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For Your Information
Language
Japanese (English is acceptable for the presentation and Q&A.)

Confidentiality
* Recording of the presentation materials or saving screen captures is prohibited without
the permission of the presenter.
* Do not share your Zoom conference ID and password with anyone else.

Invited talks
* Please check in your PC during a break immediately before your session starts (or before
Opening Remark for speakers of the Invited Talk Session 1).
* Presentation 25 minutes + Q&A 5 minutes.

Poster presentation (pp.17-19)

* Presentations will be held in the Zoom Breakout rooms using Share.

(Instructions on how to use the Zoom Breakout rooms are provided on pp.20-22)
The presentation format is free (slide show using PowerPoint, Keynote, poster, etc.)
Presentation materials should be prepared in English.

Poster presentations are divided into three sessions.

» In the first two sessions, poster presentations will be held in groups of four for 10
minutes plus 5 minutes for questions and answers.

» In the last session, presenters will be divided into the first half and the second half for
30 minutes each. You can move around and listen to the presentations except for
your own presentation time.

Groups of the poster presentation are described in p.18,19.

Others
* In this retreat, Slack is used for Q&A and information exchange to promote interaction
among participants. Details on how to use it are provided on pp.23-25.
* Please mute your microphone and turn off your camera when listening to the talk.
Please turn on the microphone when speaking and the camera if you are not concerned.
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Schedule

8:30
8:50-9:00

February 4th

ZOOM meeting open
Welcome & Opening Remark (Koichi Kato)

Invited Talk Session 1 (Chair: Masashi Tanimoto)

9:00-9:30

9:30-10:00

10:00-10:30

Keisuke YONEHARA

(Denmark * Nordic EMBL/Aarhus University/ DANDRITE)
“Visual motion processing: cell types, circuits, and computation
Tetsuya NAKAMURA (United States * Rutgers University)

“The genetic mechanisms of the fin-to-limb transition”
Yoshihisa HIROTA

(Shibaura Institute of Technology/University of Cincinnati)
“Research Study Abroad for a Corona Period
~Tips on research and life at University of Cincinnati~"

Invited Talk Session 2 (Chair: Takahiro Kosugi)

10:45-11:15

11:15-11:45

11:45-13:00

Daniel-Adriano Silva (United States - Neoleukin Therapeutics)
“De Novo Design of Therapeutics During the Pandemic”

Kenji MOCHIZUKI (China * Zhejiang University)

“Study on Water, in China”

Lunch

Invited Talk Session 3 (Chair: Hirokazu Ishii)

13:00-13:30

13:30-14:00

14:00-14:05

Makito MIYAZAKI (Kyoto University)

“In vitro reconstitution of cytoskeletal dynamics”

Hirotsugu HIRAMATSU (Taiwan + National Chiao Tung University)
“Development of LC-Raman system”

Group photo

Poster Presentation Session

14:10-14:15
14:15-15:15

15:15-15:30
15:30-16:30

Introduction
Session 1 (15 min x 4)

Break (Please move to the next group)
Session 2 (15 min x 4)

Session 3 (30 min x 2)

16:30-17:00
17:00-17:30

17:30-17:40
17:40-19:00

First group
Second group

Closing remark (Yasuhiro Go)
Free discussion
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Visual motion processing: cell types, circuits,
and computation

Keisuke Yonehara

DVM, PhD, Associate Professor, Group Leader
DANDRITE, Nordic EMBL, Aarhus University

keisuke.yonehara@dandrite.au.dk

Carrier history

2020- PRESTO researcher, DANDRITE, Aarhus University, Denmark
2015- Group leader/Associate professor, DANDRITE, Nordic EMBL, Department of Biomedicine,

Aarhus University, Aarhus, Denmark.

