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In eukaryotes, genomic DNA forms chromatin, which is ?enerally inhibitory
for transcription, replication, recombination, and repair. Structural versatility and dynamics of
chromatin are important to overcome such a chromatin barrier. To understand the mechanism by which
the chromatin architecture negotiates the genomic DNA activities, international collaboration is
very important. Therefore, the aim of this study is to create the international research network for

chromatin scientist. Eventually, the international partnership created in this study markedly
boosted the chromatin research.



DNA
DNA
1997
2005
2015
60
FRAP
FabLEM

2015 Robert Feulgen Prize
Society for Histochemistry

RNA 11

100

DNA

DNA

RNA

DNA

DNA

DNA



2015
Keystone Symposia Chromatin and
Epigenetics(C2)

Aaron Turkewitz
Live CLEM
Peter Fraser
Jessica Downs

2
Kerstin Bystricky

2
Nadine Vasstenhouw

4
2016
FabLEM 2016 2
William C.
Earnshaw
1 FabLEM
2016
Colorado
Chromatin Meeting
Luger
PIRE Program
Japan-Swiss Symposium, Chromatin
Structure and Dynamics
Cold Spring
Harbor Asia Conference, Chromatin,
Epigenetics & Transcription
1
Gordon

Research Conference, Chromatin Structure
& Function

Workshop on the

Molecular and Physical Biology of
Chromosomes

2017 Helmholtz Zentrum Miinchen
(HMGU)
HMGU-Japan Epigenetics and Chromatin
Symposium

13

"The Cell Nucleus in
Space and Time"

Chicago Turkewitz Sparvoli
Cold Spring Harbor
Cambridge 1
D
14 2)
3) 19
4) 5
4

1. Sparvoli D, Richardson E, OsakadaH, Lan X,
Iwamoto M, Bowman GR, Kontur C,
Bourland WA, Lynn DH, Pritchard JK,
Haraguchi T, Dacks JB, Turkewitz AP, (2018)
Remodeling the Specificity of an Endosomal
CORVET Tether Underlies Formation of
Regulated Secretory Vesiclesin the Ciliate
Tetrahymena thermophila. Curr Biol. 28,
697-710.

2. Ruppert JG, Samegjima K, Platani M, Molina O,
KimuraH, Jeyaprakash AA, Ohta S, Earnshaw
WC. (2018) HP1a targets the chromosomal
passenger complex for activation at
heterochromatin before mitotic entry. EMBO J.
37,e97677.

3. Parry AJ, Hoare M, Bihary D, Hansel-Hertsch
R, Smith S, Tomimatsu K, Mannion E, Smith
A, D'Santos P, Russell IA, Balasubramanian S,
Kimura H, Samarajiwa SA, Narita M. (2018)
NOTCH-mediated non-cell autonomous
regulation of chromatin structure during



senescence Nat Commun. 9, 1840.

4. Kaur H, Sparvoli D, Osakada H, Iwamoto M,
Haraguchi T, Turkewitz AP. (2017) An
endosomal syntaxin and the AP-3 complex are
required for formation and maturation of
candidate lysosome-related secretory
organelles (mucocysts) in Tetrahymena
thermophila. Mol Biol Cell. 28, 1551-1564.

53

1. Kurumizaka H., Nucleosome Remodeling and
Structure, INDO-JAPAN Conference (2018):
Epigenetics, Human Microbiomes and Disease,
Bose Institute, Kolkata, 2018 2

2. Kurumizaka H., Structural Biology of
Epigenetic Chromatin Regulation, 15th
Chinese Biophysics Congress, Shanghai,
Shanghai, 2017 11

3. Kurumizaka H., Structural biology of
chromatin: Towards the understanding of
epigenetics, Structural biology of
chromatin: Towards the understanding of
epigenetics, NIH, 2017 11

4. Kurumizaka H., Structural studies of
reconstituted chromatin units, HMGU-Japan
Epigenetics and Chromatin Symposium,
Helmholtz Zentrum Miinchen, GroBhadern,
Miinchen, 2017 9

5. Kimura H., Chromatin modification and
transcription dynamics in living cells, Max
Planck Institute of Molecular Cell Biology and
Genetics Seminar, ,2017 9

6. Kurumizaka H., Structural studies of the
nucleosome-nucleosome interaction, EMBO
CONFERENCE:The Nucleosome: From
Atoms to Genomes, Heidelberg, Germany,
2017 8

7. Hirano Y, Kinugasa Y, Asakawa H, Chikashige
Y, Obuse C, Haraguchi T, Hiraoka Y., Lem2 is
implicated in lipid metabolism in fisson yeast,
The Pleiotropic Nuclear Envelope, United
Kingdom, 2017 8

8. Kimura H., Chromatin modification dynamics
during cell differentiation, HMGU-Japan
Epigenetics and Chromatin Symposium,
Miinchen, 2017 7

