegawa K. and Yoshikawa K. Necdin regulates p53 acetylation via Sirtuin1 to modulate DNA damage 
response in cortical neurons. J Neurosci 28, 8772-8784, 2008. 

2. Kuwako K., Hosokawa A., Nishimura I., Uetsuki T., Yamada M., Nada S., Okada M. and Yoshikawa K. 
Disruption of the paternal necdin gene diminishes TrkA signaling for sensory neuron survival. J Neurosci       
25, 7090-7099, 2005.  

3. Taniura H., Taniguchi N., Hara M. and Yoshikawa K. Necdin, a postmitotic neuron-specific growth 
suppressor, interacts with viral transforming proteins and cellular transcription factor E2F1. J Biol Chem 
273, 720-728, 1998. 

4. Yoshikawa K., Aizawa T. and Hayashi Y. Degeneration in vitro of post-mitotic neurons overexpressing 
the Alzheimer amyloid protein precursor. Nature 359, 64-67, 1992. 

5. Maruyama K., Terakado K., Usami M. and Yoshikawa K. Formation of amyloid-like fibrils in COS cells 
overexpressing part of the Alzheimer amyloid protein precursor. Nature 347, 566-569, 1990. 

 

 
 

1. 

2. 
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1-1  

1. Andrej Sali, Helen M. Berman, Torsten Schwede, Jill Trewhella, Gerard Kleywegt, Stephen K. Burley, John Markley, 
Haruki Nakamura, Paul Adams, Alexandre M.J.J. Bonvin, Wah Chiu, Matteo Dal Peraro, Frank Di Maio, Thomas E. 
Ferrin, Kay Grünewald, Aleksandras Gutmanas, Richard Henderson, Gerhard Hummer, Kenji Iwasaki, Graham Johnson, 
Catherine L. Lawson, Jens Meiler, Marc A. Marti-Renom, Gaetano T. Montelione, Michael Nilges, Ruth Nussinov, 
Ardan Patwardhan, Juri Rappsilber, Randy J. Read, Helen Saibil, Gunnar F. Schröder, Charles D. Schwieters, Claus A.M. 
Seidel, Dmitri Svergun, Maya Topf, Eldon L. Ulrich, Sameer Velankar, and John D. Westbrook. (38 19 . 
(2015). Outcome of the First wwPDB Hybrid/Integrative Methods Task Force Workshop. Structure, 23, 1156-1167. 

2. Miyazaki Naoyuki, Salaipeth L, Kanematsu S, Iwasaki Kenji, Suzuki N. (2015). Megabirnavirus structure reveals a 
putative 120-subunit capsid formed by asymmetric dimers with distinctive large protrusions. J. Gen. Virol., 96, 
2435-2441. doi: 10.1099/vir.0.000182. 

3. Tian-Cheng Li, Kenji Iwasaki, Harutaka Katano, Michiyo Kataoka, Noriyo Nagata, Kazumi Kobayashi, Tetsuya 
Mizutani, Naokazu Takeda, Takaji Wakita, Tetsuro Suzuki. (2015). Characterization of Self-assembled Virus-like 
Particles of Merkel Cell Polyomavirus. PLOS ONE, 10(2):e0115646. doi: 10.1371/journal.pone.0115646. 

4. Yoshikazu Tsukasaki, Naoyuki Miyazaki, Atsushi Matsumoto, Shigenori Nagae, Shigenobu Yonemura, Takuji Tanoue, 
Kenji Iwasaki, and Masatoshi Takeichi. (2014). Giant cadherins Fat and Dachsous self-bend to organize properly spaced 
intercellular junctions. PNAS, 111(45), 16011-16016. doi: 10.1073 /pnas.1418990111. 

5. Takase, H., Furuchi, H., Tanaka, M., Yamada, T., Matoba, K., Iwasaki, K., Kawakami, T. and Mukai, T. 
Characterization of reconstituted high-density lipoprotein particles formed by lipid interactions with human serum 
amyloid A. Biochim. Biophys. Acta. 8141, 1467-1474, 2014. 

6. Yamamoto, Y., Yoshida, A., Miyazaki, N., Iwasaki, K. and Sakisaka, T. (2014) Arl6IP1 has the ability to shape the 
mammalian ER membrane in a reticulon-like fashion. Biochem. J., 458, 69-79, 2014. 

7. Miyazaki N., Akita F., Nakagawa A, Murata K, Omura T. and Iwasaki K. Cryo-electron tomography: moving towards 
revealing the viral life cycle of Rice dwarf virus. J. Synchrotron Radiat. 20(Pt6), 826-828, 2013. 

8. Miyazaki N, Nakagawa A, Iwasaki K. Life cycle of phytoreoviruses visualized by electron microscopy and 
tomography. Front. Microbiol. 4, 1-9, 2013. 

9. Tanaka H., Miyazaki N., Matoba K., Nogi T., Iwasaki K. and Takagi J. Higher-order architecture of cell adhesion 
mediated by polymorphic synaptic adhesion molecules neurexin and neuroligin. Cell Rep., 2, 101-110, 2012. 

10. Malay A. D., Heddle J.G., Tomita S., Iwasaki K., Miyazaki N., Sumitomo K., Yanagi H., Yamashita I. and Uraoka Y. 
Gold Nanoparticle-Induced Formation of Artificial Protein Capsids. Nano Lett. 12, 2056-2059, 2012. 

11. Matoba K., Takagi J., Yasunaga T., Jinnai H. and Iwasaki K. Tilt-angle measurement of a sample stage using a 
capacitive liquid-based inclinometer. J.E.M. 61, 193-198, 2012. 

12. Wei T., Miyazaki N., Uehara-Ichiki T., Hibino H., Shimizu T., Netsu O., Kikuchi A., Sasaya T., Iwasaki K. and Omura 
T. Three-dimensional analysis of the association of viral particles with mito- chondria during the replication of Rice gall 
dwarf virus. J. M. B. 410, 436-446, 2011. 

13. Akita F., Miyazaki N., Hibino H., Shimizu T., Higashiura A., Uehara-ichiki T., Sasaya T., Tsukihara T., Nakagawa A., 
Iwasaki K. and Omura, T. Viroplasm matrix protein Pns9 from rice gall dwarf virus forms an octameric cylindrical 
structure. J. Gen. Virol. 92 (Pt9), 2214-2221, 2011.  

14. Tanaka H., Nogi T., Yasui N., Iwasaki K. and Takagi J. Structural Basis for Variant-Specific Neuroligin-Binding by 
α-Neurexin. PLoS One. 6, e19411, 2011.  

15. Narita H., Yamamoto Y., Suzuki M., Miyazaki N., Yoshida A., Kawai K., Iwasaki K., Nakagawa A., Takai Y and 
Sakisaka T. Crystal structure of the cis-dimer of nectin-1: implications for the architecture of cell-cell junctions. J.B.C. 
286, 12659-12669, 2011.  

16. Yamamoto Y., Mochida S., Miyazaki N., Kawai K., Fujikura K., Kurooka T., Iwasaki K. and Sakisaka T. Tomosyn 
Inhibits Synaptotagmin-1-mediated Step of Ca2+-dependent Neurotransmitter Release through Its N-terminal WD40 
Repeats. J. B. C. 285, 40943-40955, 2010. 

17. Kishimoto-Okada A., Murakami S., Ito Y., Horii N., Furukawa H., Takagi J. and Iwasaki K. Comparison of the 
envelope architecture of E. coli using two methods: CEMOVIS and cryo-electron tomography. J.E.M. 59, 419-426, 
2010. 

18. Wei T., Ichiki-Uehara T., Miyazaki N., Hibino H., Iwasaki K. and Omura, T. Association of Rice gall dwarf virus with 
microtubules is necessary for viral release from cultured insect vector cells. J. Virol. 83, 10830-10835, 2009. 

19. Miranda F.F., Iwasaki K., Akashi S., Sumitomo K., Kobayashi M., Yamashita I., Tame J.R.H. and Heddle J.G. A 
self-assembled protein nanotube with high aspect ratio. Small. 5, 2077-2084, 2009. 

20. Wada K., Sumi N., Nagai R., Iwasaki K., Sato T., Suzuki K., Hasegawa Y., Kitaoka S., Minami Y., Outten W., F., 
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Takahashi Y. and Fukuyama, K. Molecular dynamism of Fe-S cluster biosynthesis implicated by the structure of 
SufC2-SufD2 complex. J. Mol. Biol. 387, 245-258, 2009. 

 

1. Tsukasaki Y., Miyazaki N., Matsumoto A., Nagae S., Yonemura S., Tanoue T., Iwasaki K., and Takeichi M.. (2014). 
Giant cadherins Fat and Dachsous self-bend to organize properly spaced intercellular junctions. PNAS, 111(45), 
16011-16016. 

2. Iwasaki, K. and Omura, T. Electron tomography of the supramolecular structure of virus-infected cells. 
Curr.Opin.Struct.Biol. 50,632-639, 2010. 

3. Kishimoto-Okada A., Murakami S., Ito Y., Horii N., Furukawa H., Takagi J. and Iwasaki K. Comparison of the envelope 
architecture of E. coli using two methods: CEMOVIS and cryo-electron tomography. J.E.M. 59, 419-426, 2010. 

4. Iwasaki, K., Mitsuoka, K., Fujiyoshi, Y., Fujisawa, Y., Kikuchi, M., Sekiguchi, K. and Yamada, T. Electron tomography 
reveals diverse conformations of integrin IIb 3 in the active state. J. Struct. Biol. 150, 259-267, 2005. 
 

1. Iwasaki, K. Electron microscopic imaging of integrin. Methods. Mol. Biol. 757, 111-128, 2012. 
 

1. . (2015). . , vol57, No1, p.66-71.  
2. . (2013). 

. , vol53, No4, p.218-221. 
3. CEMOVIS . (2012)  47 44-50 
4. . 

 (2009)  44 82-86 
5. M36 .  (2009)  51 70-71 

 

1-5  
1. 3-D (Adavanced three-dimensional electron microscopy)     (2014); 

40(9) 5-6 . 
2. 21 Part2 . 

 (2013); 180-186 . 
3. , 

2012  94 13-16. 
6 2 (2009) ; 

- 197-225 . 
4. (2009)  

VIRUS REPORT 6 52-61 . 
 

2  
FASEB Travel award (1998) 

(2005) 
 

3  
 

1. Kenji Iwasaki, Naoyuki Miyazaki, Mineo Iseki, Koji Hasegawa, Akihiro Narita, Masakatsu Watanabe. Structural 
insights into Euglena's photo-sensing organelle PFB by modern EM imaging techniques , 16th International Congress 
of Photobiology, Córdoba, Argentina, Sep 7-12, 2014.( ) 

2. Iwasaki,K. In situ molecular analysis by electron microscopy , IPR International Symposium 2012, -Toward the 
Molecular Comprehension of Life System-, Senri Hankyu Hotel, Nov 22, 2012. ( ) 

3. Visualizing the viral life cycle with EM imaging techniques, Iwasaki, K., Joint Seminar Center for BioImaging 
Sciences-Structural biology division of Japan EM, Jan 12-13, 2012, National Singapore University, Singapore. 

4. Electron microscopy imaging: from cryo-EM to CLEM, Iwasaki, K., Dec 21, 2011, National Cheng Kung 
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University, Tainan, Taiwan. ( ) 

5. EM imaging technique toward molecular resolution in cellular context, Iwasaki, K., Miyazaki, N. and Omura, 
T.Symposium Bio-inspired Materials and Functionalities (One of the Osaka University 80th Anniversary 
Commemorative Events), Jun 21-22, 2011, Hampshire Hotel Plaza, Groningen, Netherland. ( ) 

6. EM imaging technique for molecular resolution in a cellular context, Iwasaki, K., Microscopy of Soft and Hybrid 
Materials, A joint NUANCE-Hitachi workshop on correlative & multiplexed microscopy at the interface of biology 
and materials, Oct 25, 2010, Northwestern University, Evanston, IL, USA.( ) 

7. EM imaging of Rice Dwarf Virus, Iwasaki, K., China-Japan 3D-EM Forum The Conference Hall of the Institute of 
Biophysics, Jan 4-7, 2010, Beijing, China. 

 

WS  
1. , , Rapid 

advancement of high-resolution cryo-EM intrudes a database of atomic coordinates. , 53
, PDBj , , Sep 13-15, 2015.  

2. , , , ,
, July 23, 2015.  

3. , , , , , , , , , ,
, Molecular photosensing system of Euglena from 

molecules to organelles , , , Jun 24-26, 2015. 
 

4. , 29 2015 , 
, , , , Apr 11-13, 2015. 

 
5. , An approach to integrative structure determination , 15

, , , , Dec, 6, 2014. (
) 

6. , ,  
, , Nov 6, 2014. ( ) 

7. , 3D KRI
5, , ,Oct 24, 2014. ( ) 

8. , EM imaging to get molecular and structural 
information 87 , , , Oct 15-18, 
2014. ( ) 

9. , , , , , , 
Molecular machinery regulating photomovement of Euglena

52 , , , Sep 25-27, 2014. ( ) 
10.      ,

70 , , , May 11-13, 2014.
 

11. EM ,
, , Apr 22, 2014. 

. ( ) 
12. , ,

,IPC , , Sep 28-29, 2013.  
13. , ,

, ,Mar 18,2013.  
14. EM imaging techniques toward molecular resolution within cellular context Iwasaki, K.  

2012 7 4  ( ) 
15. CEMOVIS

2012 7 2  ( ) 
16. CEMOVIS 68 2012

5 14 16  
17. CEMOVIS 117

2012 3 26 28   
18. 3D
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2011 11 30 12 1 3 2F  

19.  
 2011 11 22 3F  

 
20. 

/ 2011 11 21 22  
  

21. 1   
(ADAM) 2011 11 14  /

 
22. 49 2011 9 16 18

 
23. CEMOVIS( )

67 2011 5 16 18
 

24. 
67 2011 5 16 18  

25. COE
 5 , , 

Sep 29, 2010. ( ) 
26. 6

2010 9 17
5  ( ) 

27. 57  
2010 7 14 16  ( ) 

28.      
66 2010 5 23 26 ( ) 

29. 2009 9 19
JFCC  

30. Electron microscopy study of platelet and integrin using new methods 32
2009 6 4 6  ( ) 

31. CEMOVIS 65 , 2009
5 26 29  ( ) 

32. EM imaging of flexible proteins and supramolecular complexes within cells. International Symposium on Structural 
Biology from Atoms to Tissues  Iwasaki, K. Global COE Program Picobiology:Life Science at the Atomic Level
2009 5 25  Graduate School of Life Science  University of Hyogo  ( ) 

33. 
2009 5 18-19 .  

 

2015 0  2  
2014 3 10  
2013 6  9  
2012 2  7  
2011 1 11  
2010 1  8  
2009 6 13  
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1.

vRNP 2015 4 2016 3
2. 

2013 4 2015 3  
2. RNA

2013 4 2015 3  
3. A

2013 2016 3  
4. B 2010

4 2013 3  
5. 

2008 4 2010 3  
 

 
1.

2012 12 2015 3  
 
2. X

2012 4 2014 3  
3

2007 10 2012 3  
4. CREST 2006 10 2011

9  
 

 
1. 2015 8 31 2016 8 30  
2.   2014  
2010~2013  
 

 
2015  

1 1  
1 0  

0 0  
 

2015 5
2014 1 0 1 1  
2013 0 0 1 1  
2012 0 0 0 0  
2011 0 0 0 0  
2010 1 0 1 0  
2009 0 0 1 0  
 

7-3 2015  
0 0 1  0  

 

2015  
2015 1  
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2014 0  
2013 0  
2012 0  
2011 1  
2010 2  

 
11 12, 15- 11-  

 I II 07- 07- II(07-) 
 

2013~2015 .
, , , Jun 27, 2013, Jul 3, 2014. 

.  , , 
6 5 , Jun 25 & Jul 2, 2013. 

, , , , Dec 19, 2012. 
III 2 , Mar 16, 2012. 

 
, Jul 1, 2009. 

NEDO , , 
Jul 10, 2009. 
 
 

 
 

Zoological science, Journal of Electron Microscopy, International Journal of Bioinformatics Research and Applications, 
Journal of Structural Biology 

 

 
 2011 1 2012 12  

 

 
 

 

 
1.        2015 7 11 2017  
2.  D-09  2014  
3.    2011 1 2012 12  
4.        2012 4 2015 3 , 2015  
5.       2009 4 2011 3  
6.       2008 4 2011 3  
7.      2005  
8.       2005 2015 3 31  
9.   2009 2011  
10. 141     2004 2009  
 

2014 12 1 2015 11 30  
2006  2 2007 1  
2007 12 2008 12  
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2009~2014  
 

 
1. 53

, State-of-the-art hybrid methods for structural analysis of macromolecular 
complexes at functional state 2015 9 13-15  

2. 71
2015 5 13 -15  

3. 
2015 3 10 11  

4. 69
2013 5 20 22  

5.  2011 2
17-18  

 
 
 

 
( ) 

2005 4  
2009 4 1  

 
1. 2008 4 2012 4  
2. 2008 4 2010 3  
3. 2006 2 16  
4. 2005 11 2006 10  
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1-1  
 

1. Mizuhashi K., Omori Y., Furukawa T., Obif, a transmembrane protein, is required for bone mineralization and 
spermatogenesis in mice, PLoS One 10, e0133704, 2015.  

2. Omori Y., Chaya T., Yoshida S., Irie S., Tsujii T., Furukawa T., Identification of G protein-coupled receptors 
(GPCRs) in primary cilia and their possible involvement in body weight control, PLoS One 10, e0128422, 2015.  

3. Omori Y., Kitamura T., Yoshida S., Kuwahara R., Chaya T., Irie S., Furukawa T., Mef2d is essential for the 
maturation and integrity of retinal photoreceptor and bipolar cells. Genes to cells 20, 408-426, 2015. 

4. Chaya T., Omori Y., Kuwahara R., Furukawa T., ICK is essential for cell type-specific ciliogenesis and the 
regulation of ciliary transport. EMBO J. 33, 1227-1242, 2014. 

5. Mizuhashi K., Kanamoto T., Moriishi T., Muranishi Y., Miyazaki T., Terada K., Omori Y., Ito M., Komori T., 
Furukawa T., Filamin-interacting proteins, Cfm1 and Cfm2, are essential for the formation of cartilaginous skeletal 
elements. Hum. Mol. Genet. 23, 2953-2967, 2014. 

6. Yamazaki D., Funato Y., Miura J., Sato S., Toyosawa S., Furutani K., Kurachi Y., Omori Y., Furukawa T., Tsuda T., 
Kuwabata S., Mizukami S., Kikuchi K., Miki H., Basolateral Mg2+ Extrusion via CNNM4 Mediates Transcellular 
Mg2+ Transport across Epithelia: A Mouse Model. PLoS Genet. 9, e1003983, 2013. 

7. Omori Y., Araki F., Chaya T., Kajimura N., Irie S., Terada K., Muranishi Y., Tsujii T., Ueno S., Koyasu T., Tamaki 
Y., Kondo M., Amano S., Furukawa T., Presynaptic dystroglycan-pikachurin complex regulates the proper synaptic 
connection between retinal photoreceptor and bipolar cells. J. Neurosci. 32, 6126-6137, 2012. 

8. Zhao C., Omori Y., Brodowska K., Kovach P., Malicki J., Kinesin-2 family in vertebrate ciliogenesis. Proc Natl 
Acad. Sci. USA 109, 2388-2393, 2012. 

9. Mizuhashi K., Kanamoto T., Ito M., Moriishi T., Muranishi Y., Omori Y., Terada K., Tsujii T., Tani A., Komori T., 
Furukawa T., OBIF, an osteoblast induction factor, plays an essential role for bone formation in association with 
reduced osteoblastogenesis. Dev. Growth. Differ. 54, 474-480, 2012. 

10. Omori Y., Katoh K., Sato S., Muranishi Y., Chaya T., Onishi A., Minami T., Fujikado T., Furukawa T., Analysis of 
transcriptional regulatory pathways of photoreceptor genes by expression profiling of the Otx2-deficient retina. 
PLoS One 6, e19685, 2011. 

11. Omori Y., Chaya T., Katoh K., Kajimura N., Sato S., Muraoka K., Ueno S., Koyasu T., Kondo M., Furukawa T., 
Negative regulation of ciliary length by ciliary male germ cell-associated kinase (Mak) is required for retinal 
photoreceptor survival. Proc. Natl. Acad. Sci. USA 107, 22671-22676, 2010. 

12. Kanagawa M., Omori Y., Sato S., Kobayashi K., Miyagoe-Suzuki Y., Takeda S., Endo T., Furukawa T., Toda T., 
Post-translational maturation of dystroglycan is necessary for pikachurin binding and ribbon synaptic localization. 
J Biol Chem 285, 31208-31216, 2010. 

13. Katoh K., Omori Y., Onishi A., Sato S., Kondo M., Furukawa T., Blimp1 suppresses Chx10 expression in 
differentiating retinal photoreceptor precursors to ensure proper photoreceptor development. J Neurosci 30, 
6515-6526, 2010. 

14. Sanuki R., Omori Y., Koike C., Sato S., Furukawa T., Panky, a novel photoreceptor-specific ankyrin repeat protein, 
is a transcriptional cofactor that suppresses CRX-regulated photoreceptor genes. FEBS letter 584, 753-758, 2010. 

1-2  
 
1. Omori Y., Araki F., Chaya T., Kajimura N., Irie S., Terada K., Muranishi Y., Tsujii T., Ueno S., Koyasu T., Tamaki 

Y., Kondo M., Amano S., Furukawa T., Presynaptic dystroglycan-pikachurin complex regulates the proper 
synaptic connection between retinal photoreceptor and bipolar cells. J. Neurosci. 32, 6126-6137, 2012. 

2. Omori Y., Chaya T., Katoh K., Kajimura N., Sato S., Muraoka K., Ueno S., Koyasu T., Kondo M., Furukawa T., 
Negative regulation of ciliary length by ciliary male germ cell-associated kinase (Mak) is required for retinal 
photoreceptor survival. Proc. Natl. Acad. Sci. USA 107, 22671-22676, 2010. 

3. Omori Y., Zhao C., Saras A., Mukhopadhyay S., Kim W., Furukawa T., Sengupta P., Veraksa A., Malicki J., Elipsa 
is an early determinant of ciliogenesis that links the IFT particle to membrane-associated small GTPase Rab8. Nat. 
Cell Biol. 10, 437-444, 2008. 

4. Sato S., Omori Y., Katoh K., Kondo M., Kanagawa M., Miyata M., Funabiki K., Koyasu T., Kajimura N., Miyoshi 
T., Sawai H., Kobayashi K., Tani A., Toda T., Usukura J., Tano Y., Fujikado T., Furukawa T., Pikachurin, a 
dystroglycan ligand, is essential for photoreceptor ribbon synapse formation. Nat. Neurosci. 11, 923-931, 2008. 

5. Omori Y., Malicki J., oko meduzy and related crumbs genes are determinants of apical cell features in the 
vertebrate embryo. Curr. Biol. 16, 945-957, 2006. 

 



― 207 ― 教員の活動

1-3  
 

 
1-4  

1. ICK , , 
, , , 32, 2612-2615, 2014. 

2. , , , , , 65, 220-225, 2014. 
3. , , , 92,117, 2014. 
4. - , , , 31, 399, 

2012. 
5. Mak RP1 , , , 

, 30, 536-537, 2011. 
6. , , , , , , 29, 514-520, 2011. 
7.  6 – , , , 29

606-607, 2010. 

1-5  
1. Vertebrate Photoreceptors: Functional Molecular Bases (Eds. Furukawa T, Hurley JB & Kawamura 

S) “Structure and Development of the Photoreceptor Ribbon Synapse” Omori Y., Furukawa T., pp.199-216, 
Springer, 2014. 

 
2  

26  
27  

 
3  
3-1  

1. Functional role of ciliary kinases in cilia development and human disease, The 8th International Symposium of the 
Institute Network, Kyoto, Japan, June 27, 2013. 

2. Ciliary Kinase ICK is required for Ciliogenesis in Neural Progenitor Cells and Hedgehog Signaling, The 25th 
CDB Meeting, Cilia and Centrosomes, Kobe, Japan, June 18, 2013. 

 

1. 
, 2014 3 28 , ,  

2. ICK
Ciliary kinase ICK is essential for ciliogenesis in neural progenitor cells and Hedgehog signaling

, 2013 6 21 ,  
3. A ciliary kinase Mak and a microtubule-associated protein RP1 antagonistically regulate ciliary 

length in retinal photoreceptor cells , 2011 5 20 ,  

3-3
2015 1 2  
2014 1 5  
2013 0 3  
2012 3 2  
2011 2 6  
2010 5 1  

4
1. - 2014 5 6 ICK

 

5
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2010-2013  
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1. 
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2. 
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2008  

7-1 15  
3 1  
4 0  
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7-2  

2014 0 0 9 0  
2013 1 1 6 0  
2012 0 0 0 0  
2011 0 0 0 0  
2010 0 0 0 0  
 

7-3 2015  
0 0 :6 0  
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7-4 2015  

2015 2  
2014 3  
2013 3  
 

8  
14,  

13-,  
C7 13-,  

 
9  
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10-1  

Cytoskeleton, Vision Research, BMC physiology review 
 

10-2  
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1. Okumura N., Tsujihata M., Momohara C., Yoshioka I., Suto K., Nonomura N., Okuyama A., Takao T. Diversity in 
protein profiles of individual calcium oxalate kidney stones. PLoS One. 2013 Jul 9;8(7):e68624, 2013.  

2. Kimura M., Okumura N., Kose S., Takao T., Imamoto N. Identification of Cargo Proteins Specific for Importin-β 
with Importin-α Applying a Stable Isotope Labeling by Amino Acids in Cell Culture (SILAC)-based in Vitro 
Transport System. J Biol Chem. 288, 24540-24549, 2013. 

3. Kimura M., Kose S., Okumura N., Imai K., Furuta M., Sakiyama N., Tomii K., Horton P., Takao T., Imamoto N.  
Identification of cargo proteins specific for the nucleocytoplasmic transport carrier transportin by combination of 
an in vitro transport system and stable isotope labeling by amino acids in cell culture (SILAC)-based quantitative 
proteomics. Mol Cell Proteomics. 12, 145-157, 2013. 

4. Kim C., Aono S., Marubashi S., Wada H., Kobayashi S., Eguchi H., Takeda Y., Tanemura M., Okumura N., Takao 
T., Doki Y., Mori M. and Nagano H. Significance of alanine aminopeptidase N (APN) in bile in the diagnosis of 
acute cellular rejection after liver transplantation. J. Surg. Res.175, 138-148, 2012. 

5 Kishi S., Shimoke K., Nakatani Y., Shimada T., Okumura N., Nagai K., Shin-Ya K., T. Ikeuchi. Nerve growth 
factor attenuates 2-deoxy-d-glucose-triggered endoplasmic reticulum stress-mediated apoptosis via enhanced 
expression of GRP78. Neurosci Res. 66, 14-21, 2010. 

6. Kawaguchi C., Isojima Y., Shintani N., Hatanaka M., Guo X., Okumura N., Nagai K., Hashimoto H., A. Baba.  
PACAP-deficient mice exhibit light parameter-dependent abnormalities on nonvisual photoreception and early 
activity onset. PLoS One. Feb 18;5(2):e9286, 2010. 

1. Unno H., Yamashita T., Ujita S., Okumura N., Otani H., Okumura A., Nagai K., Kusunoki M. Structural basis for 
substrate recognition and hydrolysis by mouse carnosinase CN2. J. Biol. Chem., 283, 27289-27299, 2008.  

2.Otani H., Okumura A., Nagai K., Okumura N. Colocalization of a carnosine-splitting enzyme, tissue carnosinase 
(CN2) / cytosolic non-specific dipeptidase 2 (CNDP2), with histidine decarboxylase in the tuberomammillary 
nucleus of the hypothalamus. Neurosci. Lett. 445, 166-169, 2008. 

3.Gotoh H., Okumura A., Nagai K., Okumura N. Localization of phosphotyrosine 489-β-adducin-immunoreactivity 
in the hypothalamic tanycytes and its involvement in energy homeostasis. Brain Res. 1228, 97-106, 2008. 

4. Okumura A., Nagai K., Okumura N. Interaction of alpha1-syntrophin with multiple isoforms of heterotrimeric 
G-protein alpha subunits. FEBS Journal, 275, 22-33, 2008.  

5. Okumura N., Hashida-Okumura A., Kita K., Matsubae M., Matsubara T., Takao T., Nagai K. Proteomic analysis of 
slow- and fast-twitch skeletal muscles. Proteomics 5, 2896-2906, 2006. 

6. Shima T., Okumura N., Takao T., Satomi Y., Yagi T., Okada M., Nagai K. Interaction of the SH2 domain of Fyn 
with a cytoskeletal protein, beta-adducin. J. Biol. Chem. 276, 42233-42240, 2001. 

 

1. Nagai K., Tanida M., Niijima A., Tsuruoka N., Kiso Y., Horii Y., Shen J., Okumura N. Role of L-carnosine in the 
control of blood glucose, blood pressure, thermogenesis, and lipolysis by autonomic nerves in rats: involvement of 
the circadian clock and histamine. Amino Acids. 43, 97-109, 2012. 

2. Nakagawa H, Okumura N. Coordinated regulation of circadian rhythms and homeostasis by the suprachiasmatic 
nucleus. Proc Jpn Acad Ser B Phys Biol Sci. 86, 391-409, 2010. 

 
 

1. 52, 485-488.
 

1. Okumura N., Tanida M., Niijima A., Tsuruoka N., Kiso Y., Horii Y., Nagai K. Carnosine and the control of blood 
glucose. (2015); in Food and Nutritional Components in Focus, "Imidazole dipeptides", pp.257-276, RSC 
Publishing. 

2. Okumura N. Carnosine dipeptidase II. (2013) ; in Handbook of Proteolytic Enzymes, pp. 1597-1600,  
  Academic Press.  
2. 2011) ( ) 29-34  
3. 2011 ( ) 17-55  
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0  

2014 J1 
2010 X 

( )
1. 2010
2. 52 2010 9 2-3  
 

 
Proteomics, Proteomes, FEBS lett., J. Biochem. Neuroscience Lett., Brain Res.  
 

"Proteomics - Concepts, Applications and Analysis Methods", iConcept Press,  
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10-15  

 
1. Deng W., Wu J., Wang F., Kanoh J., Dehe PM., Inoue H., Chen J., and Lei M. Fission yeast telomere-binding protein 

Taz1 is a functional but not a structural counterpart of human TRF1 and TRF2. Cell Res., 25, 881-884, 2015. 
2. Tarumoto Y., Kanoh J., and Ishikawa F. Receptor for activated C-kinase (RACK1) homolog Cpc2 facilitates the 

general amino acid control response through Gcn2 kinase in fission yeast. J. Biol. Chem., 288, 19260-19268, 2013. 
3. Kanoh J. Release of chromosomes from the nuclear envelope: a universal mechanism for eukaryotic mitosis? 