2009-2014 Postdoc, Friedrich Miescher Institute for Biomedical Research, Basel, Switzerland (Botond Roska

lab)

2003-2008 PhD in Molecular Neurobiology, The Graduate University for Advanced Studies [SOKENDAI],

Okazaki, Japan (Masaharu Noda lab)

1997-2003 BSc and DVM in Veterinary Medical Science, The University of Tokyo, Tokyo, Japan (Masugi

Nishihara lab)

Research background

Inferring the direction of image motion is a fundamental component of visual computation and essential for
visually guided behavior. In the retina, the direction of image motion is encoded in direction-selective retinal
ganglion cells. My research group aims to understand the structure, function, development, and disease of neural
circuits underlying retinal direction selectivity and how retinal motion signals impact central visual processing.

Message to young researchers

“Push your limits” by Botond Roska. “Thinking is hard work; that’s why few do it” by Albert Einstein.

References

[1] Synapse-specific direction selectivity in retinal bipolar cell axon terminals. Matsumoto A et al.,
bioRxiv, doi: https://doi.org/10.1101/2020.10.12.335810

[2] Binocular integration of retinal motion information underlies optic flow processing by the cortex. Rasmussen
NR, Matsumoto A, et al., Curr Biol, in press. bioRxiv, doi: https://doi.org/10.1101/2020.10.12.335810

[3] Rapid ‘multi-directed” cholinergic transmission at central synapses. Sethuramanujam S, Matsumoto A et al.,
Nat Commun, in press. bioRxiv, doi: https://doi.org/10.1101/2020.04.18.048330

[4] Contributions of Retinal Direction Selectivity to Central Visual Processing. Rasmussen R, Yonehara K (2020),
Curr Biol 30: PR897-R903.

[5] A segregated cortical stream for retinal direction selectivity. Rasmussen R, Matsumoto A et al., 2020, Nat
Commun 11: 831.

[6] Spatiotemporally Asymmetric Excitation Supports Mammalian Retinal Motion Sensitivity. Matsumoto A et al.,
2019, Curr Biol 29: 3277-3288.

[71 Congenital Nystagmus Gene FRMD?7 Is Necessary for Establishing a Neuronal Circuit Asymmetry for Direction
Selectivity. Yonehara K, Fiscella M et al., 2016, Neuron 89: 177-193. Best of Neuron 2016

[8] The first stage of cardinal direction selectivity is localized to the dendrites of retinal ganglion cells. Yonehara
K, Farrow K et al., 2013, Neuron 79: 1078-1085.

[9] Spatially asymmetric reorganization of inhibition establishes a motion-sensitive circuit. Yonehara K et al., 2011,

Nature 469: 407-410.

[10] Identification of retinal ganglion cells and their projections involved in central transmission of information about

upward and downward image motion. Yonehara K et al., 2009, PLoS One 4: 4320.
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The genetic mechanisms of the fin-to-limb
transition

Tetsuya Nakamura

Assistant professor
Department of Genetics, Rutgers the State University of New Jersey
nakamura@dls.rutgers.edu

Lab website: http://nakamuralab.com

Carrier history

2018-Present Assistant Professor, Rutgers the State University of New Jersey
2012-2017 Postdoctoral Researcher, University of Chicago
Supported by fellowships of JSPS, Uehara memorial foundation, and
Marine Biological Laboratory
2008-2012 Assistant Professor, Osaka University

2007-2008 Postdoctoral Scholar, Osaka University
Supported by JSPS fellowship

2002-2007 Graduate student, Osaka University
Supported by JSPS fellowship

Research background

During the water-to-land transition, a number of body structures were modified and new structures evolved as
can be seen such as in the skull, jaw, shoulder, lung, and appendages. Whereas these morphological changes are
central to the evolution of tetrapods, little research has been done to discern their developmental bases and
identify the contribution to the evolutionary mechanisms. Bridging functional genomics, embryology, and
comparative anatomy, we currently identify the genetic mechanisms underlying the appendage evolution from
fish to tetrapods, namely the fin-to-limb transition.

Message to young researchers

Of particular importance for young scientists is experiencing different scientific culture in US or Europe at least
for a couple of years. Although state-of-the-art equipment and technique are available in Japan, learning how to
conduct science in western countries would help you success as scientists. Just come to US or Europe and work
with many outstanding researchers. | promise that working abroad changes your life!