9. Kurumizaka H., Structural studies of
reconstituted chromatin units, HMGU-Japan
Epigenetics and Chromatin Symposium,
Miinchen, 2017 7

10. Ohkawa Y., ChILT - an
Immunoprecipitation-free Epigenome
Profiling Technology, HMGU-Japan
Epigenetics and Chromatin Symposium,
Miinchen, 2017 7

11. Obuse C., Elucidation of heterochromatin
function through HP1 binding proteins,
HMGU-Japan Epigenetics and Chromatin
Symposium, Miinchen, 2017 7

12. Sado T., Defects in dosage compensation

impact global gene regulation in the mouse
trophoblast., HMGU-Japan Epigenetics and
Chromatin Symposium, Miinchen, 2017 7

13. Yamagata K., Targeted DNA methylation in
pericentromeres with genome editing-based
artificial DNA methyltransferase.
HMGU-Japan Epigenetics and Chromatin
Symposium, HMGU-Japan Epigenetics and
Chromatin Symposium, Miinchen, 2017 7

14. Miyamoto K., Roles of nuclear actin in
nuclear reprogramming and mouse embryonic
development. HMGU-Japan Epigenetics and
Chromatin Symposium, HMGU-Japan
Epigenetics and Chromatin Symposium,
Miinchen, 2017 7

15. Kono H., Role of tails in intra-nucleosome
and inter-nucleosomes HMGU-Japan
Epigenetics and Chromatin Symposium,
HMGU-Japan Epigenetics and Chromatin
Symposium, Miinchen, 2017 7

16. Harata M., Roles of histone- and
actin-families in the organization of chromatin
and the cell nucleus., HMGU-Japan
Epigenetics and Chromatin Symposium,
Miinchen, 2017 7

17. Saitoh N., Non-coding RNAs involved in
active chromatin domain in breast cancer.,
HMGU-Japan Epigenetics and Chromatin
Symposium, Miinchen, 2017 7

18. Arimura Y., Chromatin remodeler or histone
chaperone independent histone exchange
activity of histone variant H2A.B.,
HMGU-Japan Epigenetics and Chromatin
Symposium, Miinchen, 2017 7

19. Chigi Y., The 5’ region of Xist RNA has the
potential to associate with chromatin through
the A-repeat, HMGU-Japan Epigenetics and
Chromatin Symposium, Miinchen, 2017 7

20. Fujita R., Nucleosome destabilization and
histone exchange mediated by noncoding
RNA. HMGU-Japan Epigenetics and
Chromatin Symposium, HMGU-Japan
Epigenetics and Chromatin Symposium,
Miinchen, 2017 7

21. Harada A., Histone H3.3 sub-variant H3mm?7
is required for normal skeletal muscle
regeneration. HMGU-Japan Epigenetics and
Chromatin Symposium, HMGU-Japan
Epigenetics and Chromatin Symposium,
Miinchen, 2017 7

22. Hoida K., Quantification of methylated DNA
dynamics during duplication and
differentiation in single ES cell.,
HMGU-Japan Epigenetics and Chromatin
Symposium, Miinchen, 2017 7

23. Kobayashi W., Effect of histone variants and
histone modifications on the overlapping



dinucleosome., HMGU-Japan Epigenetics and
Chromatin Symposium, Miinchen, 2017 7

24. Koyama M., Biochemical and biophysical
analyses of S. pombe nucleosome.
HMGU-Japan Epigenetics and Chromatin
Symposium, HMGU-Japan Epigenetics and
Chromatin Symposium, Miinchen, 2017 7

25. Kuyjirai T., The nucleosome structures of
Marchantia polymorpha., HMGU-Japan
Epigenetics and Chromatin Symposium,
Miinchen, 2017 7

26. Morita K., Methylation of arginine 2 in
histone H3.3 is important for minor zygotic
genome activation in mouse pronuclear
embryos., HMGU-Japan Epigenetics and
Chromatin Symposium, Miinchen, 2017 7

27. Nakajima T., The defects in X-inactivation
caused by partially dysfunctional Xist allele.,
HMGU-Japan Epigenetics and Chromatin
Symposium, Miinchen, 2017 7

28. Sato Y., Transcription activation is regulated
by histone acetylation during
maternal-to-zygotic transition in zebrafish.,
HMGU-Japan Epigenetics and Chromatin
Symposium, Miinchen, 2017 7

29. Suzuki Y., Understanding of nuclear
assembly in mouse preimplantation embryo by
reconstitution approach., HMGU-Japan
Epigenetics and Chromatin Symposium,
Miinchen, 2017 7

30. Tachiwana H., Analysis of histone dynamics
using permeabilized cells and in vitro
reconstituted histone complexes.,
HMGU-Japan Epigenetics and Chromatin
Symposium, Miinchen, 2017 7

31. Takahashi D., Histone variant H2A.Z and the
cell cycle: its quantitative regulation and roles
in chromosome segregation., HMGU-Japan
Epigenetics and Chromatin Symposium,
Miinchen, 2017 7