Nucleus, 4, 100-104, 2013. 
4. Tashiro S., Asano T., Kanoh J., and Ishikawa F. Transcription-induced chromatin association of RNA surveillance 

factors mediates facultative heterochromatin formation in fission yeast. Genes Cells, 18, 327-339, 2013. 
5. Fujita I., Tanaka M., and Kanoh J. Identification of the functional domains of the telomere protein Rap1 in 

Schizosaccharomyces pombe. PLoS ONE, 7, e49151, 2012. 
6. Fujita I., Nishihara Y., Tanaka M., Tsujii H., Chikashige Y., Watanabe Y., Saito M., Ishikawa F., Hiraoka Y., and 

Kanoh J. Telomere-nuclear envelope dissociation promoted by Rap1 phosphorylation ensures faithful chromosome 
segregation. Curr. Biol., 22, 1932-1937, 2012. 

7. Chen Y., Rai R., Zhou Z-R., Kanoh J., Ribeyre C., Yang Y., Zheng H., Damay P., Wang F., Tsujii H., Hiraoka Y., 
Shore D., Hu H-Y., Chang S., and Lei M. A conserved motif within RAP1 has diversified roles in telomere protection 
and regulation in different organisms. Nat. Struc. Mol. Biol., 18, 213-221, 2011. 

8. Mikawa T., Kanoh J., and Ishikawa F. Fission yeast Vps1 and Atg8 contribute to oxidative stress resistance. Genes 
Cells, 15, 229-242, 2010. 

 
 

1. Fujita I., Tanaka M., and Kanoh J. Identification of the functional domains of the telomere protein Rap1 in 
Schizosaccharomyces pombe. PLoS ONE, 7, e49151, 2012. 

2. Fujita I., Nishihara Y., Tanaka M., Tsujii H., Chikashige Y., Watanabe Y., Saito M., Ishikawa F., Hiraoka Y., and 
Kanoh J. Telomere-nuclear envelope dissociation promoted by Rap1 phosphorylation ensures faithful chromosome 
segregation. Curr. Biol., 22, 1932-1937, 2012. 

3. Chen Y., Rai R., Zhou Z-R., Kanoh J., Ribeyre C., Yang Y., Zheng H., Damay P., Wang F., Tsujii H., Hiraoka Y., 
Shore D., Hu H-Y., Chang S., and Lei M. A conserved motif within RAP1 has diversified roles in telomere 
protection and regulation in different organisms. Nat. Struc. Mol. Biol., 18, 213-221, 2011. 

4. Miyoshi T., Kanoh J., Saito M., and Ishikawa F. Fission yeast Pot1-Tpp1 protects telomeres and regulates telomere 
length. Science, 320, 1341-1344, 2008. 

5. Shikata M., Ishikawa F., and Kanoh J. Tel2 is required for the activation of Mrc1-mediated DNA replication 
checkpoint. J. Biol. Chem., 282, 5346-5355, 2007. 

 
10-15  

1. Kanoh, J. and Yanagida M. Structure of TOR complexes in fission yeast. Enzymes, 27, 271-284, 2010. 
 

10-15  
1. Tel2 PIKK , , 119-124, 2010. 
2. PIKK Tel2 , , 82, 57-60, 2010. 
 

10-15  
1. , , Dojin Bioscience ( ), 2013. 
2. , , 2013. 
3. , , 2010. 
 

 
26   

 
10-15  

-  
1. Dissection of subtelomere functions, Forefront of Chromosome Biology, Kyoto, Japan, August, 2015. 
2. Shugoshin forms a specialized chromatin domain at subtelomeres, repressing transcription and replication, The 8th 

international fission yeast meeting, Kobe, Japan, June, 2015. 
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3. Spindle assembly checkpoint protein Sgo2 regulates silenced chromatin formation and DNA replication timing at 

subtelomere, Telomeres & Telomerase, Cold Spring Harbor, US, May, 2015. 
4. Roles of protein complexes at chromosome end, The 1st Trilateral Workshop for Frontier Protein Stidies, Peking, 

China, April, 2015. 
5. Novel Functions of Shugoshin 2 (Sgo2) at telomere-adjacent region in interphase, The 9th 3R Symposium, Gotemba, 

Japan, November, 2014. 
6. Structure and functions of subtelomere, Message from yeast to epigenetics ~Yeast clarifies the frontiers of life 

science~, Fukui, Japan, September, 2013. 
7. Roles of S. pombe “sub”telomeres, The 7th international fission yeast meeting, London, UK, June, 2013. 
8. Roles of telomere in closed mitosis, The 6th international fission yeast meeting, Boston, USA, June, 2011. 
9. M phase-specific regulations of telomere, International symposium on the Physicochemical Field for Genetic 

Activities, Awaji, Japan, January, 2011. 
10. Regulations of telomere at M phase, EMBO conference “Telomeres and the DNA damage response”, Marseille, 

France, September, 2010. 

- WS  
1. DNA 48

2015 9  
2. Rap1

32 2014 12  
3. 86 WS( ) 2014 9  
4. 21 2014 9  
5. 36 WS ( ) 2013 12  
6. DNA

2013 9  
7. 46 2013 9  
8. Rap1 DDK Dfp1 30

2012 12  
9. 2012

1  
10. Genome-wide networks by telomere-associated proteins 34 WS 2011

12  
11. Schizosaccharomyces pombe

2011 11  
12. Closed mitosis 2011 11  
13. Closed mitosis 2011

9  
14. 2011 9  
15. 2011

 
16. BMB2010 WS 2010 12  
17. Rap1

2010 10  
18. Regulations of telomere in cell division cycle 2010 6  
19. 2010 5  
20. Rap1 2010

1  

 
1. Fission yeast without subtelomeres, EMBO conference “Telomeres, telomerase and disease” (Brussels, Belgium) 

2014 4  
2. Rif3, a novel Rap1-interacting factor in S. pombe, Telomeres & Telomerase meeting (Cold Spring Harbor, USA) 

2013 4  
3. Shelterin complex protects and regulates telomere DNA, Potsdam, Germany 2010

11  
4. M 2010 9  
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2013 2  
2012 1  
2011 1  
2010 0  
 

10-15  
I 2011  (2014~) 2015  

2014~ 2009~  
VII (2010) E5 2012, 2014  

 
( )  

1. 2015 2  
2. 2011 10 

 
 
 

 
Genes to Cells 
Chromosoma 
Biochemical and Biophysical Research Communications 
The Journal of Biochemistry 
Genome Biology 
 

 
 

 
 

 
 

 
3R   (2014~) 

 2015~  
 

 
 2011, 2013~  

 
 

 
 

 
1. “Non-coding DNA and Chromosomal Integrity” 2015 8  
2. “Forefront of Chromosome Biology” ( ) 2015 8  
3. Pombe 2015 ( ) 2015 6  
 

 
1. BMB2015 2015 12  
2. 2011 9  
3. BMB2010 2010 12  
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10-15  

 
1. Kawakami, T., Shimizu, S., and Aimoto S.  Peptide thioester formation by an N to S acyl shift reaction at the 

cysteinyl prolyl cysteine position.  Bull. Chem. Soc. Jpn. 83, 570-574, 2010. 
2. Yagi, H., Ozawa, D., Sakurai, K., Kawakami, T., Kuyama, H., Nishimura, O., Shimanouchi, T., Kuboi, R., Naiki, 

H., and Goto, Y.  Laser-induced propagation and destruction of amyloid  fibrils.  J. Biol. Chem. 285, 
19660-19667, 2010. 

3. Todokoro, Y., Kobayashi, M., Sato, T., Kawakami, T., Yumen, I., Aimoto, S., Fujiwara, T., and Akutsu, H.  
Structure analysis of membrane-reconstituted subunit c-ring of E. coli H+-ATP synthase by solid-state NMR.  J. 
Biomol. NMR 48, 1-11, 2010. 

4. Ozawa, D., Kaji, Y., Yagi, H., Sakurai, K., Kawakami, T., Naiki, H., and Goto, Y.  Destruction of amyloid fibrils 
of keratoepithelin peptides by laser irradiation coupled with amyloid-specific thiofravin T.  J. Biol. Chem. 286, 
10856-10863, 2011. 

5. Kitamura, A., Matsui, K., Konoki, K., Matsumori, N., Murata, M., Kawakami, T., and Aimoto, S.  Lysine 
proximity significantly affects glycation of lysine-containing collagen model peptides.  Bioorg. Med. Chem. 19, 
2125-2129, 2011. 

6. Takechi, Y., Yoshii, H., Tanaka, M., Kawakami, T., Aimoto, S., and Saito, H.   Physicochemical mechanism for 
the enhanced ability of lipid membrane penetration of polyarginine.  Langmuir 27, 7099-7107, 2011. 

7. Miura, S., Kondo, J., Kawakami, T., Shukunami, C., Aimoto, S., Tanaka, H., and Hiraki, Y.  Synthetic 
disulfide-bridged cyclic peptides mimic theanti-angiogenic actions of chondromodulin-I.  Cancer Sci. 103, 
1311-1318, 2012. 

8. Takechi, Y., Mizuguchi, C., Tanaka, M., Kawakami, T., Aimoto, S., Okamura, E., and Saito, H.  Physicochemical 
mechanism for the lipid membrane binding of polyarginine:  The favorable enthalpy change with structural 
transition from random coil to -helix.  Chem. Lett. 41, 1374-1376, 2012. 

9. Teruya, K., Tanaka, T., Kawakami, T., Akaji, K., and Aimoto, S.  Epimerization in peptide thioester condensation.  
J. Pept. Sci. 18, 669-677, 2012. 

10. Mishima, Y., Watanabe, M., Kawakami, T., Jayasinghe, C. D., Otani, J., Kikugawa, Y., Shirakawa, M., Kimura, H., 
Nishimura, O., Aimoto, S., Tajima, S., and Suetake. I.  Hinge and Chromoshadow of HP1α Participate in 
Recognition of K9 Methylated Histone H3 in Nucleosomes.  J. Mol. Biol. 425, 54-70, 2013. 

11. Tanaka, M., Takamura, Y., Kawakami, T., Aimoto, S., Saito, H., and Mukai, T.  Effect of amino acid distribution 
of amphipathic helical peptide derived from human apolipoprotein A-I on membrane curvature sensing.  FEBS 
Lett. 587, 510-515, 2013. 

12. Wei, P., Zheng, B.-K., Guo, P.-R., Kawakami, T., and Luo, S.-Z.  The association of polar residues in the DAP12 
homodimer: TOXCAT and molecular dynamics simulation studies.  Biophys. J. 104, 1435-1444, 2013. 

13. Kawakami, T., Akai, Y., Fujimoto, H., Kita, C., Aoki, Y., Konishi, T., Waseda, M., Takemura, L., and Aimoto, S.  
Sequential peptide ligation by combining the Cys-Pro ester (CPE) and thioester methods and its application to the 
synthesis of histone H3 containing a trimethyl lysine residue.  Bull. Chem. Soc. Jpn. 86, 690-697, 2013. 

14. Otani, J., Kimura, H., Sharif, J., Endo, T. A., Mishima, Y., Kawakami, T., Koseki, H., Shirakawa, M., Suetake, I., 
and Tajima, S. Cell cycle-dependent turnover of 5-hydroxymethyl cytosine in mouse embryonic stem cells.  
PLOS ONE 8, e82961, 2013. 

15. Kawakami, T., Kamauchi, A., Harada, E., and Aimoto S.  Enhancement in the Rate of Conversion of Peptide 
Cys-Pro esters to Peptide Thioesters by Structural Modification.  Tetrahedron Lett. 55, 79-81, 2014. 

16. Takase, H., Furuchi, H., Tanaka, M., Yamada, T., Matoba, K., Iwasaki, K., Kawakami, T., and Mukai, T.  
Characterization of reconstituted high-density lipoprotein particles formed by lipid interactions with human serum 
amyloid A.  Biochim. Biophys. Acta 1841, 1467-1474, 2014. 

17. Suwito, H., Jumina, Mustofa, Pudjiastuti, P., Fanani, M. Z., Kimata-Ariga, Y., Katahira, R., Kawakami, T., Fujiwara, 
T., Hase, T., Sirat, H. M., and Puspaningsih, N. N. T.  Design and synthesis of chalcone derivatives as inhibitors of 
the ferredoxin - Ferredoxin-NADP+ reductase interaction of Plasmodium falciparum:  Pursuing new antimalarial 
agents.  Molecules 19, 21473-21488, 2014. 

18. Hara, T., Huang, Y., Ito, A., Kawakami, T., Hojo, H., and Murata, M.  Trifluoroethanol-containing RP-HPLC 
mobile phases for the separation of transmembrane peptides human glycophorin-A, integrin alpha-1, and p24: 
analysis and prevention of potential side reactions due to formic acid.  J. Pept. Sci. 21, 61-70, 2015. 

19. Kawakami, T., Yoshikawa, R., Fujiyoshi, Y., Mishima, Y., Hojo, H., Tajima, S., and Suetake, I.  Synthesis of 
histone proteins by CPE ligation using a recombinant peptide as the C-terminal building block.  J. Biochem. in 
press, 2015. 
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1. Kawakami, T., Ohtake, H., Arakawa, H., Okachi, T., Imada, Y., and Murahashi, S.-I.  Asymmetric synthesis of 
β-amino acids by addition of chiral enolates to nitrones via N-acyloxyiminium ions.  Bull. Chem. Soc. Jpn. 73, 
2423-2444, 2000 (BCSJ award). 

2. Kawakami, T., Hasegawa, K., Teruya, K., Akaji, K., Horiuchi, M., Inagaki, F., Kurihara, Y., Uesugi, S., and Aimoto, 
S.  Polypeptide synthesis using an expressed peptide as a building block for condensation with a peptide thioester: 
application to the synthesis of phosphorylated p21Max protein(1–101), J. Pept. Sci. 7, 474-487, 2001. 

3. Kawakami, T., Akaji, K., and Aimoto, S.  Peptide bond formation mediated by 
4,5-dimethoxy-2-mercaptobenzylamine after periodate oxidation of the N-terminal serine residue, Org. Lett. 3, 
1403-1405, 2001. 

4. Kawakami, T. and Aimoto, S.  A photoremovable ligation auxiliary for use in polypeptide synthesis.  Tetrahedron 
Lett. 44, 6059-6061, 2003. 

5. Kawakami, T. and Aimoto, S.  Peptide ligation using a building block having a cysteinyl prolyl ester (CPE) 
autoactivating unit at the carboxy terminus.  Chem. Lett. 36, 76-77, 2007. 

6. Kawakami, T., Shimizu, S., and Aimoto S.  Peptide thioester formation by an N to S acyl shift reaction at the 
cysteinyl prolyl cysteine position.  Bull. Chem. Soc. Jpn. 83, 570-574, 2010 (Selected Paper). 

7. Kawakami, T., Akai, Y., Fujimoto, H., Kita, C., Aoki, Y., Konishi, T., Waseda, M., Takemura, L., and Aimoto, S.  
Sequential peptide ligation by combining the Cys-Pro ester (CPE) and thioester methods and its application to the 
synthesis of histone H3 containing a trimethyl lysine residue.  Bull. Chem. Soc. Jpn. 86, 690-697, 2013 (BCSJ 
award). 
 

10-15  
1. Kawakami, T.  Peptide thioester formation via an intramolecular N to S acyl shift reaction for peptide ligation.  

Topics in Current Chemistry 362, 107-135, 2015. 
 

10-15  
1. N-S

70, 166-176, 2012. 
 

10-15  
1. S-

MOOK21
76-82, 2012. 

2. 

214-223, 2014. 
 

 
1. BCSJ  2000. 
2. JPS Travel Award (17th American Peptide Symposium, San Diego) 2001. 
3. 2005  
4. 2008  
5. BCSJ  

2013. 

 
10-15  

-  
1. T. Kawakami, S. Aimoto, Peptide ligation via thioester formation at the cysteine residue.  5th International 

Peptide Symposium, Kyoto, 2010.   
2. T. Kawakami, S. Aimoto, Protein synthesis by chemical ligation base on the use of a peptide-Cys-Pro ester as a 

peptide thioester precursor.  International Scientific Conference on “Chemistry – Opportunity and Development” 
35th Anniversary of the Institute of Chemistry, Vietnam Academy of Science and Technology, Hanoi, 2013. 

3. T. Kawakami, Chemical Protein Synthesis by the Ligation Based on the Use of an N to S Acyl Shift Reaction.  
17th Korean Peptide and Protein Symposium, Seoul, 2013. 

4. T. Kawakami, Methods for Peptide Thioester Preparation.  IBC’s 7th Annual AsiaTIDE, Osaka, 2015. 
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- WS  
1. T. Kawakami, Peptide diketopiperazine-thioester formation at the Cys-Pro-Cys position via the N to S acyl shift 

reaction.  IPR seminar:  The New Trend of Peptide Science in Asia and Oceania, Suita, 2010. 
2. N-S

5 2011  
3. T. Kawakami, Peptide ligation via peptide thioester formation

2012  
4. Cys-Pro

23 2012  
5. 

2012  

 

 
1. T. Kawakami, S. Shimizu, S. Aimoto, Peptide diketopiperazine-thioester formation via an N-S acyl shift reaction at 

the amide bond between -Xaa-Cys- in the -Xaa-Cys-Pro-Cys- sequence.  The 13th Akabori Conference, Leipzig, 
2010.  

2. Synthesis of peptide thioesters by the use of an N-S acyl shift reaction for peptide ligation 14
2011  

3. Cys-Pro
H3 49

2012  
4. T. Kawakami, A. Kamauchi, S. Aimoto, Peptide thioester formation at a Cys residue via an N-S acyl shift reaction.  

The 14th Akabori Conference, Niseko, 2012. 
5. 

Cys-Pro H3
2013  

6. T. Kawakami, A. Kamauchi, E. Harada, S. Aimoto, Rate Enhancement of Conversion of Peptide Cys-Pro ester to 
Peptide Thioester by the Structural Modifications.  4th Modern Solid Phase Peptide Synthesis & Its Applications 
Symposium, Kobe, 2013. 

7. T. Kawakami, Y. Akai, R. Yoshikawa, I. Suetake, S. Tajima, S. Aimoto, Total Chemical Synthesis and 
Semi-synthesis of Histone H3 and H4 by the Use of Cys-Pro Ester Auto-activating Unit for the Thioester Precursor.  
5th Asia-Pacific International Peptide Symposium, Suita, 2013. 

8. C
Cys-Pro CPE

94 2014  
9. Toru Kawakami, Ryo Yoshikawa, Yuki Fujiyoshi, Hironobu Hojo, Shoji Tajima, Isao Suetake, Synthesis of Histone 

by the Use of Cys-Pro Ester (CPE) Ligation, 33th European Peptide Symposium, Sofia, 2014. 
10. Toru Kawakami, Synthesis of modified histones by the use of CPE chemistry.  The 15th Akabori Conference, 

Boppard, 2014. 
11. 

95 2015  

 

 
1. T. Kawakami, S. Shimizu, S. Aimoto, Peptide diketopiperazine thioester formation at the Cys-Pro-Cys position.  

31st European Peptide Symposium, Copenhagen, 2010. 
2. CPE

45 2008  
3. 

N-S 11
2011  

 
H4K20me

2013
 T. Kawakami, Synthesis of Histone H3 by Chemical Ligation.  The 8th International Conference on Cutting-Edge 

Organic Chemistry in Asia (ICCEOCA-8), Osaka, 2013.
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 C

Cys-Pro CPE
8 2014

 
51 2014

 C
H3 9

2015

 
 

2010 7 3 0 2 
2011 1 1 0 0 
2012 1 0 0 0 
2013 0 3 0 0 
2014 4 2 1 1 
2015 1 1 0 0 

 

 
10-15  

10-15  
 

1. (C) 09-11 N-S
 

2. (C) 12-14
 

3. (C) 15-17  
4. 15  

 
 

1.  08-11
 

 
 

15  
2 1  
3  

1  

 
2010 4(1) 3 0 
2011 4(1) 1 0 
2012 2(1) 0 0 
2013 2(1) 0 0 
2014 1(1) 0 0 
2015 2(1) 3 0 
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10-15  
B 09-15  

I 08-15 H4 13, 15 Current Topics I 13
08-11  

 

( )
1. 12  

 

 
 

Bioorg. Med. Chem., Bioorg. Med. Chem. Lett., Biopolymer (Pept. Sci.), Bull. Chem. Soc. Jpn., Chem. Commun., 
Chem. Lett., J. Pept. Sci., Heterocycles, Org. Biomol. Chem., Synlett, Tetrahedron, Tetarhedron Lett.  
 

 
 

 

 
08-10 12-  

 
 

13

 
 

 
 

1. 5th Asia-Pacific International Peptide Symposium, Suita, 2013, Local Organizing Committee 

 
1. The New Trend of Peptide Science in Asia and Oceania 2010.12.10,11  
2. 2012.3.3  
3. 93 2013.3.22-25  
4. 52 2015.11.16-18  

 

 
 

WG 04 4 04 4
PCB 04 4 07 4

07 4 03 12 08 3  
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  (~2011 

      )   
      (2012 ~) 
 

 
 

 
1. 

UniProt ( ) (PDBe)

FTS  

2. ( )

 

3. 

 

2014-2015  
 PDBe SIFTS 

 

hGTOP

VaPRoS
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– – 

 

 

3. 

 

4. Specific non-local interactions are not necessary for recovering native protein dynamics. Dasgupta B, Kasahara 

K, Kamiya N, Nakamura H, Kinjo AR. PLoS One 9:e91347 (2014)  
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16. Kinjo AR, Yamashita R., Nakamura H. PDBj Mine: Design and implementation of relational database interface 

for Protein Data Bank Japan. Database, 2010:baq021 (2010) 
17. Katayama T. et al. The DBCLS BioHackathon: standardization and interoperability for bioinformatics web 

services and workflows. J. Biomed. Semantics, 1:8 (2010) 
18. Kinjo AR, Nakamura H. Geometric similarities of protein-protein interfaces at atomic resolution are only 

observed within homologous families: An exhaustive structural classification study. J. Mol. Biol., 399:526-540 
(2010) 

 

1. Kinjo AR, Nakamura H. Similarity search for local protein structures at atomic resolution by exploiting a database 
management system. BIOPHYSICS, 3:75-84 (2007) 

2. Kinjo AR, Nishikawa K. Predicting secondary structures, contact numbers, and residue-wise contact orders of 
native protein structure from amino acid sequence using critical random networks. BIOPHYSICS, 1:67-74 (2005) 

3. Kinjo AR, Nishikawa K. Recoverable one-dimensional encoding of three-dimensional protein structures. 
Bioinformatics, 21:2167-2170 (2005) 

4. Kinjo AR, Horimoto K, Nishikawa K. Predicting absolute contact numbers of native protein structure from amino 
acid sequence. Proteins: Structure, Function, and Bioinformatics, 58:158-165 (2005) 

5. Kinjo AR, Takada S. Competition between protein folding and aggregation with molecular chaperones in crowded 
solutions: Insight from mesoscopic simulations. Biophysical Journal, 85:3521-3531 (2003) 

 

   

 

1-4:  
1. , 50:166-167 (2010) 
2.   ,52(1):50-56 (2007) 
3.  , 46:37-

40 (2006) 

BIOPHYSICS  

 

 

 
 

1. Korea-China-Japan Bioinformatics training course and symposium, Jeju, Korea, 2014/6 
2. International Conference on Structural Genomics, Sapporo 2013/7 
3. Recent advances in physical and chemical biology, Saha Institute of nuclear physics, Kolkata, India 2012/3 
4. InCoB 2011, Kuala Lumpur, Malaysia 2011/12 
5. Biological Data Evaluation Workshop, Asia-Pacific Bioinformatics Conference, Incheon, Korea 2011/1 
6. ICSG, Oxford, 2008/9 
7. Fudan University, 2008/5 
8. Kolkata, 2009/3 
 

1.  2014/9 
2.  2014 
3. CBI  2014/1 
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4.  2013/11 
5.  2013/3 
6.  2011/3 
7.  2010/11 
8.  2008/12 
9.  CBRC 2009/12  
 

 

 

2009, 2010, 2011, 2015  
 2008, 2011  

 

 2015  

(B)  H22-23 
  H24-H28 

 

 

– – 
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PDBj  

 

– – 

BMC Bioinformatics, BMC Structural Biology, BMC Genomics, FEBS Letter, Biopolymers, Current Protein & Peptide 

Science 

 

 

 

 

 

 

 

 

InCoB 2010-2015 Program committee 
Data-intensive e-Science workshop 2010 Program committee 
 

 

 

– – 



― 231 ― 教員の活動

 
 

 
 

 (2012 ~)  
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1. Dairaku T., Furuita K., Sato H., Kondo Y., Kojima C., Ono A., Tanaka Y., Exploring a DNA sequence for 

3-dimensional structure determination of a silver(I)-mediated C-C base pair in a DNA duplex with 1H NMR 
spectroscopy. Nucleosides Nucleotides Nucleic Acids, in press. 

2. Kinoshita M., Kim J.Y., Kume S., Sakakibara Y., Sugiki T., Kojima C., Kurisu G., Ikegami T., Hase T., Kimata-Ariga 
Y., Lee Y.H., Physicochemical natures of interfaces control activity of ferredoxin NADP+ reductase through its 
interprotein interactions with ferredoxin. BBA - Bioenergetics, 1847, 1200-1211 (2015). 

3. Dairaku T., Furuita K., Sato H., Šebera J., Yamanaka D., Otaki H., Kikkawa S., Kondo Y., Katahira R., Bickelhaupt 
F.M., Guerra C.F., Ono A., Sychrovský V., Kojima C., Tanaka Y., Direct Detection of the Mercury–Nitrogen Bond in 
the Thymine–HgII–Thymine Base-pair with 199Hg NMR Spectroscopy. Chem. Commun., 51, 8488-8491 (2015). 

4. Kataoka S., Furuita K., Hattori Y., Kobayashi N., Ikegami T., Shiozaki K., Fujiwara T., Kojima C., 1H, 15N and 13C 
resonance assignments of the conserved region in the middle domain of S. pombe Sin1 protein. Biomol. NMR 
Assign., 9, 89-92 (2015). 

5. Furuita K., Kataoka S., Sugiki T., Hattori Y., Kobayashi N., Ikegami T., Shiozaki K., Fujiwara T., Kojima C., 
Utilization of paramagnetic relaxation enhancements for high-resolution NMR structure determination of a soluble 
loop-rich protein with sparse NOE distance restraints. J. Biomol. NMR, 61, 55–64 (2015). 

6. Ishikawa K., Yamaguchi K., Sakamoto K., Yoshimura S., Inoue K., Tsuge S., Kojima C., Kawasaki T., Bacterial 
effector modulation of host E3 ligase activity suppresses PAMP-triggered immunity in rice. Nature Commun., 5, 
5430 (2014). 

7. Kosami K., Ohki I., Nagano M., Furuita K., Sugiki T., Kawano Y., Kawasaki T., Fujiwara T., Nakagawa A., 
Shimamoto K., Kojima C., The crystal structure of the plant small GTPase OsRac1 reveals its mode of binding to 
NADPH oxidase. J. Biol. Chem., 289, 28569-28578 (2014). (selected as cover image). 

8. Yamaguchi H., Šebera J., Kondo J., Oda S., Komuro T., Kawamura T., Dairaku T., Kondo Y., Okamoto I., Ono A., 
Burda J.V., Kojima C., Sychrovský V., Tanaka Y., The structure of metallo-DNA with consecutive T-HgII-T 
base-pairs explains positive entropy for the metallo-base-pair formation. Nucleic Acids Res., 42, 4094-4099, 2014. 

9. Kosami K., Ohki I., Hayashi K., Tabata R., Usugi S., Kawasaki T., Fujiwara T., Nakagawa A., Shimamoto K., 
Kojima C., Purification, crystallization and preliminary X-ray crystallographic analysis of a rice Rac/Rop GTPase, 
OsRac1. Acta Cryst. F70, 113-115, 2014. 

10. Šebera J., Burda J., Straka M., Ono A., Kojima C., Tanaka Y., Sychrovský V., Formation of the T-HgII-T 
Metal-Mediated DNA Base Pair; Proposal and Theoretical Calculation of the Reaction Pathway. Chem.-Eur. J., 19, 
9884-9894, 2013. 

11. Abe-Yoshizumi R., Kobayashi S., Gohara M., Hayashi K., Kojima C., Kojima S., Sudo Y., Asami Y., Homma M., 
Expression, purification and biochemical characterization of the cytoplasmic loop of PomA, a stator component of 
the Na+ driven flagellar motor. Biophysics, 9, 21-29, 2013. 

12. Hattori Y., Furuita K., Ohki I., Ikegami T., Fukada H., Shirakawa M., Fujiwara T., Kojima C., Utilization of lysine 
13C-methylation NMR for protein-protein interaction studies, J. Biomol. NMR, 55, 19-31, 2013. 

13. Kawasaki K., Kanaba T., Yoneyama M., Murata-Kamiya N., Kojima C., Ito Y., Kamiya H., Mishima M., Insights 
into substrate recognition by the Escherichia coli Orf135 protein through its solution structure. Biochem Biophys 
Res Commun, 420, 263-268, 2012. 

14. Kawasaki K., Yoneyama M., Murata-Kamiya N., Harashima H., Kojima C., Ito Y., Kamiya H., Mishima M., 1H, 13C 
and 15N NMR assignments of the Escherichia coli Orf135 protein. Biomol NMR Assign, 6, 1-4, 2012. 

15. Kawahara I., Haruta K., Ashihara Y., Yamanaka D., Kuriyama M., Toki N., Kondo Y., Teruya K., Ishikawa J., 
Furuta H., Ikawa Y., Kojima C., Tanaka Y., Site-specific isotope labeling of long RNA for structural and mechanistic 
studies. Nucleic Acids Res., 40, e7, 2012. 

16. Sudo Y., Tanaka R., Kobayashi T., Kamo N., Kohno T., Kojima C., Functional expression of a two- transmembrane 
HtrII protein using cell-free synthesis. Biophysics, 7, 51-58, 2011. 

17. Taoka K., Ohki I., Tsuji H., Furuita K., Hayashi K., Yanase T., Yamaguchi M., Nakashima C., Purwestri Y.A., 
Tamaki S., Ogaki Y., Shimada C., Nakagawa A., Kojima C., Shimamoto K., 14-3-3 proteins act as intracellular 
receptors for rice Hd3a florigen. Nature, 476, 332-335, 2011. 

18. Furuita K., Murata S., Jee J.G., Ichikawa S., Matsuda A., Kojima C., Structural feature of bent DNA recognized by 
HMGB1. J. Am. Chem. Soc., 133, 5788-5790, 2011. 

19. Hayashi K., Kojima C., Efficient protein production method for NMR using soluble protein tags with cold shock 
expression vector. J. Biomol. NMR, 48, 147-155, 2010. 

20. Furuita K., Jee J.G., Fukada H., Mishima M., Kojima C., Electrostatic interaction between oxysterol binding protein 
and VAMP-associated protein-A revealed by NMR and mutagenesis studies. J. Biol. Chem., 285, 12961-12970, 
2010. 