References

[1] Turner N, Mikalauskaite D, Barone K, Flaherty K, Senevirathne G, Adachi N, Shubin NH and Nakamura T.
The evolutionary origins and diversity of the neuromuscular system of paired appendages in batoids
Proc Biol Sci. 2019 Nov 6;286(1914):20191571.
[2] Nakamura T, Gerhke AR, Lemberg J, Szymaszek J, Shubin NH.
Digits and fin rays share common developmental histories.
Nature. 2016 Aug 17;537(7619):225-228.
[3] Nakamura T, Klomp J, Pieretti J., Schneider I.,Gerhke AR., Shubin NH.
Molecular mechanisms underlying the exceptional adaptations of batoid fins.
Proc Natl Acad Sci U S A. 2015 Dec 29;112(52):15940-5.
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Research Study Abroad for a Corona Period

~Tips on research and life at University of Cincinnati~

Yoshihisa Hirota Ph.D.
Position : Associate Professor (SIT), Visiting Scholar (UC)
Affiliation : Shibaura Institute of Technology (SIT)
University of Cincinnati (UC)
Email address : hirotay@shibaura-it.ac.jp (SIT)
hirotaya@ucmail.uc.edu (UC)

Carrier history

2004-2006 Undergraduate thesis research, Kobe Pharmaceutical University, Japan
2006-2008 Master thesis research, Kobe Pharmaceutical University Graduate School, Japan
2008-2010 Researcher, Production Technology Research Institute, Kyowa Kirin Co. Ltd
2010-2013 Doctoral thesis research, Kobe Pharmaceutical University Graduate School, Japan
2012-2013 Research Fellow DC2, Japan Society for the Promotion of Science, Japan
2013-2014 Research Fellow PD, Japan Society for the Promotion of Science, Japan
2013-2014 Postdoctoral Research Fellow, Kobe Pharmaceutical University, Japan
2013-2014 Special researcher, ERATO Murata Research Center for Lipid Active Structure Project
Osaka University, Japan
2014-2016 Assistant Professor, Faculty of Pharmacy, Suzuka University of Medical Sciences,
Japan
2016-2019 Assistant Professor (Tenure Track), Department of Bioscience and Engineering,
Shibaura Institute of Technology, Japan
2019-present Associate Professor (Principal Investigator), Department of Bioscience and Engineering,
Shibaura Institute of Technology, Japan
2019-2020 Visiting Lecturer, Division of Antiviral Chemotherapy, Center for Chronic Viral
Diseases, Kagoshima University, Japan
2020-2021 Visiting Scholar, College of Medicine, University of Cincinnati, U.S.A.

Research background

Molecular nutrition research with a focus on lipid-soluble vitamins (especially Vitamins K and D)
Physiological function analysis of GTP sensor PI5P4Kb

Message to young researchers

Thank you for your interest. | would like to share with you “How | decided to study abroad” and “What | enjoyed
and what | found difficult during Corona”. I will try to provide as much useful information as possible to young
researchers. If you have any questions, please feel free to contact me! I am looking forward to meeting you. To
the young researchers, “Enjoy your research”!

References (+: Co-first authors; *: Corresponding author)

[1] Nakagawa K., Hirota Y., Okano T., et al, Nature, 468, 117-121 (2010).

[2] Hirota Y., Okano T., et al, J. Biol. Chem., 288, 33071-33080 (2013).

[3] Hirota Y*. and Suhara Y#. Int. J. Mol. Sci., 20, pii: E3006 (2019).

[4] Yoshimura H*., Hirota Y*., Suhara Y., et al, Bioorg. Med. Chem. Lett., 30, 127059 (2020).
[5] Nishikawa M., Hirota Y., Sakaki T., et al, Sci. Rep., 10, 5677 (2020).

[6] Sato T*., Hirota Y*., Suhara Y., et al, J. Med. Chem., 64, in press (2021).