32. Tokoro M., The possibility of infertility
caused by centromere dysfunction in
autoimmune disease patients, HMGU-Japan
Epigenetics and Chromatin Symposium,
Miinchen, 2017 7

33. Kurumizaka H., Structural studies for
epigenetic regulation of chromatin, Structural
studies for epigenetic regulation of chromatin,
U.Mass, 2017 5

34. Kurumizaka H., Chromatin contribution in
DNA repair, The 6th US-Japan DNA Repair
Meeting, Berkeley, 2017 5

35. Kimura H., Chromatin modification
dynamics during gene activation in living cells,
10th Berlin Summer Meeting, , 2017

5
36. Sato Y., Zygotic genome activation is

dynamically mediated by histone acetylation,
EMBO workshop "Awakening of the genome:
The maternal to zygotic transition", ,
2017 4
37. Kimura H., Chromatin modification
dynamics during gene activation in living cells,
4D Nucleome : The Cell Nucleus in Space and
Time, ,2017 4
38. Hiraoka Y., Chromatin-anchoring nuclear
membrane proteins in fission yeast,
Chromatin Structure and Dynamics,
Japan-Swiss Symposium, Switzerland, 2017
1
39. Sugasawa K., Interaction of DNA damage
recognition factors with the chromatin
structure, Chromatin Structure and
Dynamics, Japan-Swiss Symposium,
Switzerland, 2017 1
40. Harata M., Actin-histone cross talk in
chromatin and nuclear organization,
Chromatin Structure and Dynamics,
Japan-Swiss Symposium, Switzerland, 2017
1
41. Yamasaki S., Roles of nuclear actin in
transcription and DNA repair, Chromatin
Structure and Dynamics, Japan-Swiss
Symposium, Switzerland, 2017 |
42. Kurumizaka H., Structural studies for
functional chromatin, Chromatin Structure
and Dynamics, Japan-Swiss Symposium,
Switzerland, 2017 1
43, Arimura Y., A cancer-associated histone H2B
mutation, Chromatin Structure and
Dynamics, Japan-Swiss Symposium,
Switzerland, 2017 1
44. Koyama M., Biochemical and biophysical
analyses of the S. pombe nucleosome,
Chromatin Structure and Dynamics,
Japan-Swiss Symposium, Switzerland, 2017
1
45. Hiraoka Y., A framework of meiotic
chromosomes for homologous pairing, 2016
Workshop on the Molecular and Physical
Biology of Chromosomes, USA, 2016 9
46. Ohkawa Y., The selective incorporation of
histone H3 variants tunes the basal level of
transcription, Colorado Chromatin Meeting,
USA, 2016 8
47. Kono H., Role of histone H3 and H2A tails in
nucleosome stability, Colorado Chromatin
Meeting, USA, 2016 8
48. Harata M., H2A.Z and actin family proteins
in functional chromatin organization,
Colorado Chromatin Meeting, USA, 2016
8
49. Kimura H., Histone modification Dynamics
in living cells, Colorado Chromatin Meeting,
USA, 2016 8
50. Kurumizaka H., Structural versatility of
nucleosomes and chromatin dynamics,



Colorado Chromatin Meeting, USA, 2016
8

51. Horikoshi N, Sato K, Arimura Y, Taguchi H,
Oku H, Kusakabe M, Harata M, Kimura H,
Kurumizaka H., Structure and function of
nucleosomes containing H2A.Z, 2016 Cold
Spring Harbor Asia Conference, Chromatin,
Epigenetics & Transcription, China, 2016 5

52. Li Zhenhai, Kono H., Distinct roles of
histone H3 and H2A tails in nucleosome
stability, Gordon Research Conference,
Chromatin Structure & Function, Switzerland,
2016 5

53. Maehara K, Harada A, Ohkawa Y., Novel
Histone H3 Variant, H3mm?7, Regulates
Skeletal Muscle Differentiation, Keystone
Symposia, Chromatin and Epigenetics, USA,
2016 3

4

1. 2™ Japan-Swiss Symposium, Chromatin
Structure and Dynamics Switzerland,

2017 8

2. HMGU-Japan Epigenetics and Chromatin

Symposium, 2017
7

3. Japan-Swiss Symposium, Chromatin

Structure and Dynamics Switzerland,

2017 1
4. Colorado Chromatin Meeting,
2016 8

http://nucleosome.kyushu-u.ac. jp/index.
html

http://www. iam.u-tokyo.ac. jp/kurumizaka

lab/
@
KURUMIZAKA Hitoshi
80300870
@
KIMURA Hiroshi
30241392
A

OBUSE Chikashi

00273855

*

®

®

Q)

®

®

(10)

HARAGUCHI  Tokuko
ICT
20359079

YONEDA Yoshihiro

80191667

TOKUNAGA Makio

00192659

KONO Hidetoshi

40291918

SAITOH Noriko

40398235

OHKAWA  Yasuyuki

80448430

HARATA Masahiko

70218642