21. Oda T., Hashimoto H., Kuwabara N., Akashi S., Hayashi K., Kojima C., Wong H.L., Kawasaki T., Shimamoto K., 
Sato M. Shimizu T., The structure of the N-terminal regulatory domain of a plant NADPH oxidase and its functional 
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implications. J. Biol. Chem., 285, 1435-1445, 2010. 
 

 
1. Taoka K., Ohki I., Tsuji H., Furuita K., Hayashi K., Yanase T., Yamaguchi M., Nakashima C., Purwestri Y.A., Tamaki 

S., Ogaki Y., Shimada C., Nakagawa A., Kojima C., Shimamoto K., 14-3-3 proteins act as intracellular receptors for 
rice Hd3a florigen. Nature, 476, 332-335, 2011.

2. Furuita K., Murata S., Jee J.G., Ichikawa S., Matsuda A., Kojima C., Structural feature of bent DNA recognized by 
HMGB1. J. Am. Chem. Soc., 133, 5788-5790, 2011.

3. Tanaka Y., Oda S., Yamaguchi H., Kondo Y., Kojima C., Ono A., 15N-15N J-coupling across HgII: Direct observation 
of HgII-mediated T-T base pairs in a DNA duplex. J. Am. Chem. Soc., 129, 244-245, 2007.

4. Nakatani, K., Hagihara, S., Goto, Y., Kobori, A., Hagihara, M., Hayashi, G., Kyo, M., Nomura, M., Mishima, M., 
Kojima C., Small molecule ligand induces nucleotide flipping in (CAG)n trinucleotide repeats. Nature Chem. Biol., 
1, 39-43, 2005.

5. Ashida, H., Saito, Y., Kojima, C., Kobayashi, K., Ogasawara, N., Yokota A., A functional link between 
RuBisCO-like protein of Bacillus and photosynthetic RuBisCO. Science, 302, 286-290, 2003.

 
 

1. Sugiki T., Fujiwara T., Kojima C., Latest approaches for efficient protein production in drug discovery. Expert Opin. 
Drug Discov., 9, 1189-1204, 2014.

2. Taoka K., Ohki I., Tsuji H., Kojima C. and Shimamoto K. Structure and function of florigen and the receptor 
complex. Trends Plant Sci., 18, 287-294, 2013.

3. Taoka K., Ohki I., Tsuji H., Kojima C. and Shimamoto K. Discovery of Flowering Hormone (Florigen) Receptor and 
Its Crystal Structure. Photon Factory Activity Report, Part A "Highlights and Facility Report", 44-45, 2012.

4. Ohki I., Shimamoto K. and Kojima C. Structure of florigen activation complex. SPring-8 Research Frontiers, 
30-31, 2012.

 
 

 
 

 

 

 
 

 
 

 
 

 
-  

1. PRE and PCS techniques utilized for high-resolution protein structure determination. The 2015 International 
Chemical Congress of Pacific Basin Societies (Pacifichem 2015), Honolulu, USA, December 15-20, 2015. 

2. Utilization of Paramagnetic NMR techniques for protein structure determination. 6th Asia-Pacific NMR Symposium 
(APNMR6), Hong Kong, China, August 13-16, 2015. 

3. Paramagnetic NMR techniques utilized for protein structure analysis. The 3rd Awaji International Workshop on 
“Electron Spin Science & Technology: Biological and Materials Science Oriented Applications” (3rd AWEST 2015), 
Awaji, Japan, June 14-17, 2015. 

4. Drug screening using NMR to regulate protein function. The First Trilateral Workshop for Frontier Protein Studies, 
Beijing, China, April 23-25, 2015. 

5. Paramagnetic protein NMR utilized for high-resolution structure determination. The 4th International Symposium on 
Drug Discovery and Design by NMR, Yokohama, Japan, February 4-5, 2015. 

6. 19F NMR for drug screening. International NMR Symposium on Pharmaceutical NMR, Suita, Japan, December 20, 
2014. 

7. Paramagnetic NMR utilized for high-resolution protein structure determination. Chojiro Kojima. The 5th 
Japan-Taiwan bilateral NMR symposium, Sapporo, Japan, September 29-30, 2014. 
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8. Sensitivity-enhanced protein NMR techniques developed for ultra-high field NMR. Chojiro Kojima. The 4th 

Symposium on Structure and Folding of Disease Related Proteins, Seoul, Korea, July 5, 2013. 
9. Structure and dynamics of DNA revealed by NMR. Chojiro Kojima. International IPR Seminar "Pharmaceutical 

NMR - Nucleic Acids and Prion Protein -", Suita, Japan, October 30, 2012. 
10. New sensitivity-enhancement methods for ultra-high field solution NMR. Chojiro Kojima. The 3rd International 

Symposium on Drug Discovery and Design by NMR, Yokohama, Japan, October 11-12, 2012. 
11. What is pHtrII? Chojiro Kojima. UMDNJ Seminar, Piscataway, USA, September 11, 2012. 
12. Discovery of flowering hormone receptor. Chojiro Kojima. 41st Korean Magnetic Resonance Society Symposium, 

Jeju, Korea, June 28-30, 2012. 
13. Structure-based discovery of flowering hormone receptor. Chojiro Kojima. 10th Discussions in Structural Molecular 

Biology, Nové Hrady, Czech, March 22-24, 2012. 
14. Discovery of flowering hormone receptor by NMR. Chojiro Kojima. 9th Japan-Korea Bilateral Symposium on 

Biological NMR, Sapporo, Japan, March 16, 2012. 
15. Non-linear sampling applied to low-concentration protein sample. JunGoo Jee, Yuki Nishigaya, Rikou Tanaka, 

Toshiyuki Kohno and Chojiro Kojima. Pacifichem 2010, Honolulu, USA, December 18-20, 2010. 
 

 - WS  
1. 

2. 

3. 

4. 

5. 

6. 

7. 

8. 

9. 

10. 

11. 

12. 

13. 

14. 

15. 

16. 

17. 

18. 
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19. 

20. 

21. 

22. 

23. 

24. 

25. 

26. 

27. 

28. 

 
 

2014 1 6  
2014 3 9  
2013 5 12  
2012 10 9  
2011 7 14  
2010 3 18  
 

 
1. 
2. 
3. 
4. 

5. 

6. 

7. 
8. 
9. 

 
 

 2010-61562
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2015  
1 1  
1 1  

0 0  
 

 
2014 3 1 0 0  
2013 3 1 2 1  
2012 3 0 2 1  
2011 5 0 2 1  
2010 3 0 4 0  
 

 
4 0 6 1  

 
2015 6  
2014 4  
2013 4  
2012 2  
2011 1  
2010 1  
 

 
13,15  

15-  
( 10-) 

G 12,14  
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J. Am. Chem. Soc., J. Magn. Reson., J. Biomol. NMR, J. Mol. Biol., J. Biochem., FEBS Lett., Biochemistry, Bull. 
Chem. Soc. Jap., Biochim. Biophys. Acta., Molecules, Chem. Phys. 

 
 

 
 

 
 

 
04-09, 11- ICMRBS2016 12 12-

12- ICMRBS Council Alternate Member 14- 04-09 NMR
04-11 NMR 05-09 08-09

15- 15-  
 

 
10-11  
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-  

 
 

1. DNA  
2.  

DNA DNA
DNA

DNA DNA
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2014-2015
M DNA M DSB

DSB NHEJ NHEJ XRCC4 CDK1
PLK1 M M

M NHEJ
CDK1/PLK1 Xrs2 (Nbs1) FHA

NBS1 FHA
Xrs2 FHA Tel1

NHEJ DSB NHEJ Ku

DSB

gmc2

DNA
Slx4 DSB

Slx4 DSB  
 

DNA DNA
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1. *Shinohara, M., K. Hayashihara, J.T. Grubb, D.K. Bishop, *A. Shinohara, DNA damage response clamp 9-1-1 

promotes assembly of ZMM proteins for formation of crossovers and synaptonemal complex. J Cell Sci 128, 
1494-506., 2015 

2. Terasawa, M., Shinohara, A. & *Shinohara, M., Canonical non-homologous end joining in mitosis induces genome 
instability and is suppressed by M-phase-specific phosphorylation of XRCC4. PLoS Genet 10, e1004563., 2014. 
<Perspective Dr. Lees-Miller Short Review  

3.  Ismail, M.B., Shinohara, M. & *Shinohara, A., Dot1-dependent histone H3K79 methylation promotes the formation 
of meiotic double-strand breaks in the absence of histone H3K4 methylation in budding yeast. PLoS One 9,  
e96648., 2014. 

4. Tsukamoto, Y., Katayama, C., Shinohara, M., Shinohara, A., Maekawa, S. & *Miyamoto, M., The small GTPase 
Rab5 homologue Ypt5 regulates cell morphology, sexual development, ion-stress response and vacuolar formation in 
fission yeast. Biochem Biophys Res Commun 441, 867-872., 2013. 

5.  Sasanuma, H., Furihata, Y., Shinohara, M. & *Shinohara, A., Remodeling of the Rad51 DNA strand-exchange 
protein by the Srs2 helicase. Genetics 194, 859-872., 2013. 

6.  Sasanuma, H., Tawaramoto, M.S., Lao, J.P., Hosaka, H., Sanda, E., Suzuki, M., Yamashita, E., Hunter, N., 
Shinohara, M., Nakagawa, A. & *Shinohara, A., A new protein complex promoting the assembly of Rad51 filaments. 
Nat Commun 4, 1676., 2013. 

7.  *Shinohara, M. & *Shinohara, A., Multiple Pathways Suppress Non-Allelic Homologous Recombination during 
Meiosis in Saccharomyces cerevisiae. PLoS One 8, e63144., 2013. 

8.  Matsuzaki, K., Terasawa, M., Iwasaki, D., Higashide, M. & *Shinohara, M., Cyclin-dependent kinase-dependent 
phosphorylation of Lif1 and Sae2 controls imprecise nonhomologous end joining accompanied by double-strand 
break resection. Genes Cells 17, 473-493., 2012. 

9.  Rao, H.B., Shinohara, M. & *Shinohara, A., Mps3 SUN domain is important for chromosome motion and 
juxtaposition of homologous chromosomes during meiosis. Genes Cells 16, 1081-1096., 2011 

10.  Zhu, Z., Mori, S., Oshiumi, H., Matsuzaki, K., Shinohara, M. & *Shinohara, A., Cyclin-dependent kinase 
promotes formation of the synaptonemal complex in yeast meiosis. Genes Cells 15, 1036-1050. 2010 

11.  Nishant, K.T., Chen, C., Shinohara, M., Shinohara, A. & *Alani, E., Genetic analysis of baker's yeast Msh4-Msh5 
reveals a threshold crossover level for meiotic viability. PLoS Genet 6, e1001083., 2010. 

 

 
1. Shinohara, M., Oh, S.D., Hunter, N. & *Shinohara, A., Crossover assurance and crossover interference are distinctly 

regulated by the ZMM proteins during yeast meiosis. Nat Genet 40, 299-309. 2008 
2. Shima, H., Suzuki, M. & *Shinohara, M., Isolation and characterization of novel xrs2 mutations in Saccharomyces 

cerevisiae. Genetics 170, 71-85. 2005 
3. Shinohara, M., Gasior, S.L., Bishop, D.K. & *Shinohara, A., Tid1/Rdh54 promotes colocalization of Rrad51 and 

Dmc1 during meiotic recombination. Proc Natl Acad Sci U S A 97, 10814-10819. 2000 
4. Shinohara, M., Shita-Yamaguchi, E., Buerstedde, J.M., Shinagawa, H., Ogawa, H. & *Shinohara, A., 

Characterization of the roles of the Saccharomyces cerevisiae RAD54 gene and a homologue of RAD54, 
RDH54/TID1, in mitosis and meiosis. Genetics 147, 1545-1556. 1997 

5. Shinohara, M. & *Itoh, T., Specificity determinants in interaction of the initiator (Rep) proteins with the origins in 
the plasmids ColE2-P9 and ColE3-CA38 identified by chimera analysis. J Mol Biol 257, 290-300. 1996 

 
 

1. Terasawa, M., A. Shinohara, *M. Shinohara, Double-strand break repair-adox: Restoration of suppressed 
double-strand break repair during mitosis induces genomic instability. Cancer Sci 105, 1519-25., 2014 
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3  
3-1: -  

1.  “Double-strand break repair-adox: restoration of suppressed double-strand break repair during mitosis 
induces genomic instability”, The 15th International Congress of Radiation Research, 2015.5.25-29, Kyoto 

2. Canonical non-homologous end joining in mitosis induces genome instability and is suppressed by 
M-phase-specific phosphorylation of XRCC4 via CDK1 and PLK1, The 11th 3R symposium together with National 
Institute of Genetics 2014 international symposium, 2014.11.17-21, Gotenba 

3.  “DNA double-strand breaks chase”, Seminer in Academia Sinica, Taiwan, 2014.2.27, Taipei, Taiwan 
4.  ”FHA domain of yeast Xrs2/Nbs1 controls Ku-dependent end joining through maintenance of Tel1/ATM 

activity”, 3R International symposium. 2012.11.25-28: Awaji Island. 
5.   “FHA domain of yeast Xrs2 controls NHEJ through Tel1/ATM activity”, Friedrich Miescher 

Institute seminar, 2012.10.16, Barsel, Switzerland 

 
3-2: - WS  
 , ”Nuclear Organaization and aactin-dependent mechanisms in genome stability” 

 

  “Canonical NHEJ on mitotic chromosome induces genome instability and is suppressed by 
XRCC4 through M-phase phosphorylation by CDK”, The 9th International Symposium of the Institute Network, 
“Molecular Targets for Diseases and Structural Life Science”, 2014.6.20, Osaka

 

  “A coordination mechanism between chromosome segregation and regulations of DSB repair 
pathways during mitosis”, The 29th BRC-NIRS International Symposium, 2013.11.28-29, Kyoto

 

 

 

 

 

 

 

  “Cyclin-dependent protein kinase (CDK) regulates the non-homologous end joining through the 
phosphorylation of Lif1 protein, a Ligase IV partner, in budding yeast”, 
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17.  “Cyclin-dependent protein kinase regulates the repair mode of non-homologous end joining 
through the phosphorylation of Lif1 protein in budding yeast”, MEXT Priority Research Project “Cell Proliferation 
Control” International Symposium Cell Cycle and Cell Differentiation, 2010.11.4-6, Nagoya 

 
 

 
 

 Daichi Iwasaki, Masahiro Terasawa and Miki Shinohara, “Molecular mechanism of DNA double-strand break repair 
by imprecise end joining accompanied by DSB end resection”, Gordon Research Conferences, "Mechanisms That 
Cause DNA Damage and Related Diseases", The Hong Kong University of Science and Technology, Hong Kong, 
2014.7.6-11 

 Masahiro Terasawa, Akira Shinohara and Miki Shinohara, “Canonical NHEJ in mitosis induces genome instability 
and is suppressed by XRCC4 via CDKs”, Mechanisms of Recombination: 50th Anniversary Meeting of the 
Holliday Model, Melia Alicante, Spain, 2014.5.19-23 

 Kayoko Hayashihara, Gakushi Tsuji, Akira Shinohara and Miki Shinohara, “9-1-1 promotes the recruitment of 
ZMM/SIC through an interaction with Zip3 and regulates the formation of crossovers in budding yeast”, EMBO 
Meiosis, Dresden, Germany 2013.9.14-19 

 

 
 Daichi Iwasaki, Masahiro Terasawa and Miki Shinohara, “Forkhead-associated domain of Xrs2, a component of 
Mre11-Rad50-Xrs2 complex, suppresses imprecise nonhomologous end joining through Tel1 kinase activity”, 
EMBO workshop “Recombination Mechanisms and Genome Instability”, 2012.5.21-25, Jerez de la Frontena, Spain 

 Miki Shinohara and Akira Shinohara, DSB-dependent re-localization of the ZMM/SIC complex is promoted by the 
9-1-1 checkpoint clamp, EMBO workshop “Meiosis”, 2011.9.17-21, Capaccio-Paestum, Italy 

 Miki Shinohara, Hiroyuki Sasanuma, Mohamad Bani Ismail and Akira Shinohara “Roles of histone modification 
enzymes, Set1 and Dot1, and the PAF transcription elongation complex during meiosis”, International Symposium 
on "Epigenome Network, Development and Reprogramming of Germ Cells", 2010.11.22-24, Fukuoka, Japan 

 Kenichiro Matsuzaki, Akira Shinohara and Miki Shinohara “Cyclin-dependent kinase (CDK) regulates the NHEJ 
activity during S-G2 phase in budding yeast”, EMBO Work Shop “Recombination & connections to SUMO and 
Ubiquitin modifications”, 2010.5.17-21, Il Ciocco, Italy 

 
 

2014  
2013  
2012  
2011  
2010 6  
 
 

 
1. 2014.8.29  7 Terasawa M, et al.,PLoS Genetics,2014

 
2. 2014.12 Terasawa M, et al.,2014  
 

08-13  
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2010-2013 
 DNA 2010 
 CDK1 DSB 2010 
 SCF(cdc4) 2009-2010 
 2009-2010 
 DNA 2008-2009 
 DNA
2007-2009  
  (B) 2006-2008  
 2005-2009  

2015  
5 4  
3 3  
0 0  

0 0  

 
2014 5 4 1 1  
2013 6 5 1 0  
2012 4 4 2 0  
2011 3 3 3 0  
2010 4 3 2 0  

 
5  3 8  0  

 
 

 
 

10-15  
 

 

 
 

1. Friedrich Miescher Institute for Biomedical Research, Basel, Visiting professor, 2015.7.20-8.20 
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6. 

 
 

 
 

 

 
FEBS J. Molecular Genetics and Genomics Genes to Cells Genes & Genetic systems 
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1. 

, 2014.11.25  
 

3. DNA end-resection
, 2013.12.5  

4. , ,2012.9.4-6,  
5. DNA , 

2012.12.11-14, ,  
6. , , ,  
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− − 

 
 

1-1 (10-15 ) 
1. Takahashi, S., Suetake, I., Engelhardt, J., Tajima, S. A novel method to analyze 5-hydroxymethylcytosine in the 

CpG sequence using maintenance DNA methyltransferase DNMT1. FEBS Open Bio 5, 741-747, 2015. 
2. Mihsima Y, Jayasinghe CD, Lu K, Otani J, Shirakawa M, kawakami T, Kimura H, Hojo H, Carlton P, Tajima S, 

*Suetake I. Nucleosome compaction fascilitates HP1γ binding to methylated H3K9. Nucl. Acids Res (2015) Epub 
ahead of print. 

3. Garvilles RG, Hasegawa T, Kimura H, Sharif J, Muto M, Koseki H, Takahashi S, Suetake I, Tajima S. Dual functions 
of the RFTS domain of Dnmt1 in maintenance DNA methylation and in protection of the genome from aberrant 
methylation. PLoS ONE (2015) In press. 

4. Kawakami T, Yoshikawa R, Fujiyoshi Y, Mishima Y, Hojo H, Tajima S, Suetake I. Synthesis of Histone Proteins by 
CPE Ligation using a Recombinant Peptide as the C-Terminal Building Block (2015) J. BIochem. Epub ahead of 
print. 

5. NMR Characterization of the Interaction of the Endonuclease Domain of MutL with Divalent Metal Ions and ATP 
Ryota Mizushima  Kim JK, Suetake I, Tanaka H, Takai T, Kamiya N, Takano Y, Mishima Y, Tajima S, Goto Y, Fukui 
K, Lee YH, PLoS One. e98554, 2014 

6. Berkyurek AC, Suetake I, Arita K, Takeshita K, Nakagawa A, Shirakawa M, Tajima S. The DNA Methyltransferase 
Dnmt1 Directly Interacts with the SET and RING Finger Associated (SRA) Domain of the Multifunctional Protein 
Uhrf1 to Facilitate Accession of the Catalytic Center to Hemi-methylated DNA. J Biol Chem. 289, 379-386, 2014 

7, Horii T, Morita S, Kimura M, Kobayashi R, Tamura D, Takahashi R, Kimura H, Suetake I, Ohata H, Okamoto K, 
Tajima S, Ochiya T, Abe Y, and Hatada I. Genome engineering of mammalian haploid embryonic stem cells using the 
Cas9/RNA system. PeerJ, e230, 2013 

8.Otani J, Arita K, Kato T, Kinoshita M, Kimura H, Suetake I, Tajima S, Ariyoshi M, Shirakawa M. Structural basis of 
the versatile DNA recognition ability of the methyl CpG binding domain of methyl-CpG binding domain protein 4. J 
Biol Chem. 288, 6351-62, 2013 

9. Mishima Y, Watanabe M, Kawakami T, Jayasinghe CD, Otani J, Kikugawa Y, Shirakawa M, Kimura H, Nishimura O, 
Aimoto S, Tajima S, and Suetake I. Hinge and chromoshadow of HP1α participate in recognition of K9 methylated 
histone H3 in nucleosomes. J. Mol. Biol. 425, 54-70, 2013 

10. Horii T, Suetake I, Yanagisawa E, Morita S, Kimura M, Nagao Y, Imai H, Tajima S, and Hatada I. The Dnmt3b 
Splice Variant is Specifically Expressed in In Vitro-manipulated Blastocysts and Their Derivative ES Cells. J Reprod 
Dev. 57, 579-585, 2011  

11. Suetake I, Mishima Y, Kimura H, Lee Y, Goto Y, Takeshima H, Ikegami T, and Tajima S. Characterization of 
DNA-binding activity in the N-terminal domain of DNA methyltransferase Dnmt3a. Biochem J. 437, 141-148, 2011  

12. Takeshita K, Suetake I, Yamashita E, Suga M, Narita H, Nakagawa A, and Tajima S. Structual insight into 
maintenance methylation by mouse DNA methyltransferase (Dnmt1). PNAS, 108, 9055-9059, 2011 

13. Ross J, Suetake I, Tajima S, and Molloy PL. Recombinant mammalian DNA methyltransferase activity on model 
transcriptional gene silencing short RNA:DNA hybrid substrates. Biochem J. 432, 323-332, 2010 

14. Yamashita Y, Yuan J, Suetake I, Suzuki H, Ishikawa Y, Choi Y L, Ueno T, Soda M, Hamada T, Haruta H, Takada S, 
Miyazaki Y, Kiyoi H, Ito E, Naoe T, Tomonaga M, Toyota M, Tajima S, Iwama A, and Mano H. Array-based genomic 
resequencing of human leukemia. Oncogene 29, 3723-3731, 2010 

15. Sugiyama Y, Hatano N, Sueyoshi N, Suetake I, Tajima S, Kinoshita E, Kinoshita-Kikuta E, Koike T, and Kameshita 
I. The DNA-binding activity of mouse DNA methyltransferase 1 is regulated by phosphorylation with casein kinase 
1delta/epsilon. Biochem J. 427, 489-497, 2010 

 
 

1-2 (5 ) 
Aoki A, Suetake I, Miyagawa J, Fujio T, Chijiwa T, Sasaki H, and Tajima S. Enzymatic properties of de novo-type 
mouse DNA (cytosine-5) methyltransferases. Nucl Acids Res. 29, 3506-12, 2001 
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1-3 (10-15 ) 

 
 

1-4 (10-15 ) 
 

 
1-5 (10-15 ) 

1. DNA MOOK 25 pp.24 -30  
(2013  

 
2  

 
 

(10-15 ) 
3-1: -  

1. Suetake I, Engelhardt J, Takahashi S, Kimura H, Tajima S (2015) Relative positioning of 
5-hydroxymethylcytosine to 5-methylcytosine at promoters correlates with gene expression level, 3rd Awaji 
International Workshop on Electron Spin Science & Technology Biological and Materials Science Oriented 
Applications, 3rd AWEST 2015, June 14 - 17, at Awaji Yumebutai 2015 

2. Mishima Y, Lu K, Otani J, Shirakawa M, Carlton P, Tajima S, Suetake I (2015) Nucleosome compaction allows HP1
 the H3K9 methylation binding, Keystone Resort, Keystone, Colorado, USA , March 29 April 3, 2015 

3 Suetake I. (2014) Novel mechanism for reading an epigenetic mark. The 2nd Awaji International Workshop on 
Electron Spin Science and technology: Biological and Materials Science Oriented Applications, 2nd AWEST 2014, 
June15-17, Awaji Yumebutai, 

4 Suetake I. (2013) Study of the molecular mechanisms underlying epigenetics, The 1st Awaji International Workshop 
on Electron Spin Science and technology: Biological and Materials Science Oriented Applications, 1st AWEST 2013, 
June16-18, Awaji Yumebutai. 

5. Tajima S, Takeshita K, Suetake I, Nakagawa, A. (2012) Multi-step process of maintenance methylation. FASEB 
(Federation of American Societies for Experimental Biology) Science Reseach Conference. Biological methylation: 
From DNA and histone to disease, Aug 12-17, at the sivertree hotel, snowmass village, Colorado. 

 
3-2: - WS (10-15 ) 

1. (2014) HP1
H3K9me3 , 87    

2.  (2010) Heterochromatin 
Protein 1   

 

3-3: (10-15 ) 
2015 2 11 
2014 1 10 
2013 1 10 
2012 1 5 
2011 1 12 
2010 1 3 
 
 

4: (10-15 ) 
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5: (10-15 ) 
 

6: (10-15 ) 
 

1 2015 18 ;  

2 C ; 2012-14 ; “ ”  
3. C; 2009 11 ; “DNA

”  
4. CREST 2011~16

3
 

6  B; 2010 12 ; DNA  
7.  B;  2013 15 ; DNA  
8.  ; 2015 ; DNMT1

1  
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7-1 2015   
1 1  

 
7-2  

0  
 

7-3  
2013 1  
 

7-4  
3 1  
 

8 (10-15 ) 
 

2015 D 
2013  D 
2010  X  
 

 
2015  1  

 
 

2014  1  
 

2013 1  
2012 1  
2011 1  

II  
2010 1  
 

 
2015  
2014  
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2010  
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9 (10-15 ) 
 

 
- - 

10-1  



― 251 ― 教員の活動

 
Molecules 2015 
BBA 2014 
J.Biochem 2010 
 

10-2  
 

 
11-1  

 
 

11-2  
 

 

12 (10-15 ) 
 

 
13  

 
 

14-1 (10-15 ) 
 

 

14-2 (10-15 ) 
 

 
- - 

15:  
2008.4.1-2012.3.31  

(2009.4.1- ) 
(2009.4.1- ) 

 (2008.4.1-2010.3.31) 
 (2009.4.1-2013.3.31) 

(2013.4.1- ) 
 
 

16: (10-15 ) 
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- - 

 
1.  
1-1: (10-15 ) 

 
1. Kensuke Tono, Eriko Nango, Michihiro Sugahara, Changyong Song, Jaehyun Park, Tomoyuki Tanaka, Rie Tanaka, 

Yasumasa Joti, Takashi Kameshima, Shun Ono, Takaki Hatsui, Eiichi Mizohata, Mamoru Suzuki, Tatsuro Shimamura, 
Yoshiki Tanaka, So Iwata and Makina Yabashi. (2015) Diverse application platform for hard X-ray diffraction in 
SACLA (DAPHNIS): application to serial protein crystallography using an X-ray free-electron laser.  J. 
Synchrotron Rad. 22, 532-537. 

2. Fujiwara Y, Goda N, Tamashiro T, Narita H, Satomura K, Tenno T, Nakagawa A, Oda M, Suzuki M, Sakisaka T, 
Takai Y, Hiroaki H. (2015) Crystal structure of afadin PDZ domain-nectin-3 complex shows the structural plasticity of 
the ligand-binding site. Protein Sci. 24, 376-85. 

3. Kobayashi H, Motoyoshi N, Itagaki T, Suzuki M, Inokuchi N. (2015) Effect of the replacement of aspartic 
acid/glutamic acid residues with asparagine/glutamine residues in RNase He1 from Hericium erinaceus on inhibition 
of human leukemia cell line proliferation. Biosci.Biotechnol.Biochem. 79(2), 211-7. 

4. Sugahara M, Mizohata E, Nango E, Suzuki M, Tanaka T, Masuda T, Tanaka R, Shimamura T, Tanaka Y, Suno C, 
Ihara K, Pan D, Kakinouchi K, Sugiyama S, Murata M, Inoue T, Tono K, Song C, Park J, Kameshima T, Hatsui T, Joti 
Y, Yabashi M, Iwata S. (2015) Grease matrix as a versatile carrier of proteins for serial crystallography.  Nat 
Methods. 12, 61-3. 

5. Gallat FX, Matsugaki N, Coussens NP, Yagi KJ, Boudes M, Higashi T, Tsuji D, Tatano Y, Suzuki M, Mizohata E, 
Tono K, Joti Y, Kameshima T, Park J, Song C, Hatsui T, Yabashi M, Nango E, Itoh K, Coulibaly F, Tobe S, 
Ramaswamy S, Stay B, Iwata S, Chavas LM.  (2014) In vivo crystallography at X-ray free-electron lasers: the next 
generation of structural biology? Philos Trans R Soc Lond B Biol Sci. 369, 1647. 

6. Hiroko Kobayashi,Takuya Katsutani, Yumiko Hara, Naomi Motoyoshi, Tadashi Itagaki, Fusamichi Akita, Akifumi 
Higashiura, Yusuke Yamada, Norio Inokuchi and Mamoru Suzuki (2014) X-Ray Crystallographic Structure of RNase 
Po1 That Exhibits Antitumor Activity.  Biol. Pharm. Bull. 37, 968–978. 

7. Kojima R, Okumura M, Masui S, Kanemura S, Inoue M, Saiki M, Yamaguchi H, Hikima T, Suzuki M, Akiyama S, 
Inaba K. (2014) Radically Different Thioredoxin Domain Arrangement of ERp46, an Efficient Disulfide Bond 
Introducer of the Mammalian PDI Family.  Structure 4, 431-43. 

8. Murakawa, T. Hayashi, H., Sunami, T., Kurihara, K., Tamada, T., Kuroki, R., Suzuki, M., Tanizawa, K. and Okajima, 
T. (2013) High Resolution Crystal Structure of Copper Amine Oxidase from Arthrobacter globiformis: Identification 
of BoundO2-like Diatomic Molecules. Acta Crystallographica Section D, 69, 2483-94. 

9. Chavas, LM., Matsugaki, N., Yamada, Y., Hiraki, M., Igarashi, N., Suzuki, M., Wakatsuki, S. (2013) 10 years of 
protein crystallography at AR-NW12A beamline. J. Phys. Conf. Ser. 425 012008. 

10. Sato, Y., Kojima, R., Okumura, M., Hagiwara, M., Masui, S., Maegawa, K., Saiki, M., Horibe, T., Suzuki, M., Inaba, 
K.(2013) Synergistic cooperation of PDI family members in peroxiredoxin 4-driven oxidative protein folding. 
Scientific Reports 3, 2456. 

11.Yamamoto, K., Suzuki, M., Higashiura, A., Nakagawa, A. (2013) Three-dimensional structure of a Bombyx mori 
Omega-class glutathione transferase. Biochem Biophys Res Commun 

12. Sasanuma, H., Tawaramoto, MS., Lao, JP., Hosaka, H., Sanda, E., Suzuki, M., Yamashita, E., Hunter, N., Shinohara,  
M., Nakagawa, A., Shinohara, A.(2013) A new protein complex promoting the assembly of Rad51 filaments. Nat 
Commun. 4, 1676. 