[7] Ikeda Y., Hirota Y., Sasaki AT., et al, J. Biochem., 169, in press (2021).
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De Novo Design of Therapeutics During the
Pandemic

Daniel Adriano Silva Manzano

V.P. Head of Research and Co-Founder
Neoleukin Therapeutics, Inc.
dadriano@neoleukin.com

Career history

2019-present. V.P. head of research & co-founder . Neoleukin Therapeutics, Inc., Seattle, WA, USA.

— Responsible for Neoleukin research programs; leading a research group of ~30 full time members.
2018-2019. Faculty. Acting instructor and translational investigator. Department of Biochemistry, Institute for
Protein Design,

University of Washington, Seattle, WA, USA.

— Development of the Neoleukin platform for the de novo design of cytokine mimics.

— Development of computational algorithms for the de novo design of protein interfaces.

Research background

2013-2018. Postdoctoral. Senior research fellow . Advisor: Dr. David Baker, University of Washington, Seattle,
WA, USA.

— High throughput design of de novo proteins.

— Design of protein-protein interfaces.

— Development of computational algorithms for de novo protein design.

2010-2013. Postdoctoral. Research associate. Advisor: Dr. Xuhui Huang, Hong Kong University of Science
and Technology, Hong

Kong SAR, Hong Kong.

— Fundamental mechanisms of transcription in the RNA Polymerase Il by multiscale computer simulations.

— Ligand binding mechanisms in periplasmic binding proteins by molecular dynamics simulations and Markov
State Models.

— Mechanisms of electron transfer in the photosynthetic complex Il by combining Molecular mechanics,
Quantum mechanics, and

Markov Models.

2006-2010. Undergraduate, Master and PhD. UNAM, Mexico City, Mexico :

— (Ph.D) Thesis: In silico characterization of the molecular basis of ligand binding in the periplasmic protein
LAO.

— (Master) Thesis: Computational redesign of the periplasmic protein LAO to bind non-natural ligands.

— (Bachelor) Thesis: The role of electrostatics in ligand binding by the periplasmic protein LAO.

Message to young researchers

“Be thoughtful, logical and persevere following your dreams.”
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biology, 10(8), €1003767. DOI: 10.1371/journal.pcbi.1003767

[20] Zhang, L., Silva, D. A., Zhang, H., Yue, A., Yan, Y., & Huang, X., Dynamic protein conformations preferentially
drive energy transfer along the active chain of the photosystem Il reaction centre (2014) . Nature
communications, 5. DOI: 10.1038/ncomms5170

[21] Yao, Y., Cui, R. Z., Bowman, G. R,, Silva, D. A., Sun, J., & Huang, X., Hierarchical Nystrém methods for
constructing Markov state models for conformational dynamics (2013). The Journal of chemical physics,
138(17), 174106. DOI: 10.1063/1.4802007

[22] Zhang L, Silva DA, Yan Y, Huang X. Force field development for cofactors in the photosystem 11 (2012). Journal
of Computational Chemistry. 33 (25), 1969-1980. DOI: 10.1002/jcc.23016

[23] Hong Y, Meng L, Chen S, Leung C, Da L, Faisal M, Silva DA, Liu J, Lam J, Huang X, Tang B. Monitoring and
Inhibition of Insulin Fibrillation by a Small Organic Fluorogen with Aggregation-Induced Emission
Characteristics (2012), Journal of the American Chemical Society, 134(3):1680-9. DOI: 10.1021/ja208720a

[24] Cui RZ, Silva DA, Song J, Bowman GR, Zhuang W, Huang X., Bridging the gap between optical spectroscopic
experiments and computer simulations for fast protein folding dynamics (2012), Current Physical Chemistry,
2(1): 45-58. DOI: 10.2174/1877946811202010045

[25] Silva D.A., Bowman GR, Sosa-Peinado A, and Huang X., A Role for Both Conformational Selection and Induced
Fit in Ligand Binding by the LAO Protein (2011). PLOS Computational Biology, 7(5):e1002054. DOI:
10.1371/journal.pchi.1002054