13. Takeshita, K., Tezuka, T., Isozaki, Y., Yamashita, E., Suzuki, M., Kim, M., Yamanashi, Y., Yamamoto, T., Nakagawa,  
A. (2012) Structural flexibility regulates phosphopeptide-binding activity of the tyrosine kinase binding domain of 
Cbl-c. J. Biochem. 152, 487–495. 

14.Yamamoto, K., Usuda, K., Kakuta, Y., Makoto Kimura, M., Higashiura, A., Nakagawa, A., Suzuki, M. (2012) 
Structural basis for catalytic activity of a silkworm Delta-class glutathione transferase. Biochim Biophys Acta., 1820, 
1469-74. 

15.Chavas LM, Matsugaki N, Yamada Y, Hiraki M, Igarashi N, Suzuki M, Wakatsuki S. (2012) Beamline AR-NW12A: 
high-throughput beamline for macromolecular crystallography at the Photon Factory. J Synchrotron Radiat. 19, 
450-4. 

16. Akita, F., Higashiura, A., Shimizu, T.,  Pu, Y., Suzuki, M., Uehara-Ichiki, T.,  Sasaya, T., Kanamaru, S., 
Arisaka,F.,Tsukihara, T., Nakagawa, A. and Omura, T. (2012) Crystallographic Analysis Reveals Octamerization of 
Viroplasm Matrix Protein P9-1 of Rice Black Streaked Dwarf Virus. Journal of Virology, 86, 746-756. 

17. Hagiwara ,M., Maegawa, K., Suzuki, M., Ushioda, R., Araki, K., Matsumoto, Y., Hoseki, J., Nagata, K., Inaba, K. 
(2011) Structural Basis of an ERAD Pathway Mediated by the ER-Resident Protein Disulfide Reductase ERdj5. Mol. 
Cell. 41, 432-444. 

18. Narita, H., Yamamoto, Y., Suzuki, M., Miyazaki, N., Yoshida, A., Kawai, K., Iwasaki, K., Nakagawa, A., Takai, Y., 
Sakisaka, T. (2011) Crystal structure of the cis-dimer of nectin-1: implications for the architecture of cell-cell 
junctions.  J. Biol. Chem. 86, 12659-12669. 
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19. Narita, H., Nakagawa, A., Yamamoto, Y., Sakisaka, T., Takai, Y. and Suzuki, M. (2011) Refolding, crystallization 

and preliminary X-ray crystallographic study of the whole extracellular regions of nectins. Acta Cryst., F67, 344-348 
20. Matsuda, M., Takeshita, K., Kurokawa, T., Sakata, S., Suzuki, M., Yamashita, E., Okamura, Y., Nakagwa, A. 

(2011) Crystal structure of the cytoplasmic phosphatase and tensin homolog (PTEN)-like region of ciona intestinalis 
voltage-sensing phosphatase provides insight into substrate specificity and redox regulation of the phosphoinositide 
phosphatase activity. J. Biol. Chem. 286, 23368-23377. 

21. Inaba, K., Masui, S., Iida, H., Vavasson, S., Sitia, R. and Suzuki, M. (2010) Crystal structures of human Ero1α 
reveal the mechanisms of regulated and targeted oxidation of PDI. EMBO J., 29, 3330 - 3343 

22. Higashiura, A., Kurakane, T., Matsuda, M., Suzuki, M., Inaka, K., Sato, M., Kobayashi, T., Takana, T., Tanaka, H., 
Fujiwara, K. and Nakagawa, A. (2010) High-resolution X-ray crystal structure of bovine H-protein at 0.88 Å 
resolution.Acta Cryst., D66, 698-708. 

 
 

1-2:  
1. Inaba, K., Masui, S., Iida, H., Vavasson, S., Sitia, R. and Suzuki, M. Crystal structures of human Ero1α reveal the 

mechanisms of regulated and targeted oxidation of PDI. EMBO J., 29, 3330 - 3343, 2010. 
2. Inaba, K., Murakami, S., Nakagawa, A., Iida, H., Kinjo, M., Ito, K., and Suzuki, M. Dynamic nature of disulfide 

bond formation catalysts revealed by crystal structures of DsbB. EMBO J., 28, 779-791, 2009 
3. Inaba, K., Murakami, S., Suzuki, M., Nakagawa, A., Yamashita, E., Okada, K., Ito, K. Crystal structure of the 

DsbB-DsbA complex revealing a cysteine relocation mechanism. Cell, 127, 789–801, 2006. 
4. Nogi, T., Shiba, Y., Kawasaki, M., Shiba, T., Matsugaki, N., Igarashi, N., Suzuki, M., Kato, R., Takatsu, H., 

Nakayama, K. and Wakatsuki, S. Structural basis for the accessory protein recruitment by the gamma-adaptin ear 
domain. Nat. Struct. Biol., 9, 527-531, 2002 

5. Shiba, T., Takatsu, H., Nogi, T., Matsugaki, N., Kawasaki, M., Igarashi, N., Suzuki, M., Kato, R., Earnest, T., 
Nakayama, K. and Wakatsuki, S. Structural basis for recognition of acidic-cluster dileucine sequence by GGA1. 
Nature, 415, 937-941, 2002. 

6. Suzuki, M. Sugimoto, H., Nakagawa, A., Tanaka, I., Nishihira, J. and Sakai, M., Crystal structure of the macrophage 
migration Inhibitory factor from rat liver. Nature Struct. Biol., 3, 259-266, 1996. 

 
1-3: (10-15 ) 

   
 

1-4: (10-15 ) 
1. (2014)  X

56, 241-246. 
 

1-5: (10-15 ) 
1. (DsbB) 

(2014) (II) ( )  360 
 
2. XFEL - (Frontiers of Protein Crystals) 

 (2013) 
( ) 172-178 

 
2:  

1. 1996 MIF
 

2. 2006  
3. 2006  
 

 

3-1: - (10-15 ) 
1. Suzuki M, Crystal Structure of Nectin, Mahidol University (Thailand) 
2. Suzuki M, Techniques for protein expression and protein purification for crystallization 

King Mongkut's University of Technology Thonburi (Thailand) 
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3-2: - WS (10-15 ) 

1. SPring8 (2015) 
 

3-3: (10-15 ) 
2015 0  5 0  4 
2014 3  12 1  2 
2013 1  1 1  6 
2012 2  9 0  1 
2011 0  18 0  3 
2010 0  22 0  6 
 

4: (10-15 ) 
(11 11 ) (11 21 ) SPring-8

 
 

5: (10-15 ) 
 

 

6: (10-15 ) 
 

 
1. -O- COMT

 27 29  
2.

 26 28  
3. X 24-29   
4. - -

24 26  
5.

 24 26  
6. 

22 24  
7. 

19 23  
 

- - 
7-1: 15  

0 0  
0 0  

 
7-2:  

2015 0 0  0 0  
2014 0 0  0 0  
2013 1 7  2 1  
2012 0 6  6 1  
2012 0 6  6 1  
2011 0 2  5 0  
 

7-3:  
5 0  0  
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7-4:  

2015 1  
2014 1  

 
8: (10-15 ) 

( 1 14 ) 
( 05 ) 

( 05 13 ) 
0.5 09 11 14  

IX 10  
G8 14  

Advanced Macromolecular Science 11  
G8(12 ) 

 II 15  
 

9: ( ) (10-15 ) 
KEK 12 13  
KEK 14 15  

(13 14 ) 
(13 ) 

(14 ) 
 
 

- - 
10-1:  

Acta Cryst. F  
 

10-2:  
10 4  12 3  
12 4  14 3  

 
11-1:  

 
 

11-2:  
10 4  12 3  
10 4  12 3  
12 4  14 3  
22 4  24 3  
24 4  26 3  
26 4  28 3  

WG 18 23  
3000  16  

 

12: (10-15 ) 
 

 
13:  

2011 2 Web 2013 8 17 ( )
35,000 2013

280,000  
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14-1:  

 
 

14-2:  
1. 22 2010 12 3-5  

 
- - 

15: 27  
 

 
RI  

 
 

 
16:  

 
 



― 258 ―教員の活動

 
 

 

 

 

 

X  
 

 
1. 1000 X  

3 major vault protein (MVP) vault poly(ADP-ribose)polymerase (VPARP) telomerase-associated 
protein 1 (TEP1) 1 RNA 141 1000

400×400×700Å 2008
3.5Å

2.8Å
 

2. I- X  
I(PSI) 1,000kDa PSI

(Fd)
PSI Fd

Thermosynechochoccus 
elongatus (T. elongatus) PSI-Fd Fd [2Fe-2S]

Fd[Ga] PSI-Fd
 

 

2014-2015  
2014-2015 2  

1. 1000 X  
MVP N GCN4 LZ-

SPring-8 BL44XU
2.8Å

 
2. I- X  

T. elongatus PSI-Fd 4.2Å
Fd PSI PsaC PsaE PsaA  PSI Fd

8Å PSI-Fd
PSI-Fd  

 
 

LZ- 2015
VPARP TEP1

X  
PSI-Fd
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- - 
 

 
1-1: (10-15 ) 

1. Casanas A, Querol-Audí J, Guerra P, Pous J, Tanaka H, Tsukihara T, Verdaguer N, Fita I, New features of vault 
architecture and dynamics revealed by novel refinement using the deformable elastic network approach. Acta 
Crystallogr D Biol Crystallogr., 69, 1054-1061(2013), CI=5 
 

1-2:  
1. Tanaka H, Kato K, Yamashita E, Sumizawa T, Zhou Y, Yao M, Iwasaki K, Yoshimura M and Tsukihara T, The 

structure of rat liver vault at 3.5 Å resolution. Scinence 323, 384-388(2009) CI=48. 
2. Kato K, Tanaka H, Sumizawa T, Yoshimura M, Yamashita E, Iwasaki K and Tsukihara T, A vault ribonucleoprotein 

particle exhibiting 39-fold dihedral symmetry. Acta Crystallogr D Biol Crystallogr., 64, 525-531(2008), CI=8. 
3. Yagi H, Kajiwara N, Tanaka H, Tsukihara T, Kato-Yamada Y, Yoshida M, Akutsu H. Structures of the thermophilic 

F1-ATPase epsilon subunit suggesting ATP-regulated arm motion of its C-terminal domain in F1. Proc Natl Acad Sci 
U S A., 104, 11233-11238(2007), CI=41. 

4. Akita F, Chong KT, Tanaka H, Yamashita E, Miyazaki N, Nakaishi Y, Suzuki M, Namba K, Ono Y, Tsukihara T, 
Nakagawa A. The crystal structure of a virus-like particle from the hyperthermophilic archaeon Pyrococcus furiosus 
provides insight into the evolution of viruses. J Mol Biol., 368, 1469-1483(2007), CI=28. 

5. Tanaka H, Chinami M, Mizushima T, Ogasahara K, Ota M, Tsukihara T, Yutani K. X-ray crystalline structures of 
pyrrolidone carboxyl peptidase from a hyperthermophile, Pyrococcus furiosus, and its cys-free mutant. J. Biochem., 
130, 107-118 (2001), CI=28. 

 
1-3: (10-15 ) 

1. Tanaka H and Tsukihara T, Structural studies of large nucleoprotein particles, vaults. Proc. Jpn. Acad., Ser. B, 88, 
416-433(2012), CI=6. 
 

1-4: (10-15 ) 
1.

 83, 35-38 2011  
 

1-5: (10-15 ) 
 

 
2:  

1.  (2015.7.14) 
2.  (2014.7.8) 
3.  (2013.8.2) 
4. 1 2012.11.20  
5. 30 2010.10.6  
6. 2010.4.13  
7. 2008.12.4  
 

 
3-1: - (10-15 ) 

1. Tanaka H, X-ray crystal structure of rat vault, a large nucleoprotein complex at 3.5Å resolution. International 
Symposium at Chungbuk National University, Chungbuk, Korea, November 17-18 2010. 

 
3-2: - WS (10-15 ) 

1. Setif Pierre Marc Nowaczyk Matthias Rogner
I- 15

2015 6 25  
2. 
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2012 9 21  

3. Tanaka H, Structure determination of rat vault, a large nucleoprotein complex at 3.5Å resolution. 
49 2011 9 17  

4.   ~  DDS    
  SENRI Seminar for Enchaining of Research & Industry 2010 12 24  
5. 10

2010 6 18  
 

3-2a: - (10-15 ) 
1. Marc Nowaczyk Matthias Rogner

I 26 2014
11 1  

 
2. Risa Mutoh, Hisako Kubota-Kawai, Marc Nowaczyk Matthias Rögner, Hideaki Tanaka, Takahisa Ikegami, Genji 

Kurisu, X-ray structure and NMR analysis of the electron transfer complex between photosystem I and ferredoxin. 
52 2014 9 25 27  

3. I-
22 2014 2014 7 12

 
4. Crystal Structure of Photosystem I from 

Synechocystis sp. PCC6803 at 5.1  Resolution. 95 2015 3
26  

5. Marc Nowaczyk Matthias Rögner
I Fd 5 2014

5 30  
6. 1000

5 2014 6 14 16  
7. 

13 2013 6 12 14  
8. 1

2012
11 20  

9. 1000
3 2012 6 13 15  

10. vault DDS
7 2012 3 7 9  

11. vault DDS
6 2011 9 12 14  

12. Tanaka H, The mechanisms of self-assembly of the vault, the largest cytoplasmic ribonucleo-protein complex. 
XXII Congress and General Assembly of the International Union of Crystallography (IUCr2011), Madrid, Spain 23 
-24 August, 2011.  

13. 1000
2 2012 7 6 8  

14. The self-assembly mechanism of the vault. 11
2011 6 7 9  

15. vault DDS
5 2011 3 9 11  

16. Tanaka H, The mechanisms of self-assembly of the vault: the largest cytoplasmic ribonucleoprotein complex. 
Pacifichem 2010, Hawaii, USA, December 17, 2010.  

17. Tanaka H, The mechanisms of self-assembly of the vault: the largest cytoplasmic ribonucleoprotein complex. 
Pacifichem 2010, Hawaii, USA, December 17, 2010.  

18. The structure of rat liver vault at 3.5Å resolution The 10th Conference of the 
Asian Crystallographic Association, Busan, Korea October 31, 2010. 

19. vault DDS
4 2010 9 8 10  

20. vault DDS
3 2010 3 1 2  
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3-3: (10-15 ) 

2015 0 2  
2014 0 2  
2013 0 1  
2012 1 1  
2011 1 1  
2010 2 2  
 

4: (10-15 ) 
1. 2012  12 21

 
   
 

5: (10-15 ) 
1.  
       
   
    2012-253031 2012 11 19  
 

PCT/JP2013/080219 2013 11 8

 
 
 

6: (10-15 ) 
 

1. H26  
  

2.  H25-H26  
1000  

3. (A)  H24-H26  
 

4.  H23-H24  
1000  

5. (A) H21-H23  
1000  

6. (S) H21-H25  
 X  

 
 

1. H21-H24 vault DDS
 

 
 

1. “ 30” H.22
 

 
- - 

7-1: 15  
1 1  
7 0  

0 0  
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7-2:  

2015 1 0 7 0  
2014 1 0 5 0  
2013 0 0 1 0  
2012 0 0 0 0  
2011 0 0 0 0  
2010 1 0 0 0  
 

7-3:  
2 0 7  0  

 
7-4:  

2015 5  
2014 5  
2013 1  
2012 2  
2011 2  
2010 2  
 

8: (10-15 ) 
, 06 ~  

, 15 ~  
IV , 10 ~  

, 15 ~  
 

9: ( ) (10-15 ) 
 

 
- - 

10-1:  
Journal of Synchrotron Radiation 
 

10-2:  
 

 
11-1:  

 
 

11-2:  
 

 
12: (10-15 ) 

 
 

13:  
 

 
14-1: (10-15 ) 

 
14-2: (10-15 ) 
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1. 2010 2010 12 3-5  

 
- - 

15:  
 

(04-) (04-) DNA (04-)
(04-) (04-) (04-)

04-  
 

16: (10-15 ) 
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TIC
TIC

TIC

 
 

2014-2015  
1MDa TIC

ATP
1MDa TIC ATP

2MDa
AAA ATPase 

in 
vitro 
ATP

 
TIC

Cyanidioschyzon  Chlamydomonas  Oryza 

 
 

 
TIC MDa

TIC
TIC
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− − 
 

 
1-1: (10-15 ) 

1. Kikuchi, S., Bédard, J., Hirano, M., Hirabayashi, Y., Oishi, M., Imai, M., Takase, M., Ide, T., and Nakai, M. 
Unvovering the Protein Translocon at the Chloroplast Inner Envelope Membrane. Science, 339(6119): 571-574, 
2013. 

2. Yamasaki K, Motomura Y, Yagi Y, Nomura H, Kikuchi S, Nakai M, and Shiina T. Chloroplast envelope 
localization of EDS5, an essential factor for salicylic acid biosynthesis in Arabidopsis thaliana. Plant Signal 
Behav. 8(4), e23603, 1-4, 2013. 

3. Kong, S.G., Suetsugu, N., Kikuchi, S., Nakai, M., Nagatani, A., and Wada, M. Both phototropin 1 and 2 localize 
on the chloroplast outer membrane with distinct localization activity. Plant Cell Physiol. 54(1):80-92, 2013. 

4. Nakai Y, Harada A, Hashiguchi Y, Nakai M, Hayashi H. Arabidopsis molybdopterin biosynthesis protein Cnx5 
collaborates with the ubiquitin-like protein Urm11 in the thio-modification of tRNA. J Biol Chem. 
287(36):30874-84, 2012. 

5.  Hirabayashi, Y., Kikuchi, S., Oishi, M., and Nakai, M. (2011) In vivo studies on the roles of two closely related 
Arabidopsis Tic20 proteins, AtTic20-I and AtTic20-IV. Plant Cell Physiol., 52, 469-478. 

 
1-2:  

1. Kikuchi, S., Bédard, J., Hirano, M., Hirabayashi, Y., Oishi, M., Imai, M., Takase, M., Ide, T., and Nakai, M. 
Unvovering the Protein Translocon at the Chloroplast Inner Envelope Membrane. Science, 339(6119): 571-574, 
2013. 

2. Kikuchi, S., Oishi, M., Hirabayashi, Y., Lee, D. W., Hwang, I., and Nakai M. A 1-megadalton translocation 
complex containing Tic20 and Tic21 mediates chloroplast protein import at the inner envelope membrane. Plant 
Cell, 21, 1781-1797, 2009. 

3. Asakura, Y., Hirohashi, T., Kikuchi, S., Belcher, S., Osborne, E., Yano, S., Terashima, I., Barkan, A. and Nakai, M. 
Maize Mutants Lacking Chloroplast FtsY Exhibit Pleiotropic Defects in the Biogenesis of Thylakoid Membranes. 
Plant Cell, 16, 201-214, 2004. 

4. Yabe, T., Morimoto, K., Kikuchi, S., Nishio, K., Terashima, I. and Nakai, M. The Arabidopsis chloroplastic 
NifU-like protein CnfU, which can act as an iron-sulfur cluster scaffold protein, is required for biogenesis of 
ferredoxin and photosystem I. Plant Cell, 16, 993-1007, 2004. 

5. Nishio K, Nakai M. Transfer of iron-sulfur cluster from NifU to apoferredoxin. J Biol Chem. 275(30):22615-8, 
2000. 

 
1-3: (10-15 ) 

   
1. Nakai, M. YCF1: A Green TIC (Commentary).  Plant Cell, 27(7): 1834-1838, 2015. 
2. Nakai M.  The TIC complex uncovered: The alternative view on the molecular mechanism of protein 

translocation across the inner envelope membrane of chloroplasts (Review). Biochim. Biophys. Acta, 1847(9), 
957-967, 2015. 

 
1-4: (10-15 ) 

1. .  
32 (8) 882-883, 2013. 

 
1-5: (10-15 ) 

1. Kikuchi, S. Bedard, J., and Nakai, M.  One- and two-dimensional blue native-PAGE and immunodetection of 
low-abundance chloroplast membrane protein complexes. In Chloroplast Research in Arabidopsis: Methods and 
Protocols, Vol.II, (Jarvis, P. ed), Methods in Molecular Biology, 775, 3-17, 2011. 

2. 53-57 , 2011. 
 

2:  
The Rebeiz Foundation for Basic Research (RFFBR) Annual Paper Award (2013) 

1990  
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3-1: - (10-15 ) 

1. Nakai, M. Evolution of the Chloroplast Protein Import System. 2015  5 27 CIFAR (Canadian Institute for 
Advanced Research): The Integrated Microbial Biodiversity Program Meeting, Victoria, Canada. 

2. Nakai, M. Unraveling the Mechanism of Protein Transport Across the Chloroplast Inner Envelope Membrane. 2015
 3 21 EMBO Conference: Mechanisms and Regulation of Protein Translocation, Dubrovnik, Croatia. 

3. Nakai, M. Evolution of the chloroplast protein import system. 2015  3 4 Tokyo Tech-HHU Dusseldorf Joint 
Symposium on Photosynthesis as a New Chemical Resource, Tokyo, Japan. 

4. Nakai, M. Unraveling the mechanism of protein transport across the chloroplast inner envelope membrane. 2014
10 10 The Finland-Japan Joint Research Seminar on Photosynthesis, Sapporo, Japan. 

5. Nakai, M. Unraveling the mechanism of protein transport across the chloroplast inner envelope membrane. 2014  
8 17 The International Symposium on the Regulation of Photosynthetic Function, Guilin, China. 

6. Nakai, M. Reevaluation of the involvement of the "old" Tic proteins in chloroplast protein import. 2014  4 14
The 16th Annual Meeting of The French Society of Photosynthesis, Paris, France. 

7. Nakai, M. The evolution of the chloroplast protein import system. 2014  4 10 A DYNAMO LABEX 
SYMPOSIUM "Evolution, biogenesis and dynamics of energy transducing membranes", Paris, France. 

8. Nakai, M. Unraveling the mechanism of protein transport across the chloroplast inner envelope membrane. 2014  
4 3 East Asian Cell Biology Conference "focusing on the protein trafficking and protein targeting to various 
organelles" Pohang , . 

9. Nakai, M. New evolutionary insights into the chloroplast protein import system. 2013  9 13 The 12th 
International Forum on Infection and Immunity, Yumebutai, Awaji, Japan. 

10. Nakai, M. A novel TIC translocon-associated import motor?. 2013  4 16 EMBO Conference: From 
Structure to Function of Translocation Machines, Dubrovnik, Croatia. 

11. Nakai, M. Uncovering the protein translocon at the chloroplast inner envelope. 2012  8 2 Gordon Research 
Conference: Mitochondria and Chloroplasts, Smithfield, , USA. 

12. Nakai, M. Uncovering the protein translocon at the chloroplast inner envelope. 2012  3 14 Gordon 
Research Conference: Protein Transport Across Cell Membranes, Galveston, Texas, USA. 

13. Nakai, M. A novel TIC complex: Translocon at the inner envelope of chloroplasts. 2011 4 18 , EMBO 
Conference Series: Protein Transport Systems, Santa Margherita di Pula, Italy. 

 
 

3-2: - WS (10-15 ) 
1. 36  

" " 2013 12 5  
2. 

2013 9 14  
3. 

2013 3 20  
4. 

2013 9 1
 

5. Nakai, M. Uncovering the protein translocon at the chloroplast inner envelope. 
 

6. Nakai M. TIC: a translocon at the inner envelope of chloroplasts. The 3rd International Symposium of Protein 
Community. 2010 9 13  

7. Nakai M. Chloroplast protein import and biogenesis. International GCOR Symposium, Picobiology: Life Science at 
the Atomic Level. 2010 11 9  

 

3-2a:  (09-14 ) 
1. Nakai M. Tic20 exists as an essential core component of the 1-MDa translocon at the inner envelope membrane of 

chloroplasts. Gordon Research Conference. Protein Transport across Cell Membranes. 2010 3 9
 

 

3-3: (10-15 ) 
2015  



― 267 ― 教員の活動

 
2014  

  2013  
2012  
2011  

  2010  
 

4: (10-15 ) 

 
NEWS 

Vol.1 p.14  
 

5: (10-15 ) 
 

 
6: (10-15 ) 

 
1.  H27-28 

 
2. B H26-28  
3.  H26-27 

 
4.  H26-27

 
5.  H24-25 

 
6. H24-25

 
7. H22-23

 
8. C  H21-23  

  
 

− - 
 

7-1: 15  
 0  0  
 0  0  

 
7-2:  

2015 0 0 0 0  
2014 0 1 0  
2013 0 1 0  
2012 0 0 0  
2011 0 0 0  
2010 0 0 2 0  
 

7-3:  
0 0 3  0  
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7-4:  
2015 2  
2014 2  
2013 1  
2012 2  
2011 2  
2010 2  
 

8: (10-15 ) 
 ( ),  

 
 

9: ( ) (10-15 ) 
 

 
− - 

10-1:  
Plant Cell, Plant Physiol., J Biol Chem., Plant Journal, Plant Cell Physiol., J. Biochem., FEBS Lett., Planta, Mol Plant, 
New Phytologist., Trends in Plant Sci. BMC Plant Biology. Plant Mol Biol.  
 

10-2:  
 

11-1:  
 

 
11-2:  

 
 

12: (10-15 ) 
(14) (13) 

 
13:  

 
 

14-1: (10-15 ) 
 

 

14-2: (10-15 ) 
 

 

  − - 
 

15:  
(-15) RI  (-5) 

 
16: (10-15 ) 
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Endoplasmic Reticulum, ER

SNARE SNARE Rab GTP Rab

 

2014-2015  

1 ER-
SNARE 14

SNARE 2 SNARE
SNARE SNARE

Furukawa and Mima, 2014 3
ER GTP Sey1p Yop1p

4 SNARE
5 Rab GTPase

Rab GTPase
Tamura and Mima, 2014 6 Rab GTPase Myosin

Inoshita and Mima, 2015, in preparation  

SNARE
SNARE Rab GTPase

SNARE Rab GTPase Rab
SNARE/Rab  
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1:  
1-1:  

1. Tamura N., Mima J., Membrane-anchored human Rab GTPases directly mediate membrane tethering in vitro. Biol. 
Open 3, 1108-1115, 2014. 

2. Furukawa N., Mima J., Multiple and distinct strategies of yeast SNAREs to confer the specificity of membrane 
fusion. Sci. Rep. 4, 4277, 2014 (Recommended by Faculty of 1000). 

3. Bennett T.L., Kraft S.M., Reaves B.J., Mima J., O’Brien K.M., Starai V.J., LegC3, an effector protein from 
Legionella pneumophila, inhibits homotypic yeast vacuole fusion in vivo and in vitro. PLoS One 8, e56798, 2013. 

4. Izawa R., Onoue T., Furukawa N., Mima J., Distinct contributions of vacuolar Qabc- and R-SNARE proteins to 
membrane fusion specificity. J. Biol. Chem. 287, 3445-3453, 2012. 

 
1-2:  

1. Tamura N., Mima J., Membrane-anchored human Rab GTPases directly mediate membrane tethering in vitro. Biol. 
Open 3, 1108-1115, 2014. 

2. Furukawa N., Mima J., Multiple and distinct strategies of yeast SNAREs to confer the specificity of membrane 
fusion. Sci. Rep. 4, 4277, 2014 (Recommended by Faculty of 1000). 

3. Izawa R., Onoue T., Furukawa N., Mima J., Distinct contributions of vacuolar Qabc- and R-SNARE proteins to 
membrane fusion specificity. J. Biol. Chem. 287, 3445-3453, 2012. 

4. Mima J., Wickner W., Complex lipid requirements for SNARE- and SNARE chaperone-dependent membrane fusion. 
J. Biol. Chem. 284, 27114-27122, 2009. 

5. Mima J., Wickner W., Phosphoinositides and SNARE chaperones synergistically assemble and remodel SNARE 
complexes for membrane fusion. Proc. Natl. Acad. Sci. USA 106, 16191-16196, 2009. 

6. Mima J., Hickey C.M., Xu H., Jun Y., Wickner W., Reconstituted membrane fusion requires regulatory lipids, 
SNAREs, and synergistic SNARE-chaperones. EMBO J. 27, 2031-2042, 2008 (Recommended by Faculty of 1000). 

7. Mima J., Hayashida M., Fujii T., Narita Y., Hayashi R., Ueda M., Hata Y., Structure of the carboxypeptidase Y 
inhibitor IC in complex with the cognate proteinase reveals a novel mode of the proteinase-protein inhibitor 
interaction. J. Mol. Biol. 346, 1323-1334, 2005. 

8. Mima J., Jung G., Onizuka T., Ueno H., Hayashi R., Amphipathic property of free sulfhydryl group contributes to an 
increase in the catalytic efficiency of carboxypeptidase Y. Eur. J. Biochem. 269, 3220-3225, 2002. 

 
1-3:  

 
 

1-4:  
1. SNARE , , , 53, 

666-672, 2015. 
2. , , , 91, 211, 2013. 
3. in vitro SNARE

, , , 50, 234-235, 2012. 
4. in vitro , , , 83, 23-26, 2011. 
5. , , , 64, 31-34, 2010. 
 

1-5:
 

 
2:  

1. 23    
 

3:  
3-1: -  

1. The specificity of eukaryotic membrane fusion and tethering: In vitro reconstitution studies of yeast SNAREs and 
human Rab GTPases, Department of Biochemistry, University of Washington School of Medicine, Seattle, WA, USA, 
July 22, 2013. 
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3-2: - WS  

1. 67
, 2015 6 30 , ,  

2. 3 66 , 2014 6
12 , ,  

3. Remodeling of lipid membrane for cellular organelles 65 , 2013
6 21 , ,  

4. 3  , 2012 10 4 , ,  
5. 4 , 2012 6 14 , ,  
6. , 2012 3 21 , , 

 
7. , 2011 11 25 , ,  
8. 3 , 2011 6 2 , ,  
9. , 2011 6 9 , ,  
10. In vitro 11

, 2011 6 7 , ,  
11. , 2011 1 13 , ,  
12. 71 , 2010 9 13 , ,  
13. 200 , 2010 7 13 , ,  
14. Emerging roles of phosphoinositides at membranes 87 , 2010 5

21 , ,  
 

3-3:  
2015 0 2  
2014 1 0  
2013 2 3  
2012 0 1  
2011 0 3  
2010 0 0  
 

4:  

 
5:  

 
 

6:  
 

1. (B)
23 24  

2.  
23 24  

 
1. 26

Rab 26
 

2. 39 2010 Understanding intracellular membrane fusion machinery by in 
vitro reconstitution with purified yeast vacuolar SNAREs, SNARE chaperones, and phosphoinositides

22  
 

 
7-1: 2015  
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0 0  
6 0  

2 0  
0 0  

7-2: 2015  
2014 0 0 4 0  
2013 0 0 3 0  
2012 1 0 3 0  
2011 0 0 3 0  
2010 0 0 2 0  
 

7-3: 2015  
0 0 5  0  

7-4: 2015  
2015 0  
2014 1  
2013 1  
2012 1  
2011 0  
2010 0  
 

8:  
II 11 , 15  

09-14  
IV 2 11 -  

 
9: ( )  

1. 2015 6 20
 

10-1:  
J. Mol. Biol., J. Biochem., Biosci. Biotechnol. Biochem., J. Biosci. Bioeng., Mol. Biol. Cell, J. Vis. Exp., Sci. Rep. 

10-2:  
Sci. Rep. (Chemical Biology, 15-) 
 

11-1:  
 

 
11-2:  

 
 

12:  
 

 
13:  

 

14-1:  
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14-2:  
1. 10  
2. 11   In vitro

11  
3. 20 12  
 

 
15:  

 
 

1. 8
2015 7 31  
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,  

 
 

 
 

 
 

NMR
EGFR (FGFR)  

 
2014-2015  

1.  FGFR3

FT-IR

FGFR3
Biochemistry ( Tamagaki et al.Biochemistry 2014)  

2. -
-

-
2014-2015 FGFR3

 
 

 

inner leaflet
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– – 

 
10-15  

1-1:  
1) Takagi-Niidome,S. Sasaki,T. Osawa,S. Sato,T. Morishima,K. Cai,T. Iwatsubo,T. and Tomita, T. Cooperative roles 

of hydrophilic loop 1 and the C terminus of presenilin 1 in the substrate-gating mechanism of γ-secretase. J. 
Neurosci. 35, 2646-2656, 2015 

2) Arai T., Sasaki D., Araya T., Sato T., Sohma Y. and Kanai M. A Cyclic KLVFF-Derived Peptide Aggregation 
Inhibitor Induces the Formation of Less Toxic Off-Pathway Amyloid-  Oligomers. ChemBioChem 17, 2577-83, 
2014 

3) Tamagaki H., Furukawa Y., Yamaguchi R., Hojo H., Aimoto S., Smith S.O. and Sato T. Coupling of transmembrane 
helix orientation to membrane release of the juxtamembrane region in FGFR3. Biochemistry 53, 5000-5007, 2014 

4) Arai T., Araya T., Sasaki D., Taniguchi A., Sato T., Sohma Y. and Kanai M.  Rational Design and Identification of 
Non-Peptidic Aggregation Inhibitor of Amyloid-  Based on a Pharmacophore Motif Obtained from 
cyclo[-Lys-Leu-Val-Phe-Phe-]. Angew. Chem. Int. Ed. 53, 8236-8239, 2014 

5) Matsushita C., Tamagaki H., Miyazawa Y., Aimoto S., Smith S.O. and Sato T.  Transmembrane helix orientation 
influences membrane binding of the intracellular juxtamembrane domain in Neu receptor peptides. 
Proc.Natl.Acad.Sci.USA, 110,1646-1651, 2013 

6) Defour J.-P., Itaya M., Gryshkova V., Brett I.C., Pecquet C., Sato T., Smith S.O. and Constantinescu S,N.  A 
Tryptophan at the Transmembrane-Cytosolic Junction Modulates Thrombopoietin Receptor Dimerization and 
Activation. Proc.Natl.Acad.Sci.USA , 110, 2540-2545,2013 

7) Todokoro Y., Kobayashi M., Sato T., Kawakami T., Yumen I., Aimoto S., Fujiwara T., Akutsu H. Structure analysis 
of membrane-reconstituted subunit c-ring of E. coli H(+)-ATP synthase by solid-state NMR. J.Biomol.NMR, 48, 
1-11,2010 

8) Ahmed M., Davi J., Aucoin D., Sato T. Ahuja S., Aimoto S., Elliott J.I., Van Nostrand W.E. and Smith S.O. 
Structural conversion of neuro toxic amyloid-β(1-42) oligomers to fibrils. Nat. Struct. Mol.Biol. 17, 561-568, 
2010. 
 

 
1-2:  

1) Sato T., Pallavi P., Golebiewska U., McLaughlin S. and Smith S.O. Structure of the membrane reconstituted 
transmembrane-juxtamembrane peptide EGFR(622-660) and its interaction with Ca2+/calmodulin. Biochemistry, 
45, 12704-12714, 2006 

2) Sato T., Kienlen-Campard P., Ahmed M., Liu W., Li H., Elliott J.I., Aimoto S., Constantinescu S,N., Octave J.-N., 
and Smith S.O. Inhibitors of amyloid toxicity based on -sheet packing of Aβ 40 and Aβ 42. Biochemistry, 45, 
5503-5516, 2006 

3) Sato T., Saito Y. and Aimoto S. Synthesis of the C-terminal Region of Opioid Receptor Like 1 in an SDS Micelle by 
the Native Chemical Ligation:  Effect of Thiol Additive and SDS Concentration on Ligation Efficiency. J.Peptide 
Sci.11,410-416, 2005 

4) Sato, T.  and Aimoto, S.  Use of thiosulfonate for the protection of thiol groups in peptide ligation by the thioester 
method. Tetrahedron Letters, 44, 8085-8087, 2003 

5) Sato T., Kawakami T., Akaji K., Konishi H., Mochizuki K., Fujiwara T., Akutsu H. and Aimoto S.. Synthesis of a 
membrane protein with two transmembrane regions. J.Peptide Sci., 8,172-180. 2002. 

6) Sato T., Tang T.-C., Reubins G., Fei J.Z., Fujimoto T., Kienlen-Campard P., Constantinescu S,N., Octave J.-N., 
Aimoto S. and Smith S.O.A Helix-to-Coil Transition at the ε-Cut Site in the Transmembrane Dimer of the Amyloid 
Precursor Protein is Required for Proteolysis. Proc.Natl.Acad.Sci.USA , 106, 1421-1426. 2009 

 
1-3: 10-15  

   
 

1-4: 10-15  
1 .  . 

Vol.65, NO.11,15-21,2014 
2 . , 313 , 2014 
3 . , , .

(MEMBRANE) 34(3), 110-116, 2009.  
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1-5: 09-14  

 
 

2:  
2015  
2013  
2011  
 

10-15  
3-1: -  

1. Takeshi Sato, Research on structure and function of membrane protein using synthetic transmembrane 
peptides, 19th Korean Peptide Protein Symposium, Choongchungnam, South Korea, July 2015 

2. Mechanism for signaling through the membrane in activation of receptor tyrosine kinase; Molecular Targets for 
Diseases and Structural Life Science, The 9th International Symposium of the Institute Network; Organized by IPR 
and RIMD, Osaka University; Osaka, Japan, June 2014 

3. Structural change in the transmembrane-juxtamembrane region of receptor tyrosine kinase for its activation ; 
Membrane Protein Folding organized by the Biophysical Society (US) and the Korean Institute for Advanced 
Study; Seoul, South Korea, May 2013; James Bowie (UCLA), Karen Fleming (John Hopkins), Jooyoung 
Lee (KIAS), Sanguk Kim (POSTECH) 

4. Structural biology on membrane protein using synthetic transmembrane peptides; 4th Indian Peptide Symposium, 
Kolkata, India, February 2013;  Gautam Basu (Bose Institute) 

5. Structure of the transmembrane-juxtamembrane region of the amyloid precursor protein; Pacifichem Honolulu, 
Hawaii, USA, 2010  

6. Solid state NMR study on the dimer structure of the transmembrane region of amyloid precursor protein, 5th 
International Peptide Symposium, Kyoto Japan, 2010.  

 
 

3-2: - , WS  
1. 15

2015
 

2. 
 

3. , EGFR , 87 , 2014.
,  

4. , 
2014;  

5. Research on the function of membrane proteins based on the peptide chemistry; Lecture for the young investigator ’s 
award, Japanese Peptide Symposium, Sapporo, 2011;  

6. Structural study on the transmembrane region of amyloid precursor protein using solid state NMR; 
The New Trend of Peptide Science in Asia and Oceania

-, , 2010.  
 

3-3: ,  
2015 0 , 1  
2014 2 , 1  
2013 2 , 2  
2012 0 , 4  
2011 2 , 2  
2010 0 , 0  
 
 

4:  
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5:  

 
6:  

 
1.  1 , 

,2014-2015  
2. B RseP , 

2014-2016  
3. (A) , , 2012-2015   
 

 
1. Integrated Lipidology, 2014-2018  
2. ,  1 ,

, 2012-2013  
3. , -

, , 22 23 .  
4. Agency:  National Institutes of Health (NIH) 

Grant Number:  R01 GM 46732-14 (Smith)                                  
Title “Structure-function studies of single transmembrane helix receptors. ”   
Dates  7/1/08 - 6/30/12                  
PI: Steven O.  Smith;  

 
 
 

– – 
7-1: 15  

2 1  
0 0  

 
7-2:2015  

2015 2  ( 1 )  , 4  
2014 1  ( 0 )  , 0  
2013 2 1 , 0  
2012 2 1 , 0  
2011 4 1 , 1  
2010 4 1 , 3  
 
 
 

7-3:2015  
1  

 
7-4:  

2015 0  
2014 0  
2013 0  
2012 0  
2011 0  
2010 0  
 
 

8:  
B 2010  

 ( ; 2010 );  ( ; 2012 ) 
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9: ( )  

2013-2015  
:  (2010 ) 

 
– – 

10-1:  
J. Biochem. , Bull.  Chem.  Soc. JPN, J.  Pept. Sci. , Bioorganic & Medicinal Chemistry 
 

10-2:  
 

 
11-1:  

, , ,  
 

11-2: ,  
 

 
12:  

 
 

13:  
 

 
14-1:  

 
 

14-2:  
- -,  

, , 2009 9 24-25  
 

, – – 
15:  

 
 

16: ,  
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(2012 ~2013

) (2014 ~)
(2014 ~) (2014

~)  
 

 
 

 

nuclear magnetic 
resonance NMR isothermal titration calorimetry ITC calorimetry

analytical ultracentrifugation circular dichroism

- -
 

 
2014-2015  

Lipocalin-type prostaglandin D synthase L-PGDS
ITC L-PGDS “broad ligand 

selectivity” L-PGDS broad ligand selectivity
 

ITC 2m
2m

 
SN SN

25 SN
SN

 

phase diagram  
 

 

30
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1-1:  
1. Muta H., Lee Y.-H., Kardos J., Lin Y., Yagi H., Goto Y., Supersaturation-limited Amyloid Fibrillation of 

Insulin Revealed by Ultrasonication. J. Biol. Chem. 289, 18228-18238, 2014. 
2. Ikenoue T.*, Lee Y.-H.*, Kardos J., Saiki M., Yagi H., Kawata Y., Goto Y., Cold Denaturation of 

Alpha-Synuclein Amyloid Fibrils. Angewandte cheime 53, 7799-7804, 2014. (*equal contribution) 
3. Mizushima R., Kim J.Y., Suetake I., Tanaka H., Takai T., Kamiya N., Takano Y., Mishima Y., Tajima S., Goto 

Y., Fukui K., Lee Y.-H., NMR Characterization of the Interaction of the Endonuclease Domain of MutL with 
Divalent Metal Ions and ATP. PLoS ONE 9, e98554, 2014. 

4. Akazawa-Ogawa Y., Takashima M., Lee Y-.H., Ikegami T., Goto Y., Uegaki K., Hagihara Y., Heat-induced 
Irreversible Denaturation of the Camelid Single Domain VHH Antibody is Governed by Chemical 
Modifications. J. Biol. Chem. 289, 15666-15679, 2014. 

5. Ikenoue T.*, Lee Y.-H.*, Kardos J., Yagi H., Ikegami T, Naiki H., Goto Y., Heat of Supersaturation-limited 
Amyloid Burst Directly Monitored by Isothermal Titration Calorimetry. Proc. Natl. Acad. Sci. USA. 111, 
6654-6659, 2014. (*equal contribution) 

6. Lin Y.*, Lee Y.-H.*, Yoshimura Y., Yagi H., Goto Y., Solubility and Supersaturation-dependent Protein 
Misfolding Revealed by Ultrasonication. Langmuir 30, 1845-1854, 2014. (cover story) (*equal contribution) 

7. Kume S.*, Lee Y.-H.*, Nakatsuji M., Teraoka Y., Yamaguchi K. Goto Y., Inui T., Fine-tuned Broad Binding 
Capability of Human Lipocalin-Type Prostaglandin D Synthase for Various Small Lipophilic Ligands. FEBS 
Lett. 588, 962-969, 2014. (*equal contribution) 

8. Okazaki H., Ohori Y., Komoto M., Lee Y.-H., Goto Y., Tochio N., Nishimura C., Remaining Structures at the 
N- and C-terminal Regions of Alpha-Synuclein Accurately Elucidated by Amide-Proton Exchange NMR with 
Fitting. FEBS lett. 587, 3709-3714, 2013. 

9. Mangione P.P., Esposito G., Relini A., Raimondi S., Porcari R., Giorgetti S., Corazza A., Fogolari F., Penco A., 
Goto Y., Lee Y.-H., Yagi H., Cecconi C., Naqvi M.M., Gillmore J.D., Hawkins P.N., Chiti F., Rolandi R., 
Taylor G.W., Pepys M.B., Stoppini M., Bellotti V., Structure, Folding Dynamics and Amyloidogenesis of 
Asp76Asn β2-microglobulin: Roles of Shear Flow, Hydrophobic Surfaces and α Crystallin. J. Biol. Chem. 
288, 30917-30930, 2013. 

10. Kimata-Ariga Y., Kubota-Kawai H., Lee Y.-H., Muraki N., Ikegami T., Kurisu G., Hase T., 
Concentration-dependent Oligomerization of Cross-linked Complexes between Ferredoxin and 
Ferredoxin-NADP+ Reductase. Biochem. Biophys. Res. Commun. 434, 867-872, 2013. 

11. Tanaka H., Akagi KI., Oneyama C., Tanaka M., Sasaki Y., Kanou T., Lee Y.-H., Yokogawa D., Dobenecker 
MW., Nakagawa A., Okada M., Ikegami T., Identification of a New Interaction Mode between the Src 
Homology 2 (SH2) Domain of C-terminal Src Kinase (Csk) and Csk-Binding Protein (Cbp)/Phosphoprotein 
Associated with Glycosphingolipid Microdomains (PAG). J. Biol. Chem. 288, 15240-15254, 2013. 

12. Yoshimura Y., Lin Y., Yagi H., Lee Y.-H., Kitayama H., Sakurai K., So M., Ogi H., Naiki H., Goto Y., 
Distinguishing Crystal-like Amyloid Fibrils and Glass-like Amorphous Aggregates from Their Kinetics of 
Formation. Proc. Natl. Acad. Sci. USA. 109, 14446-14451, 2012. 

13. Konuma T., Lee Y.-H., Goto Y., Sakurai K., Principal Component Analysis of Chemical Shift Perturbation 
Data of a Multiple-ligand-binding System for Elucidation of Respective Binding Mechanism. Proteins: 
Structure, Function, and Bioinformatics 81, 107-118, 2012. 

14. Suzuki M., Sakurai K., Lee Y.-H., Ikegami T., Kei-ichi Y., Goto Y., A Back Hydrogen Exchange Procedure 
via the Acid-unfolded State for Large Protein Molecules. Biochemistry 51, 5564-5570, 2012. 

15. Kume S., Lee Y.-H., Miyamoto Y., Fukada H., Goto Y., Inui T., Systematic Interaction Analysis of Human 
Lipocalin-type Prostaglandin D Synthase with Small Lipophilic Ligands. Biochem. J. 446, 279-289, 2012. 

16. Yanagi K., Sakurai K., Yoshimura Y., Konuma T., Lee Y.-H., Sugase K., Ikegami T., Naiki H., Goto Y., The 
Monomer-seed Interaction Mechanism in the Formation of the β2-microglobulin Amyloid Fibril Clarified by 
Solution NMR Techniques. J. Mol. Biol. 422, 390-402, 2012. 

17. Tokuda N., Kawai K., Lee Y.-H., Ikegami T., Yamaguchi S., Yagisawa H., Fukui Y., Tuzi S., 
Membrane-induced Alteration of the Secondary Structure in the SWAP-70 Pleckstrin Homology Domain. J. 
Biochem. 151, 391-401, 2012. 

18. Fukuhara A., Nakajima H., Miyamoto Y., Inoue K., Kume S., Lee Y.-H., Noda M., Uchiyama S., Shimamoto 
S., Nishimura S., Ohkubo T., Goto Y., Takeuchi T., Inui T., Drug Delivery System for Poorly Water-Soluble 
Compounds Using Lipocalin-type Prostaglandin D Dynthase. J. Control. Release 159, 143-50, 2012. 

19. Negoro S., Shibata N., Tanaka Y., Yasuhira K., Shibata H., Hashimoto H., Lee Y.-H., Oshima S., Santa R., 
Oshima S., Mochiji K., Goto Y., Ikegami T., Nagai K., Kato D.-i., Takeo M, Higuchi Y., The 
Three-dimensional Structure of Nylon Hydrolase and the Mechanism of Nylon-6 Hydrolysis. J. Biol. Chem. 
50, 5079-5090, 2012. 

20. Suzuki M., Yokoyama K.-i., Lee Y.-H., Goto Y. A Two-step Refolding of Acid-denatured Microbial 
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Transglutaminase Escaping from the Aggregation-prone Intermediate. Biochemistry 50, 10390-10398, 2011. 

21. Lee Y.-H., Ikegami T., Standley D.M., Sakurai K., Hase T., Goto Y., Binding Energetics of 
Ferredoxin-NADP(+) Reductase with Ferredoxin and its Relation to Function. Chembiochem. 12, 2062-2070, 
2011. 

22. Yanagi K., Ashizaki M., Yagi H., Sakurai K., Lee Y.-H., Goto Y., Hexafluoroisopropanol Induces Amyloid 
Fibrils of Islet Amyloid Polypeptide by Enhancing both Hydrophobic and Electrostatic interactions. J. Biol. 
Chem. 286, 23959-23966, 2011. 

23. Suetake I., Mishima Y., Kimura H., Lee Y.-H., Goto Y., Takeshima H., Ikegami T., Tajima S., 
Characterization of DNA-binding Activity in the N-terminal domain of DNA methyltransferase Dnmt3a. 
Biochem. J. 437, 141-148, 2011. 

24. Kardos J., Micsonai A., Pál-Gábor H., Petrik É., Gráf L., Lee Y.-H., Naiki H., Goto Y., Reversible 
Heat-induced Dissociation of 2-microglobulin Amyloid Fibrils. Biochemistry 50, 3211-3220, 2011. 

25. Ozawa D., Hasegawa K., Lee Y.-H., Sakurai K., Yanagi K., Ookoshi T., Goto Y., Naiki H., Inhibition of 
2-microglobulin Amyloid Fibril Formation by 2-macroglobulin. J. Biol. Chem. 286, 9668-9676, 2011. 

26. Yoshimura Y., Sakurai K., Lee Y.-H., Ikegami T., Chatani E., Naiki H., Goto Y., Direct Observation of 
Minimum-sized Amyloid Fibrils Using Solution NMR Spectroscopy. Protein Sci. 19, 2347-2355, 2010. 

27. Yamamoto K., Yagi H., Lee Y.-H., Kardos J., Hagihara Y., Naiki H., Goto Y., The Amyloid Fibrils of the 
Constant Domain of Immunoglobulin Light Chain. FEBS Lett. 584, 3348-3353, 2010. 

28. Yasuhira K., Shibata N., Mongami G., Uedo Y., Atsumi Y., Kawashima Y., Hibino A., Tanaka Y., Lee Y.-H., 
Kato D, Takeo M, Higuchi Y., Negoro S., X-ray Crystallographic Analysis of the 6-aminohexanoate Cyclic 
Dimer Hydrolase: Catalytic Mechanism and Evolution of an Enzyme Responsible for Nylon-6 Byproduct 
Degradation. J. Biol. Chem. 285, 1239-1248, 2010. 

29. Benz J.P., Stengel A., Lintala M., Lee Y.-H., Weber A., Philippar K., Güegel I.L., Kaieda S., Ikegami T., 
Mulo P., Soll J., Bölter B., Arabidopsis Tic62 and Ferredoxin-NADP(H) Oxidoreductase Form 
Light-regulated Complexes That Are Integrated into the Chloroplast Redox Poise. Plant Cell 21, 3965-3983, 
2009. 

30. Chatani E., Lee Y.-H., Yagi H., Yoshimura Y., Naiki H., Goto Y., Ultrasonication-dependent Production and 
Breakdown Lead to Minimum-sized Amyloid Fibrils. Proc. Natl. Acad. Sci. USA. 106, 11119-111124, 2009 

31. Lee Y.-H., Chatani E., Sasahara K., Naiki H., Goto Y., A Comprehensive Model for Packing and Hydration 
for Amyloid Fibrils of 2-microglobulin. J. Biol. Chem. 284, 2169-2175, 2009. 

 
1-2:  

1. Ikenoue T.*, Lee Y.-H.*, Kardos J., Saiki M., Yagi H., Kawata Y., Goto Y., Cold Denaturation of 
Alpha-Synuclein Amyloid Fibrils. Angewandte cheime 53, 7799-7804, 2014. (*equal contribution) 

2. Ikenoue T.*, Lee Y.-H.*, Kardos J., Yagi H., Ikegami T, Naiki H., Goto Y., Heat of Supersaturation-limited 
Amyloid Burst Directly Monitored by Isothermal Titration Calorimetry. Proc. Natl. Acad. Sci. USA. 111, 
6654-6659, 2014. (*equal contribution) 

3. Lee Y.-H., Ikegami T., Standley D.M., Sakurai K., Hase T. and Goto Y. Binding Energetics of 
Ferredoxin-NADP(+) Reductase with Ferredoxin and its Relation to Function. (2011) Chembiochem. 12, 
2062-2070. 

4. Lee Y.-H., Chatani E., Sasahara K., Naiki H. and Goto Y. A Comprehensive Model for Packing and 
Hydration for Amyloid Fibrils of 2-microglobulin. (2009) J. Biol. Chem. 284, 2169-2175. 

5. Lee Y.-H., Tamura K., Maeda M., Hoshino M., Sakurai K., Takahashi S., Ikegami T., Hase T. and Goto Y. 
Cores and pH-dependent Dynamics of Ferredoxin-NADP+ Reductase Revealed by Hydrogen/deuterium 
Exchange. (2007) J. Biol. Chem. 282, 5959-5967. 

 
1-3:  

1. Lee Y.-H., Goto Y., Kinetic Intermediates of Amyloid Fibrillation Studied by Hydrogen Exchange Methods 
with Nuclear Magnetic Resonance. Biochim. Biophys. Acta. 1824, 1307-1323, 2012 

2. Lee Y.-H., Kume S., Inui T., Goto Y., A Calorimetric Approach with Structure-based Thermodynamics for 
Molecular Interactions. Netsu Sokutei 38, 165-173, 2011 

 
1-4:  

1 . Medical Bio. 10 38-43 2010 
2 . 81 677-687 2009 
 

1-5:  
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2:  

  
  

 
 

3-1: -  
1. Cold and Heat Denaturation of Amyloid Fibrils of Intrinsically Disordered α-Synuclein. The 4th Asia-Pacific 

Symposium on Intrinsically Disordered Proteins, Daejeon, Korea, November 10, 2014. 
2. Fine-tuned intermolecular interactions for protein function and supersaturation-limited formation of 

disease-related protein aggregates. Invited seminar at Pohang University of Science and Technology, Pohang, 
Korea, October 21, 2014. 

3. Fine-tuned intermolecular interactions for protein function and supersaturation-limited formation of 
disease-related protein aggregates. Invited seminar at Yonsei University, Seoul, Korea, October 1, 2014. 

4. Cold denaturation of -synuclein amyloid fibrils. Invited seminar at Eötvös Loránd University, Budapest, 
Hungary, August 16, 2013. 

5. Binding energetics for protein complexes and temperature-dependence of protein aggregates. The 1st 
International and the 3rd KRIBB Asia-Pacific Symposium on Intrinsically Unfolded Protein, DaeJeon, Korea, 
June 4-5, 2012. 

 
3-2: - WS  

1. Finely-tuned intermolecular interactions for protein function. The 11th Japan-Korea Bilateral Symposium on 
Biological NMR symposium, Osaka, Japan, December 17-20, 2014. 

2. Thermodynamic characterization of supersaturation-limited protein misfolding and aggregation by 
calorimetry. International Seminar on "Mechanism and regulation of aberrant protein aggregation", Osaka, 
Japan, November 17-20, 2014. 

3. Heat of supersaturation-limited amyloid burst directly monitored by isothermal titration 
calorimetry 14 2014 6 25-27  

4. Thermodynamic understanding on the formation of functional complexes and abnormal aggregates
2014 3 12  

5. Cold-denaturation of amyloid fibrils of -synuclein based on a main-chain dominated 
architecture 86 2013 9 10-12  

6. Cold-denaturation of amyloid fibrils of -synuclein based on a main-chain dominated architecture. Institute 
for Protein Research seminar on Exploring the New Horizons of Protein Folding and Misfolding Studies, 
Osaka, Japan, June 19-20, 2013. 

7. Supersaturation and solubility of proteins. Institute for Protein Research seminar on Impacts of 
supersaturation on Protein Science, Osaka, Japan, June 18-19, 2012. 

 
3-3:  

2014 1 8  
2013 0 2  
2012 1 3  
2011 2 5  
2010 2 5  
2009 3 6  
 

4:  
 

 
5:  

 
 

6:  
  

1. H20-H22  
2. B H25-H27 Study on effect of electrostatic interactions on stability of 

electron transfer complexes and amyloid fibrils 
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7-1: 15  

3 0  
3 0  

0 0  
 

7-2: 2015  
2013 1 0 0 0  
2012 0 0 0 0  
2011 1 0 1 0  
2010 2 0 1 0  
2009 0 0 0 0  
2008 0 0 0 0  
 

7-3:2015  
1 0 1  1  

 
7-4: 2015  

2013 1  
2012 0  
2011 0  
2010 0  
2009 0  
2008 0  
 

8:  
 (04-, ) 04-,  

 
9: ( )  

 

 
10-1:  

Biochim. Biophys. Acta (Protein and Proteomics), FEBS letters, Phytochemistry, Physical Chemistry Chemical 
Physics. 
 

10-2:  
 

 
11-1:  

 
 

11-2:  
 

 
12:  

 
 

13:  
 

 
14-1:  
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14-2:  

Exploring the New Horizons of Protein Folding and Misfolding Studies 2013 6
19-20  

 

 
15:  

IPR retreat program  
 

16:  
1 PDBj  
2 NMR  
3. NW 800 MHz  NMR ( ) Avance I - 800

2014  
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2014

 

 

 

 

 
1.  

 
2.  N-

NAC native chemical ligation NCL  
3.  

 
 
 

2014-2015  
1.  Bn
4- MBn MBn

TFA

IL-2  
2.  NAC NCL

NAC N- to S-
pH NCL pH 5

human brain natriuretic peptide (BNP)-32
 

3.  
IL-2 C 4- Pic

Pic

IL-2
 

 
 

 
MBn 2

O- -2
IL-2 TFA

N-
BNP-32

IL-2 C Pic
IL-2
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1:  
1-1:  

1. Asahina, Y., Komiya, S., Ohagi, A., Fujimoto, R., Tamagaki, H., Nakagawa, K., Sato, T., Akira, S., Takao, T., Ishii, 
A., Nakahara, Y., Hojo, H., Chemical synthesis of O-glycosylated human interleukin-2 by the reverse polarity 
protection strategy. Angew. Chem., Int. Ed. 54, 8226-8230, 2015. 

2. Asahina, Y., Nabeshima, K., Hojo, H., Peptidyl N-alkylcysteine as a peptide thioester surrogate in the native 
chemical ligation. Tetrahedron Lett. 56, 1370-1373, 2015. 

3. Taguchi, A., Fukumoto, K., Asahina, Y., Kajiyama, A., Shimura, S., Hamada, K., Takayama, K., Yakushiji, F., Hojo, 
H., Hayashi, Y., 3-Nitro-2-pyridinesulfenyl-mediated solid-phase disulfide ligation in the synthesis of disulfide 
bond-containing cyclic peptides. Org. Biomol. Chem. 13, 3186-3189, 2015. 

4. Asahina, Y., Fujimoto, R., Suzuki, A., Hojo, H., Synthesis of Fmoc-Thr Unit Carrying Core 1 O-Linked Sugar With 
Acid-Sensitive O-Protecting Group and Its Application to the Synthesis of Glycosylated Peptide Thioester. J. 
Carbohydr. Chem. 34, 12-27, 2015. 

5. Takei, T., Urabe, Y., Asahina, Y., Hojo, H., Nomura, T., Dedachi, K., Arai, K., Iwaoka. M., Model Study Using 
Designed Selenopeptides on the Importance of the Catalytic Triad for the Antioxidative Functions of Glutathione 
Peroxidase. J. Phys. Chem. B, 118, 492-500, 2014. 

6. Asahina, Y., Kanda, M., Suzuki, A., Katayama, H., Nakahara, Y., Hojo, H., Fast Preparation of an 
N-Acetylglucosaminylated Peptide Segment for the Chemoenzymatic Synthesis of a Glycoprotein. Org. Biomol. 
Chem. 11, 7199–7207, 2013. 

7. Asahina, Y., Kamitori, S., Takao, T., Nishi, N., Hojo, H., Chemoenzymatic Synthesis of the Immunoglobulin 
Domain of Tim-3 Carrying a Complex-Type N-Glycan by Using a One-pot Ligation. Angew. Chem., Int. Ed., 52, 
9733–9737, 2013. 

8. Hojo, H., Tanaka, H., Hagiwara, M., Asahina, Y., Ueki, A., Katayama, H., Nakahara, Y., Yoneshige, A., Matsuda, J., 
Ito, Y., Nakahara, Y., Chemoenzymatic Synthesis of Hydrophobic Glycoprotein: Synthesis of Saposin C Carrying 
Complex-type Carbohydrate. J. Org. Chem., 77, 9437–46, 2012. 

9. Katayama, H., Asahina, Y., Hojo, H., Chemical Synthesis of the S-Linked Glycopeptide, Sublancin. J. Pept. Sci., 
17, 818-821, 2011. 

10. Hojo, H., Kobayashi, H., Ubagai, R., Asahina, Y., Nakahara, Y., Katayama, H., Ito, Y., Nakahara, Y., Efficient 
Preparation of Fmoc-aminoacyl-N-ethylcysteine Unit, a Key Device for the Synthesis of Peptide Thioesters. Org. 
Biomol. Chem., 9, 6807–6813, 2011. 

11. Hagiwara, M., Dohi, M., Nakahara, Y., Komatsu, K., Asahina, Y., Ueki, A., Hojo, H., Nakahara, Y., Ito, Y., 
Synthesis of Biantennary Complex-type Nonasaccharyl Asn Building Blocks for Solid-phase Glycopeptide 
Synthesis. J. Org. Chem., 76, 5229–5239, 2011. 

 
 

1-2:  
1. Asahina, Y., Komiya, S., Ohagi, A., Fujimoto, R., Tamagaki, H., Nakagawa, K., Sato, T., Akira, S., Takao, T., Ishii, 

A., Nakahara, Y., Hojo, H., Chemical synthesis of O-glycosylated human interleukin-2 by the reverse polarity 
protection strategy. Angew. Chem., Int. Ed. 54, 8226-8230, 2015. 