[26] Liu X, Bushnell DA, Silva D.A., Huang X, and Kornberg R.D., Initiation Complex Structure and Promoter
Proofreading (2011). Science, 333(6042):633-7. DOI: 10.1126/science.1206629

[27] Silva D.A., Dominguez-Ramirez L, Rojo-Dominguez A, and Sosa-Peinado A., Conformational dynamics of L-
lysine, L-arginine, L-ornithine binding protein reveals ligand-dependent plasticity (2011). Proteins, 79(7):2097-
2108. DOI: 10.1002/prot.23030

[28] Zhuang W, Cui RZ, Silva DA, and Huang X., Simulating the T-Jump- Triggered Unfolding Dynamics of trpzip2
Peptide and Its Time-Resolved IR and Two-Dimensional IR Signals Using the Markov State Model Approach
(2011). The Journal of Physical Chemistry B, 115(18):5415-5424. DOI: 10.1021/jp109592b

[29] Martinez-Becerra F, Silva DA, Dominguez-Ramirez L, Mendoza-Herndndez G, Lopez- Vidal Y, Soldevila G,
and Garcia-Zepeda EA., Analysis of the antimicrobial activities of a chemokine-derived peptide (CDAP-4) on
Pseudomonas aeruginosa (2007). Biochemical and Biophysical Research Communications, 355(2):352-358.
DOI: 10.1016/j.bbrc.2007.01.188

Book chapters:

* Equally-contributing first author

[1] SilvaD.A., Correia B.E. and Procko E., Motif-driven design of protein-protein interfaces. Methods in Molecular
Biology; Barry Stoddard and David Baker (Editors). Computational Design of Ligand Binding Proteins, pp.285-
304. DOI: 10.1007/978-1-4939-3569-7_17

[2] Da L.T.*, Sheong F.K.*, Silva D.A.* and Huang X. Application of Markov State Models to Simulate Long
Timescale Dynamics of Biological Macromolecules. Springer. Protein Conformational Dynamics. Springer
International Publishing, 2014. 29-66. . DOI: 10.1007/978-3-319-02970-2_2

[3] Sosa-Peinado A, Silva-Manzano D.A., Gonzélez-Andrade M., and Pérez-Hernandez G. Recent advances in
biophysical technigues to determine the dynamics of proteins in solution. Advances in Protein Physical
Chemistry; Garcia-Hernandez, E. and D. Alejandro Fernandez-Velasco (Editors). Research Signpost, Kerala,
India, 2008. ISBN: 978-81-7895-324-3
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Study on Water, in China
G Kenji Mochizuki
o

W ZJU 100 Young Professor
E Department of Chemistry, Zhejiang University, China
kenji_mochizuki@zju.edu.cn

Carrier history

KM has focused on the molecular mechanism of natural phenomena related to water and ice, using computer
simulations and statistical mechanics. He received his PhD from SOKENDAI in 2014, where he investigated
the trigger for homogeneous ice melting [1]. During his PhD, he spent six months in University of Cambridge
for collaborative research. He then became a research assistant professor at Okayama University, where he
worked on the influence of extreme confinement on the phase behavior of water [2]. In 2016, he stayed at Purdue
University for one year, where he tried an experimental approach, Raman-MCR, to elucidate the hydration shell
transformation around stimuli-sensitive polymers [3]. In 2017, he joined University of Utah as a JSSPS Overseas
Research Fellow, where he returned to a computer chemist and studied the promotion/inhibition of ice nucleation
by macromolecules [4][5]. After working as an assistant professor at Shinshu University for two and a half years
[6], he was promoted to a tenure-track professor at Zhejiang University in 2020.