2. Asahina, Y., Nabeshima, K., Hojo, H., Peptidyl N-alkylcysteine as a peptide thioester surrogate in the native 
chemical ligation. Tetrahedron Lett. 56, 1370-1373, 2015. 

3. Asahina, Y., Fujimoto, R., Suzuki, A., Hojo, H., Synthesis of Fmoc-Thr Unit Carrying Core 1 O-Linked Sugar With 
Acid-Sensitive O-Protecting Group and Its Application to the Synthesis of Glycosylated Peptide Thioester. J. 
Carbohydr. Chem. 34, 12-27, 2015. 

4. Asahina, Y., Kanda, M., Suzuki, A., Katayama, H., Nakahara, Y., Hojo, H. Fast Preparation of an 
N-Acetylglucosaminylated Peptide Segment for the Chemoenzymatic Synthesis of a Glycoprotein. Org. Biomol. 
Chem. 11, 7199–7207, 2013. 

5. Asahina, Y., Kamitori, S., Takao, T., Nishi, N., Hojo, H., Chemoenzymatic Synthesis of the Immunoglobulin 
Domain of Tim-3 Carrying a Complex-Type N-Glycan by Using a One-pot Ligation. Angew. Chem., Int. Ed., 52, 
9733–9737, 2013. 

 
 

1-3:  
1. Asahina, Y., Chemoenzymatic Synthesis of Glycoprotein using the Peptide Ligation Chemistry. Trends Glycosci. 

Glycotechnol. 2015, in press. 
 

1-4:  
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1. M. Amano and Y. Kyogoku, Nuclear magnetic resonance study of the codon-anticodon interaction in Bombyx mori 

tRNAGCC
Gly, Eur. J. Biockem. 217, 131-136 (1993) 

2. M. Amano and M. Kawakami, Assignment of the magnetic resonances of the imino protons and methyl protons of 
Bombyx mori tRNAGCC

Gly and the effect of ion binding on its structure, Eur. J. Biochem. 210,671-681 (1992) 
3. Y. Kyougoku, M. Watanabe, M. Kainisho and T. Oshima, A N15-NMR study on ribonuclease T1-guanylic acid 

complex, J. Biochem. 91, 675-679 (1982) 
4. Detection of proton-acceptor sites of hydrogen bonding in Adenine-Uracil base pairs by the use of N15 magnetic 

resonance. M. Watanabe, H. Sugeta, H. Iwahashi, Y. Kyogoku and M. Kainosho, Eur. J. Biocnem. 117, 553-558 
(1981)  

5. Unambiguous assignments of the imino proton resonances of G-U wobble base pair. S. Uesugi, E. Nakagawa, E. 
Ohtsuka, M. Ikehara, M. Watanabe, Y. Kobayashi, Y. Kyogoku and M. Kainosho, J. Am. Chem. Soc., 104, 
7340-7341 (1982)  
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1. Kinoshita M, Kim JY, Kume S, Sakakibara Y, Sugiki T, Kojima C, Kurisu G, Ikegami T, Hase T, Kimata-Ariga Y, 

Lee YH, Physicochemical nature of interfaces controlling ferredoxin NADP+ reductase activity through its 
interprotein interactions with ferredoxin. Biochimica et Biophysica Acta – Bioenergetics, 1847: 1200-1211, 2015. 

2. Suwito H, Jumina, Mustofa, Pudjiastuti P, Fanani MZ, Kimata-Ariga Y, Katahira R, Kawakami T, Fujiwara T, Hase 
T, Sirat HM, Puspaningsih NN. Design and Synthesis of Chalcone Derivatives as Inhibitor of Ferredoxin 
-Ferredoxin-NADP+ Reductase Interaction of Plasmodium falciparum: Pursuing New Antimalarial Agent. 
Molecules,19: 21473-21488, 2014. 

3. Kimata-Ariga Y., Hase T., Multiple complexes of nitrogen assimilatory enzymes in spinach chloroplasts: possible 
mechanisms for the regulation of enzyme function. PLOS ONE 9(10): e108965, 2014. 

4. Kimata-Ariga, Y., Kubota, H., Lee, Y-H., Muraki, N., Ikegami, T., Kurisu, G., Hase, T., Concentration-dependent 
oligomerization of cross-linked complexes between ferredoxin and ferredoxin-NADP+ reductase. Biochem. Biophys. 
Res. Comm. 434, 867–872, 2013. 

5. Kimata-Ariga Y., Sakakibara Y., Ikegami T., Hase T., Electron Transfer of Site-specifically Cross-linked Complexes 
between Ferredoxin and Ferredoxin-NADP+ Reductase. Biochemistry 49, 10013-10023, 2010. 
 

 
 

1. Kimata Y., Theil, E. C., Posttranscriptional regulation of ferritin during nodule development in soybean. Plant 
Physiol. 104(1), 263–270, 1994. 

2. Kimata, Y., Shimada H., Hirose T., Ishimura Y., Role of Thr-252 in cytochrome P450cam: a study with unnatural 
amino acid mutagenesis. Biochem. Biophys. Res. Commun. 208, 96-102, 1995. 

3. Kimata-Ariga, Y., Matsumura T., Kada, S., Fujimoto, H., Fujita, Y., Endo, T., Mano, J., Sato, F. and Hase, T.  
Differential electron flow around photosystem I by two C4-photosynthetic-cell-specific ferredoxins.  EMBO J. 19, 
5041-5050, 2000. 

4. Kurisu G., Kusunoki M., Katoh E., Yamazaki T., Teshima K., Onda Y., Kimata-Ariga Y., Hase T., Structure of the 
electron transfer complex between ferredoxin and ferredoxin-NADP+ reductase.  Nature Struct. Biol. 8, 117-121, 
2001. 

5. Kimata-Ariga Y., Sakakibara Y., Ikegami T., Hase T., Electron Transfer of Site-specifically Cross-linked Complexes 
between Ferredoxin and Ferredoxin-NADP+ Reductase. Biochemistry 49, 10013-10023, 2010. 
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1   Kramer Manuela Hanke Guy T   (2015) New factors modulating activity 
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2   (2014). 
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3  (2014). 
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1-1  
1. Kitago Y, Nagae M, Nakata Z, Yagi-Utsumi M, Takagi-Niidome S, Mihara E, Nogi T, Kato K, Takagi J. 

Structural basis for amyloidogenic peptide recognition by sorLA. Nat. Struct. Mol. Biol. 22, 119-206. 2015. 
2. Nagae M, Ikeda A, Kitago Y, Matsumoto N, Yamamoto K, Yamaguchi Y. Crystal structures of carbohydrate 

recognition domain of blood dendritic cell antigen-2 (BDCA2) reveal a common domain-swapped dimer. 
Proteins 82, 1512-1518, 2014. 

3. Caglayan S, Takagi-Niidome S, Liao F, Carlo AS, Schmidt V, Burgert T, Kitago Y, Füchtbauer EM, Füchtbauer 
A, Holtzman DM, Takagi J, Willnow TE. Lysosomal sorting of amyloid-β by the SORLA receptor is impaired 
by a familial alzheimer's disease mutation. Sci. Trans. Med. 6, 223ra20, 2014. 

4. Yasui N, Kitago Y, Beppu A, Kohno T, Morishita S, Gomi H, Nagae M, Hattori M and Takagi J. Functional 
importance of covalent homodimer of reelin linked via its central region. J. Biol. Chem. 286, 35247-35256, 
2011. 

5. Kitago Y, Watanabe N, and Tanaka I. Semi-automated protein crystal mounting device for the sulfur 
single-wavelentgh anomalous diffraction method. J. Appl. Cryst. 43, 341-346, 2010. 

 
1-2  

1. Kitago Y, Nagae M, Nakata Z, Yagi-Utsumi M, Takagi-Niidome S, Mihara E, Nogi T, Kato K, Takagi J. 
Structural basis for amyloidogenic peptide recognition by sorLA. Nat. Struct. Mol. Biol. 22, 119-206. 2015. 

2. Caglayan S, Takagi-Niidome S, Liao F, Carlo AS, Schmidt V, Burgert T, Kitago Y, Füchtbauer EM, Füchtbauer 
A, Holtzman DM, Takagi J, Willnow TE. Lysosomal sorting of amyloid-β by the SORLA receptor is impaired 
by a familial alzheimer's disease mutation. Sci. Trans. Med. 6, 223ra20, 2014. 

3. Kitago Y, Watanabe N, and Tanaka I. Semi-automated protein crystal mounting device for the sulfur 
single-wavelentgh anomalous diffraction method. J. Appl. Cryst 43, 341-346, 2010. 

4. Kitago Y, Karita S, Watanabe N, Kamiya M, Aizawa T, Sakka K, and Tanaka I. Crystal Structure of Cel44A, a 
Glycoside Hydrolase Family 44 Endoglucanase from Clostridium thermocellum. J. Biol. Chem. 282, 
35703-35711, 2007. 

5. Kitago Y, Watanabe N, and Tanaka I. Structure determination of a novel protein by sulfur SAD using 
chromium radiation in combination with a new crystal-mounting method. Acta Cryst. D61, 1013-1021, 2005. 

 
1-3  

 
 

1-4  
1. sorLA Vps10p β Alzheimer

 vol.254(8), 535-539. 2015  
2. sorLA β  vol.252(9), 963-964. 

2015  
3. LDL The Lipid Vol.23(4), 56-62. 2012

 
 

1-5  
 

 

2  

 

3  

3-1  

Molecular mechanism for peptide recognition by sorLA Vps1-p domain. The 10th International Symposium of the 

Institute Network “Towards the next generation research for cancer and immnunology” 2015.7.23 Sapporo, Japan 
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– – 
 

1  
1-1  

1. Garvilles, R., Hasegawa, T., Kimura, H., Sharif, J., Muto, M., Koseki, H., Takahashi, S, Suetake, I., Tajima, 
S. Dual functions of the RFTS domain of Dnmt1 in replication-coupled DNA methylation and in protection 
of the genome from aberrant methylation. PLoS ONE, in press 

2. Mishima, Y., Jayasinghe, C., Lu, K., Otani, J. Shirakawa, M., Kawakami, T., Kimura, H., Hojo, H., Carlton, 
P. Tajima, S. Suetake, I. Nucleosome compaction facilitates HP1γ binding to methylated H3K9. Nucleic 
Acids Research. in press. 

3. Mori, S., Nada, S., Kimura, H., Tajima, S., Takahashi, Y., Kitamura, A., Oneyama, C., Okada, M. The 
mTOR Pathway Controls Cell Proliferation by Regulating the FoxO3a Transcription Factor via SGK1 
Kinase PLoS ONE 9(2): e88891, 2014 

4. Horii, T., Morita, S., Kimura, M., Kobayashi, R., Tamura, D., Takahashi, R., Kimura, H., Suetake, I., Ohata, 
H., Okamoto, K., Tajima, S., Ochiya, T., Abe, Y. and Hatada, I. Genome engineering of mammalian haploid 
embryonic stem cells using the Cas9/RNA system. PeerJ 1:e230, 2013. 

5. *Otani, J., *Kimura, H., Sharif, J., Endo, T. A., Mishima, Y., Kawakami, T., Koseki, H., Shirakawa, M., 
Suetake, I., Tajima, S. Cell cycle-dependent turnover of 5-hydroxymethyl cytosine in mouse embryonic 
stem cells. PLoS ONE 8(12): e82961, 2013. (*: equally contribution) 

6. Otani, J., Arita, K., Kato, T., Kinoshita, M., Kimura, H., Suetake, I., Tajima, S., Ariyoshi, M., Shirakawa, M. 
Structural basis of the versatile DNA recognition ability of the methyl-CpG binding domain of methyl-CpG 
binding domain protein 4. Journal of Biological Chemistry, 288 (9), 6351-6362, 2013. 

7. Shiheido, H., Naito, Y., Kimura, H., Genma, H., Takashima, H., Tokunaga, M., Ono, T., Hirano, T., Du, W., 
Yamada, T., Doi, N., Iijima, S., Hattori, Y., Yanagawa, H. An Anilinoquinazoline Derivative Inhibits Tumor 
Growth through Interaction with hCAP-G2, a Subunit of Condensin II. PLoS ONE 7(9): e44889, 2012. 

8. Suetake, I., Mishima, Y., Kimura, H., Lee, Y.-H., Goto, Y., Takeshima, H., Ikegami, T., Tajima, S. 
Characterization of DNA-binding activity in the N-terminal domain of the DNA methyltransferase Dnmt3a. 
Biochemcal Journal, 437, 141-148, 2011. 

9. Suzuki K., Oneyama C., Kimura H., Tajima S., Okada M. Down regulation of the tumor suppressor 
Cbp/PAG1 is mediated by epigenetic histone modifications via the MAPK/PI3K pathway. Journal of 
Biological Chemistry, 286(18), 15698-706, 2011. 

 
1-2  

1. Kimura H., Tada M., Nakatsuji N. and Tada T. Histone code modifications on pluripotent nuclei of 
reprogrammed somatic cells. Mol. Cell. Biol., 24 (13), 5710-5720, 2004. 

2. Kimura H., Tada M, Hatano S, Yamazaki M, Nakatsuji N. and Tada T. Chromatin reprogramming of male 
somatic cell-derived Xist and Tsix in ES hybrid cells. Cytogenet. Genome Res., 99 (1-4), 106-114, 2001. 

3. Kimura H., Suetake I, and Tajima S. Exogenous expression of mouse Dnmt3 induces apoptosis in Xenopus 
early embryos. J. Biochem., 131, 933-941, 2002. 

4. Kimura H., Suetake I, and Tajima S. Xenopus maintenance-type DNA methyltransferase is accumulated 
and translocated into germinal vesicles of oocytes. J. Biochem., 125, 1175-1182, 1999. 

5. Kimura H., Ishihara G, and Tajima S. Isolation and expression of a Xenopus laevis DNA methyltransferase 
cDNA. J. Biochem., 120, 1182-1189, 1996. 

 
1-3  

 
1-4  

 
1-5  

1. DNA
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2. 
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– - 

 

 

1-1  
1. Watanabe S., Sanuki R., Sugita Y., Imai W., Yamazaki R., Kozuka T., Ohsuga M., Furukawa T. (2015) Prdm13 

regulates subtype specification of retinal amacrine interneurons and modulates visual sensitivity. J. Neurosci. 
35(20):8004-20 

2. Irie S., Sanuki R., Muranishi Y., Kato K., Chaya T., Furukawa T. (2015) Rax Homeoprotein Regulates 
Photoreceptor Cell Maturation and Survival in Association with Crx in the Postnatal Mouse Retina. Mol. Cell Biol. 
35(15):2583-96 

3. Sanuki R., Watanabe S., Sugita Y., Irie S., Kozuka T., Shimada M., Ueno S., Usukura J., Furukawa T. (2015) 
Protein-4.1G-Mediated Membrane Trafficking Is Essential for Correct Rod Synaptic Location in the Retina and for 
Normal Visual Function. Cell Rep. pii: S2211-1247(15)00006-6. 

4. Watanabe S., Sanuki R., Ueno S., Koyasu T., Hasegawa T., and Furukawa T. (2013) 
Tropisms of AAV for subretinal delivery to the neonatal mouse retina and its application for in vivo rescue of 
developmental photoreceptor disorders. PLoS One. 2013;8(1):e54146 

5. Katoh K., Yamazaki R., Onishi A., Sanuki R., and Furukawa T. (2012) 
G9a histone methyltransferase activity in retinal progenitors is essential for proper differentiation and survival of 
mouse retinal cells. J. Neurosci. 5;32(49):17658-70 

6. Muranishi Y., Terada K., Inoue T., Katoh K., Tsujii T., Sanuki R., Kurokawa D., Aizawa S., Tamaki Y., and  
Furukawa T. (2011) An essential role for RAX homeoprotein and NOTCH-HES signaling in Otx2 expression in 
embryonic retinal photoreceptor cell fate determination.  J. Neurosci. 31(46):16792-807 

7. Sanuki R., Onishi A., Koike C., Muramatsu R., Watanabe S., Muranishi Y., Irie S., Uneo S., Koyasu T., Matsui R., 
Chérasse Y., Urade Y., Watanabe D., Kondo M., Yamashita T., and Furukawa T. (2011) miR-124a is required for 
hippocampal axogenesis and retinal cone survival through Lhx2 suppression. Nat. Neurosci. 14(9):1125-34 

8. Kondo M., Sanuki R., Ueno S., Nishizawa Y., Hashimoto N., Ohguro H., Yamamoto S., Machida S., Terasaki H., 
Adamus G., and Furukawa T. (2011) Identification of autoantibodies against TRPM1 in patients with 
paraneoplastic retinopathy associated with ON bipolar cell dysfunction. PLoS One. 6(5):e19911 

9. Nakamura M.*, Sanuki R.*, Yasuma TR., Onishi A., Nishiguchi KM., Koike C., Kadowaki M., Kondo M., Miyake 
Y., and Furukawa T. (2010) TRPM1 mutations are associated with the complete form of congenital stationary night 
blindness. Mol. Vis. 16:425-37 

10. Sanuki R., Omori Y., Koike C., Sato S., and Furukawa T. (2010) Panky, a novel photoreceptor-specific ankyrin 
repeat protein, is a transcriptional cofactor that suppresses CRX-regulated photoreceptor genes. FEBS Lett. 
584(4):753-8 

11. Koike C., Obara T., Uriu Y., Numata T., Sanuki R., Miyata K., Koyasu T., Ueno S., Funabiki K., Tani A., Ueda H., 
Kondo M., Mori Y., Tachibana M., and Furukawa T. (2010) TRPM1 is a component of the retinal ON bipolar cell 
transduction channel in the mGluR6 cascade. Proc. Natl. Acad. Sci. U S A. 107(1):332-7 

 
1-2  

Sanuki R., Onishi A., Koike C., Muramatsu R., Watanabe S., Muranishi Y., Irie S., Uneo S., Koyasu T., Matsui R., 
Chérasse Y., Urade Y., Watanabe D., Kondo M., Yamashita T., Furukawa T. (2011) miR-124a is required for 
hippocampal axogenesis and retinal cone survival through Lhx2 suppression. Nat. Neurosci. 14(9):1125-34 

 
1-3  

 

1-4  
1  RNA-124a  

2012 1 VOL.30No.1 
2  miRNA-124a  

2011 10 13  
3  DNA  

2007 Sep-Oct 58(5):462-463 
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1-5  
Book chapter  
1 Sanuki R., Furukawa T. Roles of let-7 family miRNAs in development and differentiation. 

MicroRNA let-7: Role in Human Diseases and Drug Discovery Nova Science Publishers, 2012 pp.125-144 
 
 

2  
2011  
2011  

3  

3-1  
 

3-2 WS  
1. miR-124a  

15 RNA 2013 7 24  
 

3-3  
2015 2 0  
2014 0 2  
2013 1 5  
2012 0 2  
2011 1 3  
2010 0 2  
 

4  
1.   2015 2 6  
2.   2015 2 6  
3.   2015 2 7  
4. 2015 2 20  
5. 2013 1 16  
6.  2011 8 22  
7. RNA 2011 8 22  
8. RNA 2011 8 22  
9. 2011 8 22  
10. RNA 2011 8 22  
11.  RNA 2011 8 22  
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5  
 

 

6  
 

 RNA 26 -27  
 B RNA-124a 24 -25  

 
 

1.  
27  

2.  
27  

3.  
26-27  

4.  
RNA 26-27  

5.  
RNA 25 -26  

6.  
25  

 
 
 
 

– - 
7-1 2015  

1 0  
2 0  

0 0  
0 0  

 
7-2  

2014 0 0 3 0  
2013 0 0 2 0  
2012 0 0 0 0  
2011 0 0 0 0  
2010 0 0 0 0  
 

7-3 2015  
0 0 :2 0  

 
7-4 2015  

2015 0  
2014 1  
2013 0  
2012 0  
2011 0  
2010 0  
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8  

2012-  
 2012-  

2014  
C7  (2013)  

 
9  

 

– - 
10-1  

 

10-2  

 

11-1  
RNA  

11-2  
 

12  

 

13  
 

 

14-01  

 

14-2  

 

– - 
15  

2013-  

16  
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2013

2014

 

 

NMR

NMR  

 

 
1. NMR

NMR

NMR NMR
NMR  (In-cell NMR) 

 
2. NMR

NMR
NMR NMR NMR In-cell 

NMR  
 

2014-2015  
1 NMR

NMR

NMR
NMR

NMR  
2. NMR NMR In-cell NMR

NMR
NMR

In-cell NMR NMR

In-cell NMR
In-cell NMR

 
 

 
NMR

NMR

NMR
In-cell NMR

NMR

500MHz 19F NMR
NMR

NMR
NMR  
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1:  
1-1:  

1. Kinoshita M., Kim JY., Kume S., Sakakibara Y., Sugiki T., Kojima C., Kurisu G., Ikegami T., Hase T., Kimata-Ariga 
Y., Lee YH., Physicochemical nature of interfaces controlling ferredoxin NADP(+) reductase activity through its 
interprotein interactions with ferredoxin. Biochim. Biophys. Acta 1847, 1200-1211, 2015.  

2. Furuita K., Kataoka S., Sugiki T., Hattori Y., Kobayashi N., Ikegami T., Shiozaki K., Fujiwara T., Kojima C., 
Utilization of paramagnetic relaxation enhancements for high-resolution NMR structure determination of a soluble 
loop-rich protein with sparse NOE distance restraints. J. Biomol. NMR 61, 55-64, 2015.  

3. Kosami KI,. Ohki I., Nagano M., Furuita K., Sugiki T., Kawano Y., Kawasaki T., Fujiwara T., Nakagawa A., 
Shimamoto K., Kojima C., The crystal structure of the plant small GTPase OsRac1 reveals its mode of binding to 
NADPH oxidase. J. Biol. Chem. in press, 2014. 

4. Sugiki T., Utsunomiya-Tate N., Site-specific aspartic acid isomerization regulates self-assembly and neurotoxicity of 
amyloid-β. Biochem. Biophys. Res. Commun. 441, 493-498, 2013. 

5. Miyazawa-Onami M., Takeuchi K., Takano T., Sugki T., Shimada I., Takahashi H., Perdeuteration and 
methyl-selective (1)H, (13)C-labeling by using a Kluyveromyces lactis expression system. J. Biomol. NMR 57, 
297-304, 2013. 

6. Sugiki T., Takeuchi K., Yamaji T., Takano T., Tokunaga Y., Kumagai K., Hanada K., Takahashi H., Shimada I., 
Structural basis of the Golgi association by the pleckstrin homology domain of the ceramide trafficking protein 
(CERT). J. Biol. Chem. 287, 33706-33718, 2012. 

7. Sugiki T., Takahashi H., Nagasu M., Hanada K., Shimada I., Real-time assay method of lipid extraction activity. Anal. 
Biochem. 399, 162-167, 2010. 

 
1-2:  

1. Furuita K., Kataoka S., Sugiki T., Hattori Y., Kobayashi N., Ikegami T., Shiozaki K., Fujiwara T., Kojima C., 
Utilization of paramagnetic relaxation enhancements for high-resolution NMR structure determination of a soluble 
loop-rich protein with sparse NOE distance restraints. J. Biomol. NMR 61, 55-64, 2015. 

2. Miyazawa-Onami M., Takeuchi K., Takano T., Sugki T., Shimada I., Takahashi H., Perdeuteration and 
methyl-selective (1)H, (13)C-labeling by using a Kluyveromyces lactis expression system. J. Biomol. NMR 57, 
297-304, 2013. 

3. Sugiki T., Takeuchi K., Yamaji T., Takano T., Tokunaga Y., Kumagai K., Hanada K., Takahashi H., Shimada I., 
Structural basis of the Golgi association by the pleckstrin homology domain of the ceramide trafficking protein 
(CERT). J. Biol. Chem. 287, 33706-33718, 2012. 

4. Sugiki T., Takahashi H., Nagasu M., Hanada K., Shimada I., Real-time assay method of lipid extraction activity. Anal. 
Biochem. 399, 162-167, 2010. 

5. Sugiki T., Yoshiura C., Kofuku Y., Ueda T., Shimada I., Takahashi H., High-throughput screening of optimal solution 
conditions for structural biological studies by fluorescence correlation spectroscopy. Protein Science 18, 1115-1120, 
2009. 

 
1-3:  

1. Sugiki T., Fujiwara T., Kojima C., Latest approaches for efficient protein production in drug discovery. Expert Opin. 
Drug Discov. 21, 1-16, 2014. 

 
1-4:  

 
 

1-5:  
1. Protein NMR Techniques Eds. Alexander Shekhtman & David S. Burz) "Isotopic Labeling of 

Heterologos Proteins in the Yeast Pichia pastoris and Kluyveromyces lactis" Sugiki T., Ichikawa O., 
Miyazawa-Onami M., Shimada I., Takahashi H., pp. 19-36, Humana Press, 2012. 

 
2:  

19  
 

3:  
3-1: -  
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3-2: - WS  
1. 15 2015 6 26  
2. NMR discussion in KYOTO 2012 October   

2012 10 9  
 

3-3:  
2015 1 2  
2014 0 3  
2013 0 1  
2012 0 3  
2011 0 1  
2010 0 1  
 

4:  
 

 
5:  

 
 

6:  
 

1. B NMR
2014-2015  

2. HMGB1-IL1β
2012-2013  

 
 

 
 

 
 

7-1: 2015  
1 1  
0 0  

0 0  
 

7-2: 2015  
2014 5 3 0 0  
2013 2 0 3 2  
2012 3 0 3 2  
2011 3 0 0 0  
2010 3 0 0 0  
 

7-3: 2015  
2 0 3  2  

 
7-4: 2015  

2015  9  
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2014 11  
2013 14  
2012 13  
2011 13  
2010 13  
 

8:  
 

 
9: ( )  

 
 

 
 

 
 

10-1:  
 

 
10-2:  

 
 

11-1:  
 

 
11-2:  

 
 

12:  
 

 
 

 
 

13:  
 

 
14-1:  

 
 

14-2:  
 

15:  
 

 
16:  
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 2015  

 

 

 

 
 

 
1 6 H3

H3 HIV-1 -
H3 H3

 
2 STING  STING SER

IFN-β STING IFN-β

STING
IFN-β  

 
2014–2015  

1 H3
H3

H3
- H3

 
2 STING  STING

SER IFN-β
 

3
 

 
 

2 STING
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–  − 
 

1:  

1-1:  
1. Yamashita K., Ikeda K., Amada K., Liang S., Tsuchiya Y., Nakamura H., Shirai H., Standley D. M., Kotai Antibody 

Builder: automated high-resolution structural modeling of antibodies. Bioinformatics, 30, 3279-3280, 2014. 
2. Shirai H., Ikeda K., Yamashita K., Tsuchiya Y., Sarmiento J., Liang S., Morokata T., Mizuguchi K., Higo J., Standley 

D. M., Nakamura H., High-resolution modeling of antibody structures by a combination of bioinformatics, expert 
knowledge, and molecular simulations. Proteins, 82, 1624-1635, 2014.  

3. Fujita J., Maeda Y., Nagao C., Tsuchiya Y., Miyazaki Y., Hirose M., Mizohata E., Matsumoto Y., Inoue T., Mizuguchi 
K., Matsumura H., Crystal structure of FtsA from Staphylococcus aureus. FEBS Lett, 588, 1879-1885, 2014.  

4. Lensink M. F., Moal I. H., Bates P. A., Kastritis P. L., Melquiond A. S., Karaca E., Schmitz C., van Dijk M., Bonvin 
A. M., Eisenstein M., Jiménez-García B., Grosdidier S., Solernou A., Pérez-Cano L., Pallara C., Fernández-Recio J., 
Xu J., Muthu P., Kilambi K. P., Gray J. J., Grudinin S., Derevyanko G., Mitchell J. C., Wieting J., Kanamori E., 
Tsuchiya Y., Murakami Y., Sarmiento J., Standley D. M., Shirota M., Kinoshita K., Nakamura H., Chavent M., Ritchie 
D. W., Park H., Ko J., Lee H., Seok C., Shen Y., Kozakov D., Vajda S., Kundrotas P. J., Vakser I. A., Pierce B. G., 
Hwang H., Vreven T., Weng Z., Buch I., Farkash E., Wolfson H. J., Zacharias M., Qin S., Zhou H. X., Huang S. Y., 
Zou X., Wojdyla J. A., Kleanthous C., Wodak S. J., Blind prediction of interfacial water positions in CAPRI. Proteins, 
82, 620-632, 2014.  

5. Moretti R., Fleishman S. J., Agius R., Torchala M., Bates P. A., Kastritis P. L., Rodrigues J. P., Trellet M., Bonvin A. 
M., Cui M., Rooman M., Gillis D., Dehouck Y., Moal I., Romero-Durana M., Perez-Cano L., Pallara C., Jimenez B., 
Fernandez-Recio J., Flores S., Pacella M., Kilambi K. P., Gray J. J., Popov P., Grudinin S., Esquivel-Rodríguez J., 
Kihara D., Zhao N., Korkin D., Zhu X., Demerdash O. N., Mitchell J. C., Kanamori E., Tsuchiya Y., Nakamura H., 
Lee H., Park H., Seok C., Sarmiento J., Liang S., Teraguchi S., Standley D. M., Shimoyama H., Terashi G., 
Takeda-Shitaka M., Iwadate M., Umeyama H., Beglov D., Hall D. R., Kozakov D., Vajda S., Pierce B. G., Hwang H., 
Vreven T., Weng Z., Huang Y., Li H., Yang X., Ji X., Liu S., Xiao Y., Zacharias M., Qin S., Zhou H. X., Huang S. Y., 
Zou X., Velankar S., Janin J., Wodak S. J., Baker D., Community-wide evaluation of methods for predicting the effect 
of mutations on protein-protein interactions. Proteins, 81, 1980-1987, 2013. 

6. Tsuchiya Y., Kinoshita K., Endo S., Wako H., Dynamic features of homodimer interfaces calculated by normal-mode 
analysis. Protein Science, 21, 1503-1513, 2012. 

7. Fleishman S. J., Whitehead T. A., Strauch E. M., Corn J. E., Qin S., Zhou H. X., Mitchell J. C., Demerdash O. N., 
Takeda-Shitaka M., Terashi G., Moal I. H., Li X., Bates P. A., Zacharias M., Park H., Ko J. S., Lee H., Seok C., 
Bourquard T., Bernauer J., Poupon A., Azé J., Soner S., Ovali S. K., Ozbek P., Tal N. B., Haliloglu T., Hwang H., 
Vreven T., Pierce B. G., Weng Z., Pérez-Cano L., Pons C., Fernández-Recio J., Jiang F., Yang F., Gong X., Cao L., Xu 
X., Liu B., Wang P., Li C., Wang C., Robert C. H., Guharoy M., Liu S., Huang Y., Li L., Guo D., Chen Y., Xiao Y., 
London N., Itzhaki Z., Schueler-Furman O., Inbar Y., Potapov V., Cohen M., Schreiber G., Tsuchiya Y., Kanamori E., 
Standley D. M., Nakamura H., Kinoshita K., Driggers C. M., Hall R. G., Morgan J. L., Hsu V. L., Zhan J., Yang Y., 
Zhou Y., Kastritis P. L., Bonvin A. M., Zhang W., Camacho C. J., Kilambi K. P., Sircar A., Gray J. J., Ohue M., 
Uchikoga N., Matsuzaki Y., Ishida T., Akiyama Y., Khashan R., Bush S., Fouches D., Tropsha A., Esquivel-Rodríguez 
J., Kihara D., Stranges P. B., Jacak R., Kuhlman B., Huang S. Y., Zou X., Wodak S. J., Janin J., Baker D., 
Community-wide assessment of protein-interface modeling suggests improvements to design methodology. J Mol 
Biol, 414, 289-302, 2011. 