Research background

Water/Ice is a unique material and has been a subject of broad interest across many natural science disciplines
and various industries (e.g., desalination and cryo-preservation). Ice exhibits an extraordinarily rich
polymorphism due to its three-dimensional hydrogen bond network. The hunt for new ice phases is still ongoing;
the latest one, ice XVI1II, was experimentally discovered in 2019 and computer simulations have predicted many
other potential ices. The dynamical mechanism of freezing/melting also remains to be studied, and computer
simulations are encouraged to provide insights into the microscopic aspects of ice/liquid nucleation, because of
its minute time and length scale. Furthermore, there is growing interest in how macromolecules, such as
antifreeze proteins, control nucleation/growth of ice, and how water changes its structural and dynamical
properties under nanoscale confinement, such as carbon nanotubes and metal-organic frameworks. Therefore,
although water has been studied for more than a century, our understanding of phase diagram and phase
transition dynamics of water is far from complete, so that there is still room for further research.

Message to young researchers

Daily tasks for a researcher, conducting experiments/simulations and writing papers, are the same in any country.
Thus, your scientific training as a PhD candidate or postdoctoral fellow enables you to work abroad, and there
should be more opportunities if you look around the world.

References

[1] K. Mochizuki, M. Matsumoto, I. Ohmine, Nature, 498, 350-354 (2013)

[2] K. Mochizuki, K. Koga, Proc. Natl. Acad. Sci. USA, 112, 8221-8226 (2015)

[3] K. Mochizuki, S. R. Pattenaude, D. Ben-Amotz, J. Am. Chem. Soc., 138, 9045-9048 (2016)
[4] K. Mochizuki, Y. Qiu, V. Molinero, J. Am. Chem. Soc., 139, 17003-17006 (2017)

[5] K. Mochizuki, V. Molinero, J. Am. Chem. Soc., 140, 4803-4811(2018)

[6] K. Mochizuki, J. Phys. Chem. B, 124, 9951-9957 (2020)
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In vitro reconstitution of cytoskeletal dynamics
Makito Miyazaki

Associate Professor

The Hakubi Center for Advanced Research & Department of Physics, Kyoto
University

miyazaki.makito.3s@kyoto-u.ac.jp

Carrier history

03/2011 Ph.D., Department of Physics, Kyoto University

04/2011 - 03/2015 Post-Doctoral Fellow, Department of Physics, Waseda University

04/2015 — 09/2017 Assistant Professor, Department of Physics, Waseda University

10/2017 — present  Associate Professor, The Hakubi Center for Advanced Research & Department of Physics,
Kyoto University

10/2018 — present  Invited Researcher, Institut Curie

12/2020 — present  PRESTO Researcher (Area: Supra-assembly of biomolecule)

Research background

The cytoskeleton is an essential intracellular structure that regulates various key functions of animal cells
including motility, division, and polarity establishment. Using an in vitro reconstitution approach, in
combination with single-molecule manipulation, live cell imaging, and physical modeling, our team aim to
understand the self-assembly mechanism of cytoskeletal networks and the regulatory mechanism of various
cellular functions controlled by the cytoskeleton.

Message to young researchers

I think the most important thing is to find fun in your daily work and enjoy doing experiments.
I would also recommend finding what you are good at in the early stage of your carrier.

References (* equal contribution, “corresponding author)

[1] R. Sakamoto*, M. Tanabe*, T. Hiraiwa, K. Suzuki, S. Ishiwata, Y. T. Maeda, and M. Miyazaki”, “Tug-of-war
between actomyosin-driven antagonistic forces determines the positioning symmetry in cell-sized
confinement”, Nat. Commun. 11, 3063 (2020).

[2] K. Suzuki, M. Miyazaki", J. Takagi, T. Itabashi, and S. Ishiwata, “Spatial confinement of active microtubule
networks induces large-scale rotational cytoplasmic flow”, Proc. Natl. Acad. Sci. USA 114, 2922-2927
(2017).

[3] M. Miyazaki, M. Chiba, H. Eguchi, T. Ohki, and S. Ishiwata", “Cell-sized spherical confinement induces the
spontaneous formation of contractile actomyosin rings in vitro”, Nat. Cell Biol. 17, 480-489 (2015).