 
1-2:  

1. Tsuchiya Y., Kinoshita K., Endo S., Wako H., Dynamic features of homodimer interfaces calculated by normal-mode 
analysis. Protein Science, 21, 1503-1513, 2012. 

2. Tsuchiya Y., Kinoshita K., Nakamura H., Analyses of homo-oligomer interfaces of proteins from the 
complementarity of molecular surface, electrostatic potential and hydrophobicity. Protein Eng Des Sel, 19, 421-429, 
2006. 

3. Tsuchiya Y., Kinoshita K., Nakamura H., Structure-based prediction of DNA-binding sites on proteins using the 
empirical preference of electrostatic potential and the shape of molecular surfaces. Proteins, 55, 885-894, 2004. 

 
1-3:  

 
 

1-4:  
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1-5:  

1. Biomolecular Forms and Functions: A Celebration of 50 years of the Ramachandran Map Eds. Manju 
Bansal & N. Srinivasan) "Prediction of Protein-Protein Complex Sructures" Kanamori E., Murakami Y., Sarmiento 
J., Liang S., Standley D. M., Shirota M., Kinoshita K., Tsuchiya Y., Higo J., Nakamura H., pp. 160-172, World 
Scientific Publishing, 2013. 

 
2:  

 

 
3:  
3-1: -  

  
 

3-2: - WS  
1.  10 2010 6 8  

 
3-3:  

2015 0 4  
2014 2 4  
2013 1 2  
2012 0 0  
2011 0 0  
2010 1 0  

 
4:  

 
 

5:  
 

 
6:  

 

 

–  − 
7-1:  (2015 )  

3 1  
4 0  
1 0  

 

8:  
 ( )  (2015 ,  

 ( )  (2015 , IV (2015 ,  
 ( ) 2015 ,  

 

9:  
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–  − 

10-1:  
Biochemie, Protein Journal 
 

10-2:  
 

 
11-1:  

 
 

11-2:  
 

 
12:  

 
 

13:  
 

 
14-1:  

 
 

14-2:  
 

 

–  − 
15:  

1.  2015  
2.  2015  
 

16:  
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1. Gur I., Fujiwara K., Hasegawa K. and Yoshikawa K. Necdin Promotes Ubiquitin-Dependent Degradation of PIAS1 

SUMO E3 Ligase. PLoS ONE 9(6), e99503, 2014. 
2. Minamide R., Fujiwara K., Hasegawa K. and Yoshikawa K. Antagonistic Interplay between Necdin and Bmi1 

Controls Proliferation of Neural Precursor Cells in the Embryonic Mouse Neocortex. PLoS ONE 9(1), e84460, 2014. 
3. Huang Z., Fujiwara K., Minamide R., Hasegawa K. and Yoshikawa K. Necdin Controls Proliferation and Apoptosis 

of Embryonic Neural Stem Cells in an Oxygen Tension-Dependent Manner. J. Neurosci. 33(25), 10362-10373, 2013. 
4. Hasegawa K., Kawahara T., Fujiwara K., Shimpuku M., Sasaki T., Kitamura T. and Yoshikawa K. Necdin Controls 

Foxo1 Acetylation in Hypothalamic Arcuate Neurons to Modulate the Thyroid Axis. J. Neurosci. 32(16), 5562-5572, 
2012. 

5. Fujiwara K., Hasegawa K., Ohkumo T., Miyoshi H., Tseng HY. and Yoshikawa K. Necdin Controls Proliferation of 
White Adipocyte Progenitor Cells. PLoS ONE 7(1), e30948, 2012. 

6. Aizawa, T.*, Hasegawa, K.*, Ohkumo, T., Haga, S., Ikeda, K. and Yoshikawa, K. Neural stem cell-like gene 
expression in a mouse ependymoma cell line transformed by human BK polyomavirus. Cancer Science 102(1), 
122-129, 2011. 

  *T.A. and K.H. contributed equally to this work. 
7. Kuwajima, T.*, Hasegawa, K.* and Yoshikawa K. Necdin Promotes Tangential Migration of Neocortical 

Interneurons from Basal Forebrain. J. Neurosci. 30(10), 3709-3714, 2010. 
  *T.K. and K.H. contributed equally to this work. 
 

 
1. Hasegawa K., Kawahara T., Fujiwara K., Shimpuku M., Sasaki T., Kitamura T. and Yoshikawa K. Necdin Controls 

Foxo1 Acetylation in Hypothalamic Arcuate Neurons to Modulate the Thyroid Axis. J. Neurosci. 32(16), 5562-5572, 
2012. 

2. Kuwajima, T.*, Hasegawa, K.* and Yoshikawa K. Necdin Promotes Tangential Migration of Neocortical 
Interneurons from Basal Forebrain. J. Neurosci. 30(10), 3709-3714, 2010. 

  *T.K. and K.H. contributed equally to this work 
3. Hasegawa, K. and Yoshikawa, K. Necdin Regulates p53 Acetylation via Sirtuin1 to Modulate DNA Damage 

Response in Cortical Neurons. J. Neurosci. 28(35), 8772-8784, 2008. 
 

 
 

 
 

 
 

 
 

 
 

 
 

 
-

 - WS  
1. Necdin promotes mitochondrial function 

in neurons: neuroprotection in Parkinson’s disease models (Necdin
) 57 2014, 9, 30 

2. : Regulatory mechanisms of mitochondrial biogenesis in neurons (
) , , 2013, 11, 26 
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3. Necdin promotes mitochondrial biogenesis via PGC-1a 

stabilization in neurons (Necdin PGC-1
 56 (Neuro2013) 2013, 6, 22 

4. Necdin PGC-1
 85 2012, 12, 15 

5. Necdin  
2012, 11, 29 

6. Necdin enhances Sirt1-dependent deacetylation of Foxo1 to control hypothalamic 
thermoregulation 33 83 2010, 12, 10 

7. Necdin-Sirt1  
2010, 11, 25 

8. Necdin-Sirt1 complex regulates hypothalamic Foxo1 acetylation to control energy 
homeostasis Necdin-Sirt1 Foxo1 53  
(Neuro2010) 2010, 9, 2 

 

 
1. Necdin PGC-1

 86 2013, 9, 11 
2. Necdin PGC-1

 85 2012, 12, 15 
3. Necdin enhances Sirt1-dependent deacetylation of Foxo1 to control hypothalamic 

thermoregulation 33 83 2010, 12, 10 
4. Koichi Hasegawa, Kazuaki Yoshikawa: Necdin regulates Foxo1 acetylation via Sirt1 in mouse hypothalamus 

Neuroscience 2010 40th Annual Meeting, San Diego CA, 2010, 11, 15 
5. Koichi Hasegawa, Kazuaki Yoshikawa: Regulation of Foxo1 acetylation by neuronal necdin-Sirt1 complex The Joint 

Symposium of the 5 th International Symposium of Institute Network, Kanazawa, 2010, 6, 24 

 
 

 
 

 
 

 

5. Necdin-Sirt1
-  

 
1. Necdin  
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 2015

 

 

 

 
(09-15) 09-13

10  
 

( )  
 

Experimental Cell Research, PLoS ONE, Journal of Neuroscience Research, Cell Communication and 
Signaling 
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 (09-)  (09-) 
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1. Gur I, Fujiwara K, Hasegawa K, Yoshikawa K. (2014) Necdin promotes ubiquitin-dependent degradation of PIAS1 
SUMO E3 ligase. PLoS One. 9(6):e99503 

2. Minamide R, Fujiwara K, Hasegawa K, Yoshikawa K. (2014) Antagonistic interplay between necdin and Bmi1 
controls proliferation of neural precursor cells in the embryonic mouse neocortex. PLoS One. 9(1):e84460 

3. Huang Z, Fujiwara K, Minamide R, Hasegawa K, Yoshikawa K. (2013) Necdin controls proliferation and 
apoptosis of embryonic neural stem cells in an oxygen tension-dependent manner. J. Neurosci. 
19;33(25):10362-73. 

4. Fujiwara K., Hasegawa K., Ohkumo T., Miyoshi H., Tseng Y-H, and Yoshikawa K. (2012) Necdin controls 
proliferation of white adipocyte progenitor cells. PLoS ONE. 7(1):e30948 

5. Hasegawa K., Kawahara T., Fujiwara K., Shimpuku M., Sasaki T., Kitamura T, and Yoshikawa K. (2012) Necdin 
controls Foxo1 acetylation in hypothalamic arcuate neurons to modulate the thyroid axis. J. Neurosci.
32:5562-5572 

 
 

1. Fujiwara K., Hasegawa K., Ohkumo T., Miyoshi H., Tseng Y-H. and Yoshikawa K. (2012) Necdin controls 
proliferation of white adipocyte progenitor cells. PLoS ONE. 7(1):e30948 
 

 

1.Fujiwara K, Hasegawa K, Yoshikawa K. Necdin regulates RanGAP1 sumoylation during neuronal differentiation  
Neuroscience 2014. Walter E. Washington Convention Center, Washington, DC. 2014.11.15 
2. Kazushiro Fujiwara, Koichi Hasegawa, Kazuaki Yoshikawa Necdin regulates RanGAP1 sumoylation

2013, 9, 12
SUMO modification analysis of necdin by in vitro sumoylation 

system.  2012, 12, 15
4. Kazushiro Fujiwara, Koichi Hasegawa, Kazuaki Yoshikawa Necdin suppresses preadipocyte proliferation to 
prevent adipocyte hyperplasia  Rare Syndromic Body Fat Disorders: What Can They Teach Us?, National institutes of 
Health, Bethesda, Maryland, U.S.A.  2012, 3, 1 
5. Kazushiro Fujiwara, Koichi Hasegawa, Kazuaki Yoshikawa Necdin suppresses proliferation of white adipocyte 
progenitor  Stem Cells in Development and Disease 2011. Max Delbrück Center, Berlin, Germany 2011, 9, 14 
6. Kazushiro Fujiwara: Necdin regulates the commitment and proliferation of mesenchymal stem cells  The 
laboratory of Cell Cycle & Brain Ischemi, Charité university hospital, Berlin, Germany 2011, 9, 13 
7. Necdin controls proliferation of white adipocyte progenitors

2010, 12, 10
8. Necdin

2009, 10, 24
9.  Nucleocytoplasmic translocation of necdin during adipogenesis
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― 327 ― 教員の活動



― 328 ―教員の活動

 
 

 
 

 
 

 

 

 

 

 

 



― 329 ― 教員の活動

 

 

1. Matsuki Y. Nakamura S., Fukui S., Suematsu H., and Fujiwara T., Closed-cycle cold helium magic-angle spinning for 
sensitivity-enhanced multi-dimensional solid-state NMR. J. Magn. Reson. 259, 76-81, 2015. 

2. Idehara T., Khutoryan E. M., Tatematsu Y., Yamaguchi Y., Kuleshov A. N., Dumbrajs O., Matsuki Y. and Fujiwara T., 
High-speed frequency modulation of a 460 GHz gyrotron for enhancement of 700 MHz DNP-NMR spectroscopy. J. 
Infrar. Millim. Terahz. Waves 36, 819-829, 2015. 

3. Idehara T., Tatematsu Y., Yamaguchi Y., Khutoryan E. M., Kuleshov A. N., Ueda K., Matsuki Y. and Fujiwara T., The 
development of 460 GHz gyrotrons for 700 MHz DNP-NMR spectroscopy. J. Infrar. Millim. Terahz. Waves 36, 
613-627, 2015. Cited 1 time 

4. Ikeda R., Yamaguchi, Y., Tatematsu Y., Idehara T., Ogawa I., Saito T., Matsuki Y. and Fujiwara T., Broadband 
Continuously Tunable Gyrotron for 600 MHz DNP-NMR Spectroscopy. Plasma Fusion Res 9, 1206058, 2014. 
Cited 4 times. 

5. Matsuki Y., Ueda K., Idehara T., Ikeda R., Ogawa I., Nakamura S., Toda M., Anai T., and Fujiwara T., 
Helium-Cooling and -Spinning Dynamic Nuclear Polarization for Sensitivity-Enhanced NMR at 14T and 30K, J. 
Magn. Reson. 225, 1-9, 2012. Cited 23 times 

6. Idehara T., Mudiganti J. C., Agusu L., Kanemaki T., Ogawa I., Fujiwara T., Matsuki Y. and Ueda K, Development of 
a Compact sub-THz Gyrotron FU CW CI for Application to High Power THz Technologies. J. Infrar. Millim. 
Terahz. Waves 33, 724-744, 2012. Cited 9 times 

7. Matsuki Y., Ueda K., Idehara T., Ikeda R., Kosuga K., Ogawa I., Nakamura S., Toda M., Anai T., and Fujiwara T., 
Application of Continuously Frequency-Tunable 0.4 THz Gyrotron to Dynamic Nuclear Polarization for 600 MHz 
Solid-State NMR, J. Infrar. Millim. Terahz. Waves 33, 745-755, 2012. Cited 16 times 

8. Matsuki Y., Konuma T., Fujiwara T., and Sugase K., Boosting Protein Dynamics Studies Using Quantitative 
Non-Uniform Sampling NMR Spectroscopy, J. Phys. Chem. B 115, 13740-13745, 2011. Cited 10 times 

9. Herzfeld J., Rand D., Matsuki Y., Daviso E., Mak-Jurkauskas M. L., and Mamajanov I., Molecular Structure of 
Humin and Melanoidin via Solid State NMR, J. Phys. Chem. B 115, 5741-5745, 2011. Cited 8 times 

10. Nanni E. A., Barnes A. B., Matsuki Y., Woskov P.P., Corzilius B., Griffin R. G., and Temkin R. J., Microwave Field 
Distribution in a Magic Angle Spinning Dynamic Nuclear Polarization NMR Probe, J. Magn. Reson. 210, 16-23, 
2011. Cited 27 times 

11. Matsuki Y., Eddy M. T., Griffin R. G., and Herzfeld J., Rapid 3D MAS NMR Spectroscopy at Critical Sensitivity, 
Angew. Chem. Int. Ed. 48, 9215-9218, 2010. Awarded “Very Important Paper (VIP)” Cited 23 times 

12. Matsuki Y., Takahashi H., Ueda K., Idehara T., Ogawa I., Toda M., Akutsu H. and Fujiwara T., Dynamic Nuclear 
Polarization Experiments at 14.1T for Solid-State NMR, PhysChemChemPhys 12, 5799-5803, 2010. Cited 52 
times 

13. Barnes A. B., Corsilius B., Mak-Jurkauskas M. L., Andreas L. B., Bajaj V. S., Matsuki Y., Belenky M. L., 
Lugtenburg J., Sirigiri J. R., Temkin R. J., Herzfeld J. and Griffin R. G., Resolution and polarization distribution in 
cryogenic DNP/MAS experiments, Phys. Chem. Chem. Phys. 12, 5861-5867, 2010. Cited 53 times 

14. Idehara T., Kosuga K., Agusu L., Ikeda R., Ogawa I., Saito T., Matsuki Y., Ueda K., and Fujiwara T., Continuously 
Frequency Tunable High Power Sub-THz Radiation Source—Gyrotron FUCW VI for 600 MHz DNP-NMR 
Spectroscopy, J. Infrared Milli. Terahz. Waves 31, 775-790, 2010. Cited 35 times 

 
1. Matsuki Y. Nakamura S., Fukui S., Suematsu H., and Fujiwara T., Closed-cycle cold helium magic-angle spinning for 

sensitivity-enhanced multi-dimensional solid-state NMR. J. Magn. Reson. 259, 76-81, 2015. 
2. Matsuki Y., Ueda K., Idehara T., Ikeda R., Ogawa I., Nakamura S., Toda M., Anai T., and Fujiwara T., 

Helium-Cooling and -Spinning Dynamic Nuclear Polarization for Sensitivity-Enhanced NMR at 14T and 30K, J. 
Magn. Reson. 225, 1-9, 2012. Cited 23 times. 

3. Matsuki Y., Eddy M. T., Griffin R. G., and Herzfeld J., Rapid 3D MAS NMR Spectroscopy at Critical Sensitivity, 
Angew. Chem. Int. Ed. 48, 9215-9218, 2010; Angewandte has given it a VIP (Very Important Paper) designation; 
cited 23 times. 

4. Matsuki Y., Takahashi H., Ueda K., Idehara T., Ogawa I., Toda M., Akutsu H. and Fujiwara T., Dynamic Nuclear 
Polarization Experiments at 14.1T for Solid-State NMR, PhysChemChemPhys 12, 5799-5803, 2010. Cited 52 times. 

5. Matsuki Y., Maly T., Ouari O., Karoui H., Le Moigne F., Rizzato E., Lyubenova S., Herzfeld J., Prisner T., Tordo P., 
and Griffin R. G., Dynamic Nuclear Polarization with a Rigid Biradical, Angew. Chem. Int. Ed 48, 4996-5000, 2009. 
Cited 144 times.  

6. Matsuki Y., Eddy M. T., and Herzfeld J., Spectroscopy by Integration of Frequency and Time Domain Information 
for Fast Acquisition of High-Resolution Dark Spectra, J. Am. Chem. Soc. 131, 4648-4656, 2009. Cited 49 times. 
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7. Iwata K., Fujiwara T., Matsuki Y., Akutsu H., Takahashi S., Naiki H., and Goto Y., 3D Structure of Amyloid 

Protofilaments of β2-Microglobulin Fragment Probed by Solid-State NMR, Proc. Natl. Acad. Sci. U.S.A. 103, 
18119-18124, 2006. Cited 186 times. 

 

 
 

 
 

 

 

 

 
 

 
 

, 2015 

 
 

 
( ) 
1. International Chemical Congress of Pacific Basin Society (Pacifichem), Honolulu, HI, USA (2015) 
2. 57th Experimental NMR Conference (ENC), Asilomar, CA, USA (2015) 
3. APES-IES-SEST (International EPR Society Symposium), Todaiji Culture Center, Nara, Japan (2014) 
4. 7th Japanese-Russian International Workshop on Open-Shell Compounds and Molecular Spin Devises, Awaji 
Yumebutai International Conference Center, Japan (2013) 
5. 5th International Workshop on Far-Infrared Technologies, University of Fukui, Japan (2013) 
6. 3rd International DNP Symposium, Ecole Polytechnique federale de Lausanne ( ), Switzerland 
(2011) 
 
( ) 
1. [Plenary talk], 54th Experimental Nuclear Magnetic Resonance Conference (ENC), Miami, FA, (2012) 
2. [Branch talk], International Symposium on Nuclear Magnetic Resonance (ISNMR), Yokohama, (2011) 
3. [Branch talk], Experimental Nuclear Magnetic Resonance Conference (ENC), California, (2009) 
4. [Branch talk], International Conference on Magnetic Resonance in Biological Systems (ICMRBS), Hyderabad, India 

(2005). 
5. [Branch talk], Japan-Korea Bilateral Symposium on Biological NMR, , Korea (2003) 

 

 WS
( ) 
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1. (2014) 
2. NMR (2014) 
3. ( ), , (2014) 
4. (ATI), (2013) 
5. RRR workshop, , (2012) 
4. 48th NMR  ( ) , , (2010) 
5. 40th Workshop NMR , , , (2010) 
 
( ) 
1. , (2012) 
2. NMR , , (2010) 
3. , (2009) 

1. 52nd NMR , , (2013) 
2. 4th DNP Symposium, Elsinore, Denmark (2013) 
3. EUROMAR, Crete, Greece (2013) 
4. International Conference on Magnetic Resonance in Biological Systems (ICMRBS), Lyon, France (2012) 
5. International Symposium on Nuclear Magnetic Resonance (ISNMR), Yokohama, (2011) 
6. EUROMAR, Florence, Italy (2010) 
7. NMR , , (2009) 
8. APNMR conference, Jeju, Korea (2009) 

 

 

 
 

 

1. NMR
2015-016082, (2015) 

2. Olivier Ouari, Hakim Karoui, Francois LeMoigne, Paul Tordo, Robert G. Griffin, Yoh Matsuki and Thorsten Maly, 
“Dinitroxide-Type Biradical Compounds Optimized for Dynamic Nuclear Polarization (DNP),” U.S. Patent, 

 (US9035054 B2 2015 5 19 ) 
3. Olivier Ouari, Hakim Karoui, Francois LeMoigne, Paul Tordo, Robert G. Griffin, Yoh Matsuki and Thorsten Maly, 

“Dinitroxide Biradical Compounds Optimized for Dynamic Nuclear Polarization (DNP),” International Patent 
Application: WO/2010/108995 
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 B
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 (2015 )  
4 3  
2 0  

  
2015 4 3 2 0  
2014 4 0 3 2  
2013 4 0 3 2  
2012 3 0 4 2  
2011 4 0 4 0  
2010 5 0 3 0  
 

 2015  
1 0 : 4 3  

 2015  
2015 6  
2014 8  
2013 8  
2012 6  
2011 4  
2010 4  
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 (2015) 

 (2015) 

2009-2013  

(2012-2013) 

 
 

1. [Lab lecture], Commissariat à l'énergie atomique (CEA, ), Grenoble, (2012) 
2. 14 NMR , , (2012) 
3. [Laboratory lecture], Massachusetts Institute of Technology (MIT, ), Cambridge, MA 

(2011) 
4. [P-Chem seminar series], Brandeis University ( ), Waltham, MA (2006) 
5. JST (2005) 

 
Sensors (2011) 

J. Chem. Phys. Lett. (2012)

 
 

 
 

 
 

- 2015-2016  

- 2014  

- 2013  

- 2013  

- 2010  

- 2009  
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1. ( ) RRR workshop 2013, 1.31 2.1 

( 3 Marc Baldus (Utrecht University), Michael P. Williamson (University 

Sheffield) ) 

 

 
(1 2015) 

(1 2014) 

(6 2012) 

(2 2011) 

 
 

 
1.  

( ) Prof. Yongae Kim, Hankuk University, Korea, 2009 

( ) Prof. N. Chandrakumar, Indian Institute of Technology, India, 2009 

( ) Mr. T. Hoan, Univeristy of Guelph, Canada, 2011 

( ) Prof. Andras Perczel, Vtovos Lorand University, Hungary, 2013 

2.  

http://www.protein.osaka-u.ac.jp/biophys/bussei.html 
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1-1:  

 
 

1.  Mimura N. and Asano A. Synergistic effect of colchicine and cytochalasin D on phagocytosis by peritoneal 
macrophagaes. Nature 261, 319-321 (1976). 

2.  Mimura N. and Asano A. Actin-related gelation of Ehrlich tumor cell extracts is reversibly inhibited by low 
concentration of calcium. Nature 272, 273-276 (1978). 

3.  Mimura N. and Asano A.  Calcium-sensitive gelation of actin filaments by a new protein factor. Nature 282, 44-48 
(1979). 

4.  Mimura N. and Asano A. Isolation and Characterization of a Conserved Actin-binding Domain from Rat Hepatic 
Actinogelin, Rat Skeletal  Muscle and Chicken Gizzard α-actinins. J. Biol. Chem., 261, 10680-10687 (1986). 

5.  Mimura N. and Asano A. Further Characterization of a Conserved Actin-binding 27-kDa fragment of Actiongelin 
and α-actinins and Mapping of their Binding Sites on the Actin Molecule by Chemical Cross-linking. J. Biol. 
Chem., 262, 4717-4723 (1987). 

 
 

 
 

 
 

 
 

 
 

-
 

 - WS  

 
 

 
 

 
 

 
 

 
 

 
 

10-15  
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X NMR  

    

 

 
1. NMR

X

NMR
X

State 1
CEF State 2

Fd State 1 PS1
State 2 PS1 CEF

Fd PS1
-NADP+ FNR Fd NMR
 

2. 

 

hRC
 

 
2014-2015  

1. Fd Fd1 Fd6 6
Fd1 Fd2 15N

NMR Fd1 PS1-LHC1 CEF
NMR  
2. hRC

W-band ESR hRC  
 

 
1. Fd NMR Ga

Fd Fd Fd1 2 Fd3 Fd6
Fd  

2. hRC ESR
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1:  
1-1:  

1. Mutoh R, Muraki N, Shinmura K, Kubota-Kawai H, Lee YH, Nowaczyk MM, Rögner M, Hase T, Ikegami T, Kurisu 
G., X-ray structure and nuclear magnetic resonance analysis of the interaction sites of the Ga-substituted 
cyanobacterial ferredoxin. Biochemistry, in press 

2. Sansenya S., Mutoh R., Charoenwattanasatien R., Kurisu G., Ketudat Cairns JR., Expression and crystallization of a 
bacterial glycoside hudrolase family 116 β-glucosidase from Thermoanaerobacterium xylanolyticum. Acta 
Crystallographyca Section F Structural Biology Communications, 71(1):41-44, 2015 

3. Iida T, Mutoh R, Onai K, Morishita M, Furukawa Y, Namba K, Ishiura M., Importance of the 
monomer-dimer-tetramer interconversion of the clock protein KaiB in the generation of circadian oscillations in 
cyanobacteria. Genes to Cells, 20 (3): 173-190, 2015 

4. Ishii K, Terauchi S, Murakami R, Valencia S. J, Mutoh R, Mino H, Arata T, Ishiura M., Site-directed spin 
labeling-electron spin resonance mapping of the residues of cyanobacterial clock protein KaiA that are affected by 
KaiA-KaiC interaction. Genes to Cells, 19 (4), 297-324, 2014 

5. Mutoh R, Nishimura A, Yasui S, Onai K, Ishiura M., The ATP-mediated regulation of KaiB-KaiC interaction in the 
cyanobacterial circadian clock. PLoS ONE, 8 (11), e80200, 2013 

6. Murakami R, Mutoh R, Iwase R, Furukawa Y, Imada K, Onai K, Morishita M, Yasui S, Ishii K, Valencia S. J, 
Uzumaki T, Namba K, Ishiura M., The roles of the dimeric and tetrameric structures of the clock protein KaiB in the 
generation of circadian oscillations in cyanobacteria. The Journal of Biological Chemistry. 287: 29506-29515, 2012 

7. Asada Y, Mutoh R, Ishiura M, Mino H., Nonselective excitation of pulsed ELDOR using multi-frequency 
microwaves. Journal of Magnetic Resonance, 213: 200-205, 2011 

8. Mutoh R, Mino H, Murakami R, Uzumaki T, Ishiura M., Thermodynamically induced conformational changes of the 
cyanobacterial circadian clock protein KaiB. Applied Magnetic Resonance, 40:525-534, 2011 

9. Mutoh R, Mino H, Murakami R, Uzumaki T, Takabayashi A, Ishii K, Ishiura M. (2010): Direct interaction between 
KaiA and KaiB revealed by a site-directed spin labeling electron spin resonance analysis. Genes to Cells. 15:269-280, 
2010 

 
1-2:  

1. 1. Mutoh R, Muraki N, Shinmura K, Kubota-Kawai H, Lee YH, Nowaczyk MM, Rögner M, Hase T, Ikegami T, 
Kurisu G., X-ray structure and nuclear magnetic resonance analysis of the interaction sites of the Ga-substituted 
cyanobacterial ferredoxin. Biochemistry, in press 

2. Mutoh R, Nishimura A, Yasui S, Onai K, Ishiura M., The ATP-mediated regulation of KaiB-KaiC interaction in the 
cyanobacterial circadian clock. PLoS ONE, 8 (11), e80200, 2013 

3. Murakami R, Mutoh R, Iwase R, Furukawa Y, Imada K, Onai K, Morishita M, Yasui S, Ishii K, Valencia S. J, 
Uzumaki T, Namba K, Ishiura M., The roles of the dimeric and tetrameric structures of the clock protein KaiB in the 
generation of circadian oscillations in cyanobacteria. The Journal of Biological Chemistry. 287: 29506-29515, 2012 

4. Mutoh R, Mino H, Murakami R, Uzumaki T, Ishiura M., Thermodynamically induced conformational changes of the 
cyanobacterial circadian clock protein KaiB. Applied Magnetic Resonance, 40:525-534, 2011 

5. Mutoh R, Mino H, Murakami R, Uzumaki T, Takabayashi A, Ishii K, Ishiura M. (2010): Direct interaction between 
KaiA and KaiB revealed by a site-directed spin labeling electron spin resonance analysis. Genes to Cells. 15:269-280, 
2010 

 
1-3:  

 
 

1-4:  
1.  , , 

, , 10 18 , pp28-29, 2012
 

1-5:  
 

 
2:  

26  1 22 2014:  
23  SEST 50  
22  APES2010 Poster Award 7th Asia-Pacific EPR/ESR Symposium  
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3:  
3-1: -  

1. The 2nd Awaji International Workshop on “Electron Spin Science & Technology: Biological and Materials Science 
Oriented Applications” (2nd AWEST 2014), Awaji Yumebutai International Conference Center, the Awaji Island, 
Hyogo, Japan, June 15-17, 2014 

2. The 1st Awaji International Workshop on “Electron Spin Science & Technology: Biological and Materials Science 
Oriented Applications” (1st AWEST 2013), Awaji Yumebutai International Conference Center, the Awaji Island, 
Hyogo, Japan, June 16-18, 2013 

 
3-2: - WS  

 
 

3-3:  
2015 1 2  
2014 2 8  
2013 1 6  
2012 0 5  
2011 3 2  
2010 2 1  
 

4:  
 

 
5:  

 
 

6:  
 

1. B 2015-2017  
2. 

2010-2011  
 

 
1. 

2014  
2. Crystal structure of Ga-substituted Ferredoxin and its interaction sites for Photosystem I and 

Ferredoxin-NADP+ reductase
2013  

 
 

 

7-1: 2015  
1 1  
4 4  

0 0  
 

7-2: 2015  
2014 1 1 2 0  
2013 1 1 1 0  
2012 0 0 1 1  
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2011 0 0 2 1  
2010 0 0 2 1  
 

7-3: 2015  
0 0 4  0  

 
7-4: 2015  

 
 

8:  
( , ) 

  
9: ( )  

1. BKC 5 2013 12 24  
 
 

10-1:  
 

 
10-2:  

 
 

11-1:  
 

 
11-2:  

 
 

12:  
 

 
13:  

 
 

14-1:  
 

 
14-2:  

 

15:  
 

 
16:  

1. 8
 

2. 27  
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10-15  
 

1. Abe J., Hiyama T.B., Mukaiyama A., Son S., Mori T., Saito S., Osako M., Wolanin J., Yamashita E., Kondo T., 
Akiyama S., Circadian rhythms. Atomic-scale origins of slowness in the cyanobacterial circadian clock. Science 349, 
312-316, 2015. 

2. Yano N., Muramoto K., Mochizuki M., Shinzawa-Itoh K., Yamashita E., Yoshikawa S., Tsukihara T., X-ray 
structure of cyanide-bound bovine heart cytochrome c oxidase in the fully oxidized state at 2.0 Å resolution. Acta 
Cryst. F71, 726-730, 2015. 

3. Tsutsui H., Jinno Y., Shoda K., Tomita A., Matsuda M., Yamashita E., Katayama H., Nakagawa A., Miyawaki A., A 
diffraction-quality protein crystal processed as an autophagic cargo. Mol. Cell 58, 186-193, 2015. 

4. Song J., Kose S., Watanabe A., Son S.Y., Choi S., Hong H., Yamashita E., Park I.Y., Imamoto N., Lee S.J., 
Structural and functional analysis of Hikeshi, a new nuclear transport receptor of Hsp70s. Acta Cryst. D71 473-483, 
2015. 

5. Shimamoto Y., Hattori Y., Kobayashi K., Teruya K., Sanjoh A., Nakagawa A., Yamashita E., Akaji K., Fused-ring 
structure of decahydroisoquinolin as a novel scaffold for SARS 3CL protease inhibitors. Bioorg. Med. Chem. 23, 
876-890, 2015. 

6. Hasan S. S., Proctor E. A., Yamashita E., Dokholyan N. V., Cramer W. A., Traffic within the Cytochrome b6f 
Lipoprotein Complex: Gating of the Quinone Portal. Biophys. J. 107, 1620-1628, 2014. 

7. Hirata K, Shinzawa-Itoh K, Yano N, Takemura S, Kato K, Hatanaka M, Muramoto K, Kawahara T, Tsukihara T, 
Yamashita E, Tono K, Ueno G, Hikima T, Murakami H, Inubushi Y, Yabashi M, Ishikawa T, Yamamoto M, Ogura T, 
Sugimoto H, Shen JR, Yoshikawa S, Ago H. Determination of damage-free crystal structure of an X-ray-sensitive 
protein using an XFEL. Nat. Methods., 11, 734-736, 2014. 

8. Choi S., Yamashita E., Yasuhara N., Song J., Son S.Y., Won Y.H., Hong H.R., Shin Y.S., Sekimoto T., Park I.Y., 
Yoneda Y., Lee S.J. Structural basis for the selective nuclear import of the C2H2 zinc-finger protein Snail by 
importin β. Acta Cryst. D70, 1050-1060, 2014. 

9. Takeshita K., Sakata S., Yamashita E., Fujiwara Y., Kawanabe A., Kurokawa T., Okochi Y., Matsuda M., Narita H., 
Okamura Y., Nakagawa A. X-ray crystal structure of voltage-gated proton channel. Nat Struct. Mol. Biol., 21, 352–
357, 2014. 

10. Sasanuma H., Tawaramoto M. S., Lao J. P., Hosaka H., Sanda E., Suzuki M., Yamashita E., Hunter N., Shinohara M., 
Nakagawa A., Shinohara A. A new protein complex promoting the assembly of Rad51 filaments. Nat. Commun., 4, 
1676, 2013. 

11. Hasan S. S., Stofleth J. T., Yamashita E., Cramer W. A. Lipid-induced conformational changes within the 
cytochrome b6f complex of oxygenic photosynthesis. Biochemistry., 52, 2649-2654, 2013. 

12. Hasan S. S., Yamashita E., Baniulis D., Cramer W. A. Quinone-dependent proton transfer pathways in the 
photosynthetic cytochrome b6f complex. Proc. Natl. Acad. Sci. USA., 110, 4297-4302, 2013. 

13. Zakharov S. D., Sharma O., Zhalnina M. V., Yamashita E., Cramer W. A. Pathways of colicin import: utilization of 
BtuB, OmpF porin and the TolC drug-export protein. Biochem. Soc. Trans., 40, 1463-1468, 2012. 

14. Harada K., Yamashita E., Nakagawa A., Miyafusa T., Tsumoto K., Ueno T., Toyama Y., Takeda S. Crystal structure 
of the C-terminal domain of Mu phage central spike and functions of bound calcium ion. Biochim. Biophys. Acta., 
1834, 284-291, 2013. 

15. Takesita K., Tezuka T., Isozaki Y., Yamashita E., Suzuki M., Kim M., Yamanashi Y., Yamamoto T., Nakagawa A. 
Structural flexibility regulates phosphopeptide-binding activity of the tyrosine kinase binding domain of Cbl-c. J. 
Biochem., 152, 487-495, 2012. 

16. Song J., Hong H., Choi S., Lee Y. H., Yamashita E., Bae S. C., Park I. Y., Lee S. J. Crystallization and preliminary 
X-ray crystallographic study of the human MST2 SARAH domain. Acta Cryst. F67, 1403-1405, 2011. 

17. Hasan S. S., Yamashita E., Ryan C. M., Whitelegge J. P., Cramer W. A. Conservation of Lipid Functions in 
Cytochrome bc Complexes. J. Mol. Biol. 414, 145-162, 2011. 

18. Yamashita E., Nakagawa A., Takahashi J., Tsunoda K.I., Yamada S., Takeda S. The host-binding domain of the P2 
phage tail spike reveals a trimeric iron-binding structure. Acta Cryst. F67, 837-841, 2011. 

19. Suga M., Yano N., Muramoto K., Shinzawa-Itoh K., Maeda T., Yamashita E., Tsukihara T., Yoshikawa S. 
Distinguishing between Cl(-) and O(2)(2-) as the bridging element between Fe(3+) and Cu(2+) in resting-oxidized 
cytochrome c oxidase. Acta Cryst. D67, 742-744, 2011. 

20. Matsuda M., Takeshita K., Kurokawa T., Sakata S., Suzuki M., Yamashita E., Okamura Y., Nakagawa A. Crystal 
structure of the cytoplasmic PTEN-like region of Ci-VSP provides insight into substrate specificity and redox 
regulation of the phosphoinositide phosphatase activity. J. Biol. Chem. 286, 23368-23377, 2011. 

21. Takeshita K., Suetake I., Yamashita E., Suga M., Narita H., Nakagawa A., Tajima S. Structural insight into 
maintenance methylation by mouse DNA methyltransferase 1 (Dnmt1). Proc. Natl. Acad. Sci. USA. 108, 9055-9059, 
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2011. 

22. Muramoto K., Ohta K., Shinzawa-Itho K., Kanada K., Taniguchi M., Nabekura H., Yamashita E., Tsukihara T., 
Yoshikawa S. Bovine cytochrome c oxidase structures enable O2 reduction with minimization of reactive oxygens 
and provide a proton-pumping gate. Proc. Natl. Acad. Sci. USA. 107, 7740-7745, 2010. 

23. Ohta K,, Muramoto K., Shinzawa-Itoh K., Yamashita E., Yoshikawa S., Tsukihara T. X-ray structure of the 
NO-bound Cu(B) in bovine cytochrome c oxidase. Acta Cryst. F66, 251-253, 2010. 

 
 

1. T.Tsukihara, H.Aoyama, E.Yamashita, T.Tomizaki, H.Yamaguchi, K.Shinzawa-Itoh, R.Nakashima, R.Yaono and 
S.Yoshikawa,  Structures of Metal Sites of Oxidized Bovine Heart Cytochrome c Oxidase at 2.8 Å. Science, 269, 
1069-1074, 1995.  

2. T.Tsukihara, H.Aoyama, E.Yamashita, T.Tomizaki, H.Yamaguchi, K.Shinzawa-Itoh, R.Nakashima, R.Yaono and 
S.Yoshikawa.  The Whole Structure of the 13-Subunit Oxidized Cytochrome c Oxidase at 2.8 . Science, 272, 
1136-1144, 1996. 

3. Yoshikawa S., Shinzawa-Itoh K., Nakashima R., Yaono R., Yamashita E., Inoue N., Yao M., Fei M.J. Libeu C..P., 
Mizushima T. and Tsukihara T.  Redox-Coupled Crystal Structural Changes in Bovine Heart Cytochrome c Oxidase. 
Science, 280, 1723-1729, 1998. 

4. Murakami S., Nakashima R., Yamashita E. and Yamaguchi A.  Crystal structure of bacterial multidrug efflux 
transporter AcrB. Nature, 419, 587-593, 2002.  

5. Okada C., Yamashita E., Lee S.j., Shibata S., Katahira J., Nakagawa A., Yoneda Y., Tsukihara T. A high-resolution 
structure of pre-microRNA nuclear export machinery. Science 326, 1275-1279, 2009. 

 
10-15  

1. Hasan S. S., Baniulis D., Yamashita E., Zhalnina M. V., Zakharov S. D., Stofleth J. T., Cramer W. A. Methods for 
studying interactions of detergents and lipids with α-helical and β-barrel integral membrane proteins. Curr Protoc 
Protein Sci., 74, 2014. 

2. Hasan S. S., Yamashita E., Cramer W. A. Transmembrane signaling and assembly of the cytochrome b6f-lipidic 
charge transfer complex. Biochim Biophys Acta., 1827, 1295-1308, 2013. 

3. Cramer W. A., Hasan S. S., Yamashita E. The Q cycle of chtochrome bc complexes: A structure perspective. 
Biochim Biophys Acta., 1807, 788-802, 2011 

4. Lee S. J., Jiko C., Yamashita E., Tsukihara T. Selective nuclear export mechanism of small RNAs. Curr. Opin, 
Struc. Biol., 21, 101-108, 2011 

10-15  

10-15  
1. Cramer, W. A, D. Baniulis, E. Yamashita, H. Zhang, A.I. Zatsman, M.P. Hendrich. 2008. Structure, 

spectroscopy, and function of the cytochrome b6f complex: heme cn and n-side electron and proton transfer 
reactions; in Photosynthetic Protein Complexes. A Structural Approach (P. Fromme, ed.), Wiley-VCH, Weinheim; pp. 
155-179. 

 
 

26  
27  

 
10-15  

-  
 

 
 - WS  

  
  
  

 
 

2015 1 9  
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2014 3 16  
2013 1 7  
2012 0 8  
2011 7 10  
2010 6 24  
 

10-15  

10-15  

 

 
 

 
 

 
 

 

 

15  
3 1  
8 0  

0 0  

 
2014 4 1 8 0  
2013 2 1 8 0  
2012 6 1 6 0  
2011 2 0 2 0  
2010 5 0 4 1  
 

 
2 0 11  1  

 
 

2015 2  
2014 4  
2013 4  
2012 5  
2011 7  
2010 7  
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J. Synchrotron Rad., Acta Cryst. F 
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1. Yamada, M., and Sekiguchi, K., Disease-associated single amino acid mutation in the calf-1 domain of integrin 3 
leads to defects in its processing and cell surface expression. Biochem. Biophys. Res. Commun., 441, 988-993, 2013. 

2. Yamada, M., Mugnai, G., Serada, S., Yagi, Y., Naka, T., and Sekiguchi K., Substrate-attached materials are enriched 
with tetraspanins and are analogous to the structures associated with rear-end retraction in migrating cells. Cell Adh. 
Migr., 7, 304-314, 2013. 

3. Sato, Y., Shimono, C., Li, S., Nakano, I., Norioka, N., Sugiura, N., Kimata, K., Yamada, M., and Sekiguchi, K., 
Nephronectin binds to heparan sulfate proteoglycans via its MAM domain. Matrix Biol., 32, 188-195, 2013. 

4. Miyazaki, T., Futaki, S., Suemori, H., Taniguchi, T., Yamada, M., Kawasaki, M., Hayashi, M., Kumagai, H., 
Nakatsuji, N., Sekiguchi, K., and Kawase, E., Laminin E8 fragments support efficient adhesion and expansion of 
dissociated human pluripotent stem cells. Nat. Commun., 3, 1236, 2012. 

5. Koshimizu, H., Suzuki, S., Araki, T., Yamada, M., Kojima, M., and Hatanaka, H., BIT/SHPS-1 promotes 
antiapoptotic effect of BDNF on low potassium-induced cell death of cultured cerebellar granule neurons. Cell. Mol. 
Neurobiol., 31, 1027-1032, 2011. 

 
 

1. Yamada, M., Tamura, Y., Sanzen, N., Sato-Nishiuchi, R., Hasegawa, H., Ashman, L.K., Rubinstein, E., Yáñez-Mó, 
M., Sánchez-Madrid, F., and Sekiguchi K., Probing the interaction of tetraspanin CD151 with integrin 3 1 using a 
panel of monoclonal antibodies with distinct reactivities toward the CD151-integrin 3 1 complex. Biochem J., 415, 
417-427, 2008. 

2. Yamada, M., Sumida, Y., Fujibayashi, A., Fukaguchi, K., Sanzen, N., Nishiuchi, R., and Sekiguchi, K., The 
tetraspanin CD151 regulates cell morphology and intracellular signaling on laminin-511. FEBS J., 275, 3335-3351, 
2008. 

3. Yamada, M., Ikeuchi, T., and Hatanaka, H. The neurotrophic action and signalling of epidermal growth factor. Prog. 
Neurobiol., 51, 19-37, 1997. 

 
 

1. Yamada, M., and Sekiguchi, K., Molecular basis of laminin–integrin interactions. Curr. Top. Membr., in press, 
2015.

 
 

 
 

 
 

 
1. 2014  
2. The Gordon Guroff Memorial Lecture on Neuroactive Growth Factors, Yamada, M., National Institutes of Health, 

U.S.A., November, 2000, “Neurotrophin-induced Intracellular Signaling in Neuronal Cells” 
 

 
-

 
 

 - WS  
1. 

67
2015 6 30  

2. MCF-7
47 2015

5 15  
3. 
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49

2014 10 16  
 

 
2015 1 4  
2014 1 1  
2013 0 2  
2012 0 3  
2011 0 2  
2010 1 1  
 

 

 
 

 
 

 
 

1. C 2013-2015  
2. B 2013-2015

 
3. C 2010-2012  
4. B

2008-2010  
 

 
15  

0 0  
1 0  

0 0  
1   0  

 
 

2014 0 2 1 0  
2013 0 2 1 0  
2012 0 0 1 0  
2011 0 1 0 0  
2010 0 1 0 0  
 

 2015  
0 0 4  0  

 2015  
2015 0  
2014 0  
2013 0  
2012 0  
2011 0  
2010 0  
 

 
2009-  
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2008-  

2010-  
2012, 2014  

 
( )  

 

 
Journal of Biochemistry, Breast Cancer Research, International Journal of Biochemistry and Cell Biology, Journal of 
Neurochemistry, Neuroscience Letter, Journal of Neuroscience Research, Biochemical and Biophysical Research 
Communications, BMC Biology 
 

 
 

 
 

 
 

 
 

 
 

 
 

 
 

 
 

 
 

1. 
2011 11 30 -12 1  

 
 

 
RI  
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X
X

 
( PF)

 
 

2014-2015  
1. PF

Thermal shift assay

X
Fab  

 
2. PF PF 10

 
 

 
PF

X

PF
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– − 
 

1:  
1-1:  

1. Ishiyama N, Tanaka N, Abe K, Yang YJ, Abbas YM, Umitsu M, Nagar B, Bueler SA, Rubinstein JL, Takeichi M, 
Ikura M. An Autoinhibited Structure of α-catenin and Its Implications for Vinculin Recruitment to Adherens 
Junctions. J Biol Chem. 2013 May 31;288(22):15913-25. 

2. Yang Z, Xue B, Umitsu M, Ikura M, Muthuswamy SK, Neel BG. The signaling adapter Gab1 regulates cell 
polarity by acting as a PAR protein scaffold. Molecular Cell. 2012 Aug 10;47(3):469-83. 

 
1-2:  

1. Umitsu M, Nishimasu H, Noma A, Suzuki T, Ishitani R, Nureki O. Structural basis of AdoMet-dependent 
aminocarboxypropyl transfer reaction catalyzed by tRNA-wybutosine synthesizing enzyme, TYW2. Proc Natl 
Acad Sci U S A. 2009 Sep 15;106(37):15616-21.  

2. Morishita H*, Umitsu M*, Murata Y, Shibata N, Udaka K, Higuchi Y, Akutsu H, Yamaguchi T, Yagi T, Ikegami 
T. (*equal first authors) Structure of the cadherin-related neuronal receptor/protocadherin-alpha first extracellular 
cadherin domain reveals diversity across cadherin families. J Biol Chem. 2006 Nov 3;281(44):33650-63 

3. Umitsu M*, Morishita H*, Murata Y, Udaka K, Akutsu H, Yagi T, Ikegami T. (*equal first authors) 1H, 13C and 
15N resonance assignments of the first cadherin domain of Cadherin related neuronal receptor (CNR)/ 
Protocadherin alpha. J Biomol NMR. 2005 Apr;31(4):365-6. 

 
1-3:  

 
 

1-4:  
(2015) 

2015  pp183-189 
 

1-5:  
 

 
2:  

 
 

3:  
3-1: -  

  
 

3-2: - WS  
 

 
3-2a: ( )  

1. , , , 
( ) 2015 3  

2. , , , c-Met
( ) 2014 11  

3. Umitsu, M. Mihara, E. Fujii, Y. and Takagi, J. Efficient production of receptor ectodomains for structural analysis Cold    
Spring Harbor Laboratory Asia conference, ”MECHANISMS OF TRANSMEMBRANE SIGNALING” (Suzhou, Chine) 
October, 2014 

4. Umitsu, M., Zins, J., Seabrook, GM., Ishiyama, N., Muthswamy SK. and Ikura, M. Structural studies of multiple 
target recognition by human Scribble PDZ domains Gordon Research Conference "Cell contact & Adhesion" 
(West Dover, VT , U.S.A.) June, 2011 

5. Umitsu, M., Nishimasu, H., Noma, A., Suzuki, T., Ishitani, R. and Nureki, O. Structural basis of AdoMet-
dependent aminocarboxypropyl transfer reaction catalyzed by tRNA modification enzyme, TYW2. 23rd tRNA 
workshop (Aveiro, Portugal) January, 2010 
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3-3:  
2015 0 0  
2014 0 0  
2013 0 0  
2012 0 0  
2011 0 0  
2010 0 0  
 
 

4:  
 

 
5:  

 
 

6:  
( ) 

1. 2011 9 —2012 8   Scholar from The Terry Fox Foundation Strategic Training Initiative for EIRR21 at 
CIHR. (Canada): Structural and functional basis for Par complex remodeling in cell polarity establishment 

2. 2012 9 —2013 6    :Par
 

 

- - 
7-1: 2015  

0 0  
0 0  

0 0  
 
 7-2:2015  
2014 2 0 3 1  
2013 2 0 3 1  
2012 2 0 3 0  
2011 2 0 3 0  
2010 1 0 3 0  
 
 7-3: 2015  

2 0 5  0  
 
 7-4: 2015  
2015 3  
2014 3  
2013 5  
2012 2  
2011 6  
2010 3  
 
 

8:  
 

 
9: ( )  
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- - 
10-1:  

 
 

10-2:  
 

 
11-1:  

 
 

11-2:  
 

 
12:  

 
 

13:  
 

 
14-1:  

 
 

14-2:  
 

 
– - 

15:  
 

 
16:  
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.  
 

 
 

M DNA  
 

 
DSB DNA DNA

G1 S G2 M

DNA

DNA
DNA

 
XRCC4 DSB

M
M

 
 

2014-2015  
1. XRCC4 M DSB

M
M

DNA DNA ligase IV
XRCC4 CDK1 Plk1 M

M

XRCC4
Plk1

DSB  
 
2. CRISPR/Cas9 DSB DSB

HPRT 6
CRISPR/Cas9

DSB HPRT DSB
DSB M

DSB
  

 
3. CRISPR/Cas9  
CRISPR/Cas9 DSB

cDNA HCT116 TK6
 

 
 

XRCC4 CDK1
XRCC4 Plk1 CRISPR/Cas9

DSB Plk1
CRISPR/Cas9 DSB M
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1:  
1-1:  

1. Terasawa M, Shinohara A, Shinohara M., Canonical Non-homologous End Joining in Mitosis Induces Genome 
Instability and Is Suppressed by M-phase-specific Phosphorylation of XRCC4. PLOS Genet. 10, e1004563, 2014 

2. Matsuzaki K, Terasawa M, Iwasaki D, Higashide M, Shinohara M., Cyclin-dependent kinase-dependent 
phosphorylation of Lif1 and Sae2 controls imprecise nonhomologous end joining accompanied by double-strand 
break resection. Genes Cells 17, 473-93, 2012 

3. Toya M, Terasawa M, Nagata K, Iida Y, Sugimoto A., A kinase-independent role for Aurora A in the assembly of 
mitotic spindle microtubules in Caenorhabditis elegans embryos. Nat. Cell Biol. 13, 708-14, 2011 

4. Terasawa M, Toya M, Motegi F, Mana M, Nakamura K, Sugimoto A., Caenorhabditis elegans ortholog of the 
p24/p22 subunit, DNC-3, is essential for the formation of the dynactin complex by bridging DNC-1/p150(Glued) 
and DNC-2/dynamitin. Genes Cells 15, 1145-57, 2010 

 
1-2:  

1. Terasawa M, Shinohara A, Shinohara M., Canonical Non-homologous End Joining in Mitosis Induces Genome 
Instability and Is Suppressed by M-phase-specific Phosphorylation of XRCC4. PLOS Genet. 10, e1004563, 2014 

2. Terasawa, M., Ogawa, H., Tsukamoto, Y., Shinohara, M., Shirahige, K., Kleckner, N. and Ogawa, T. Meiotic 
recombination-related DNA synthesis: implications for crossover and non-crossover recombinant formation. Proc. 
Natl. Acad. Sci. U S A 104, 5965-5970, 2007   

3. Terasawa, M., Shinohara, A., Hotta, Y., Ogawa, H. and Ogawa, T. Localization of RecA-like recombination 
proteins on chromosomes of the lily at various meiotic stages. Genes Dev. 9, 925-934, 1995 

 
 

1-3:  
Terasawa M, Shinohara A, Shinohara, M., Double-strand break repair-adox: restoration of suppressed 
double-strand break repair during mitosis induces genomic instability Cancer Sci. in press  

 
1-4:  

 
 

1-5:  
 

 
2:  

 
 

3:  
3-1: -  

 
 

3-2: - WS  
1. XRCC4 M DNA

37 2014.11.25  
2. XRCC4 M

57 2014.10.2  
3. M DNA 22

DNA 2013.11.21  
4. M DNA

56 2013.10.20  
5. XRCC4 M

30 WS 11 2012.12.21  
6. CDK

83 2011.9.22  
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3-2a: WS  
1. Masahiro Terasawa, Akira Shinohara and Miki Shinohara, A coordination mechanism between chromosome 

segregation and regulations of DSB repair pathways during mitosis. 36 2013.12.3
 

2. Masahiro Terasawa, Akira Shinohara and Miki Shinohara, The functions of XRCC4 in chromosome segregation 
during mitosis. 35 2012.12.11  

3. Sae2 34
2011.12.15  

4. Xrcc4 S/G2
DNA 2011.10.26  

5. C. elegans γ
 2011.1.12  

 
3-3:  

2015 1 0  
2014 3 0  
2013 2 0  
2012 0 0  
2011 0 0  
2010 0 0  
 

4:  
 

 
5:  

 
 

6:  
 

1. C
2013-2015  

7-1: 2015  
0 0  
1 1  

4 0 0  
 

7-2: 2015  
2014 0 0 0 0  
2013 0 0 0 0  
2012 0 0 0 0  
2011 0 0 0 0  
2010 0 0 0 0  
 

7-3: 2015  
0 0 0  0  

 
7-4: 2015  
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8:  
 

 
9: ( )  

 
 
 

10-1:  
 

 
10-2:  

 
 

11-1:  
 

 
11-2:  

 
 

12:  
 

 
13:  

 
 

14-1:  
 

 
14-2:  

15:  
2012 2014  

 
16:  
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.  
 

 
 

 
 

 
 

 

 
2012

 
SPring-8 BL44XU  

 
2014-2015  

(1)       
    

  
  

(2) 10  
     

 
(3)  

  
(4)  

 
(5) SPring-8 BL44XU  

  
 

 

 

H-protein

LCLS  
(RDV)
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– - 
 

 

1-1  
1. Miyazaki N, Higashiura A, Higashiura T, Akita F, Hibino H, Omura T, Nakagawa A, Iwasaki K, Electron 

microscopic imaging revealed the flexible filamentous structure of the cell attachment protein P2 of Rice dwarf 
virus located around the icosahedral fivefold axes, J. Biochem., in press, 2015 

2. Yamamoto K, Higashiura A, Hossain MT, Yamada N, Shiotsuki T, Nakagawa A, Structural characterization of the 
catalytic site of a Nilaparvata lugens delta-class glutathione transferase., Arch. Biochem. Biophys., 566C, 36-42, 
2015 

3. Kobayashi H, Katsutani T, Hara Y, Motoyoshi N, Itagaki T, Akita F, Higashiura A, Yamada Y, Inokuchi N, Suzuki 
M., X-ray crystallographic structure of RNase Po1 that exhibits anti-tumor activity, Biol. Pharm. Bull., 37(6), 
968-978, 2014 

4. Higashiura A, Ohta K, Masaki M, Sato M, Inaka K, Tanaka H and Nakagawa A, High-resolution X-ray crystal 
structure of bovine H-protein using the high-pressure cryocooling method, J. Synchrotron Radiat., 20, 989-993, 
2013 

5. Yamamoto K, Suzuki M, Higashiura A and Nakagawa A, Three-dimensional structure of a Bombyx mori 
Omega-class glutathione transferase, Biochem Biophys Res Commun.. 438, 588-593, 2013 

6. Yamamoto K, Higashiura A, Suzuki M, Aritake K, Urade Y, Udome N and Nakagawa A, Crystal structure of a 
Bombyx mori Sigma-class glutathione transferase exhibiting prostaglandin E synthase activity, Biochim Biophys 
Acta., 1830(6), 3711-3718, 2013 

7. Yamamoto K, Usuda K, Kakuta Y, Kimura M, Higashiura A, Nakagawa A, Aso Y, Suzuki M, Structural basis for 
catalytic activity of a silkworm Delta-class glutathione transferase. Biochim. Biophys. Acta. 1820(10), 1469-1474, 
2013  

8. Akita F, Higashiura A, Shimizu T, Pu Y, Suzuki M, Uehara-Ichiki T, Sasaya T, Kanamaru S. Arisaka F, Tsukihara T, 
Nakagawa A, Omura T, Crystallographic analysis reveals octamerization of viroplasm matrix protein P9-1 of rice 
black streaked dwarf virus. J. Virol., 86(2), 746-756, 2012 

9. Akita F, Miyazaki N, Hibino H, Shimizu T, Higashiura A, Uehara-Ichiki T, Sasaya T, Tsukihara T, Nakagawa A, 
Iwasaki K, Omura T, Viroplasm matrix protein Pns9 from rice gall dwarf virus forms an octameric cylindrical 
structure. J. Gen. Virol., 92(Pt 9), 2214-2221, 2011 

10. Higashiura A, Kurakane T, Matsuda M, Suzuki M, Inaka K, Sato M, Kobayashi T, Tanaka T, Tanaka H, Fujiwara K, 
Nakagawa A, High-resolution X-ray crystal structure of bovine H-protein at 0.88 A resolution. Acta Crystallogr. D 
Biol. Crystallogr., 66(Pt 6), 698-708, 2010 

11. Miyazaki N, Wu B, Hagiwara K, Wang CY, Xing L, Hammar L, Higashiura A, Tsukihara T, Nakagawa A, Omura T, 
Cheng RH, The functional organization of the internal components of Rice dwarf virus. J. Biochem., 147(6), 
843-850, 2010 

 
1-2  

1. Miyazaki N, Higashiura A, Higashiura T, Akita F, Hibino H, Omura T, Nakagawa A, Iwasaki K, Electron microscopic 
imaging revealed the flexible filamentous structure of the cell attachment protein P2 of Rice dwarf virus located 
around the icosahedral fivefold axes, J. Biochem., in press, 2015 

2. Akita F, Higashiura A, Shimizu T, Pu Y, Suzuki M, Uehara-Ichiki T, Sasaya T, Kanamaru S. Arisaka F, Tsukihara T, 
Nakagawa A, Omura T, Crystallographic analysis reveals octamerization of viroplasm matrix protein P9-1 of rice 
black streaked dwarf virus. J. Virol., 86(2), 746-756, 2012 

3. Higashiura A, Kurakane T, Matsuda M, Suzuki M, Inaka K, Sato M, Kobayashi T, Tanaka T, Tanaka H, Fujiwara K, 
Nakagawa A, High-resolution X-ray crystal structure of bovine H-protein at 0.88 A resolution. Acta Crystallogr. D 
Biol. Crystallogr., 66(Pt 6), 698-708, 2010 

 
1-3  

 
 

1-4  
1. . ,    
  (2012) , 29 , 3 , 132-137 
2.Bovine H-protein 0.88 Å . , (2011)     
  , 53 , 5 , 332-338 
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1-5  
 

 

2  
 

 

3  
3-1  

 
 

3-2 WS  

 

3-2a  
 
1. SPring-8 BL44XU, Beamline Designed for Structure Analysis of Large Biological Macromolecular Assemblies

12th International Conference on Synchrotron Radiation Instrumentation 2015.07 New York 
2. 2014 11  
3. 

2013 10  
4. Approaches to coherent X-ray diffraction imaging of single virus particle using X-ray free-electron laser

2013 10  
5. High-resolution X-ray crystal structure of bovine H-protein using a high-pressure cryocooling method 4th 

International symposium on diffraction structural biology 2013.06 Nagoya  
4. Bovine H-protein 0.88 Å  

2010 12  
5. The high-pressure cryocooling for supramolecular crystals; in the case of Rice Dwarf Virus (RDV) The 10th 

conference of the Asian crystallographic Association 2010.11 Korea 
6. The ultra high-resolution X-ray structure of bovine H-protein at 0.79 Å; the crystals grown in microgravity 

environment, 3rd International symposium on diffraction structural biology 2010.05 France 
7. Pyrococcus furiosus

2010 3  
8. Bovine H-protein 2010 1  
 
 

3-3  
2015 0 2  
2014 0 7  
2013 2 4  
2012 0 3  
2011 0 2  
2010 0 0  
 

4  
 

 

5  
 

 

6  
 C X X PBCV1
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2015 2017  
 B

2015 2018  
 B

2012 2014  
 C

2012 2014  
 

 
1. X   

24 25  
 

– - 
7-1 2015  

0 0  
1 0  

0 0  
0 0  

 
7-2  

2015 0 0 1 0  
2014 0 0 2 0  
2013 0 0 1 0  
2012 0 0 1 0  
 

7-3 2015  
0 0 :3 0  

 
7-4 2015  

2015 0  
2014 0  
2013 0  
2012 0  
 

8  

 
 

9  
RSC SPring-8  2014 7 2014 12  

 

– - 
10-1  

 
 

10-2  
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11-1  
 

 

11-2  
 

 

12  
 

 

13  
 

 

14-01  
 

 

14-2  
 

 

– - 
15  

 
 

16  
SPring-8
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４．資料
４－１ 部局の平成 24 年度計画と達成状況評価（教育・研究・社会貢献）
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