[4] M. Chiba*, M. Miyazaki*, and S. Ishiwata”, “Quantitative analysis of the lamellarity of giant liposomes
prepared by the inverted emulsion method”, Biophys. J. 107, 346-354 (2014).
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Development of LC-Raman system
Hirotsugu HIRAMATSU

~ Assistant Professor
':.! Department of Applied Chemistry, National Chiao Tung University
hiramatu@nctu.edu.tw

Carrier history

2002.3 PhD (Chemistry), The University of Tokyo

2002.4 Postdoctoral fellow, Okazaki Institute for Integrative Bioscience

2005.9 Assistant Professor, Graduate School of Pharmaceutical Sciences, Tohoku University
2016.8 Assistant Professor, Department of Applied Chemistry, National Chiao Tung University

Research background

Dr Hiramatsu has the experience of structural chemistry and molecular spectroscopy. He received his PhD
degree with a dissertation entitled" development of infrared electroabsorption spectroscopy and its application
to molecular structures in liquids." He started applying vibrational spectroscopy to biomolecules, in particular
proteins, during a postdoc period. Since then, he has tackled to several problems on the protein structure and its
changes. Recent research efforts are directed toward elucidating the relationship between structure and
(dys)function of proteins and developing new applications of vibrational spectroscopy for biomolecules.

Message to young researchers

When | was a postdoctoral fellow at the Okazaki Institute for Integrative Bioscience in Yamate campus (2002-
2005), | wondered if 1 would be able to continue my research and what would happen to me in the future. |
remember strolling along the railway tracks of Meitetsu line on Saturday evenings with a vague sense of anxiety
in my heart. With the kind support of the professors, colleagues, and junior colleagues, fortunately, 1 have
continued my research until today. What | would like to say to myself at that time and to you today is that your
future is leading somewhere in any way. Note that there is no guarantee that the desired position will be favorable
as you imagine, and you may fit a place you arrive unexpectedly. To get success in your place (now and in the
future), please first hone your capabilities. That is to accumulate something within yourself to communicate to
others. Next, please consider the efficient way to deliver the information. This term is your outer surface and
includes logical explanations, foreign languages, and so on. Finally, please think about the factor of "luck." They
say this factor is always not controllable, but whether you judge a certain situation as "lucky" or not is subjective
and controllable. Please enjoy the daily life and your research while considering, worrying, and preparing for
the future.

References

[1] S. -H. Chen and H. Hiramatsu, J. Phys. Chem. B 123 (2019) 10663.

[2] Y. -H. Lo and H. Hiramatsu, Anal. Chem. 92 (2020) 14601.

[3] C. -I. Wen, C. -N. Yu, N. Thirumalaivasan and H. Hiramatsu, J. Raman Spectrosc. in press (2020)
[10.1002/JRS.6039]
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RRAZ—FKR (BERAREBDERDS)

Poster Presentation (Discussion Session for Young Researchers)

EFEPRE (KRERE. IRE. BIEA L) O-0D0ERDIHETT, "EFHRE DAL
ES5TSmLEEn,

This session is for young researchers (graduate students, post doctoral fellows, assistant
professors, etc.).

TLAOT I RIL—=LIZTITWES, L4777 bb—LDHA (p.21,22) %58,
Breakout rooms are used for this session. (See the details of breakout rooms p. 21,22)

Session1,2 TlE, EEZITRDONFENL—LABHLTLEINL, ZOMBDOHIZTFEL
W—=LIZBFHLTLEIV, INETICHEHE 1T EDEVWVSFOELRIMREL DX
maBEBLATLEI L,

Sessionl,2: Speakers talk in their assigned rooms and others discuss in the rooms they
want.

Session3 IZFTEREICOINTWET, 1-XX DERZIZFIHEISERD SN — L, 2-XX
DREREBIZBHFICROONIIV—LTHEEL LIV, BEEEIFEAILEICREL
TLEEET W, HEARZ —FEICTEZ S RMEEOFEZE VT, HREAAXROEZIEL TH

TSy,

Session3: This session is separated into two parts. Speakers 1-XX talk in their assigned
rooms at first half and speakers 2-XX talk in their assigned rooms at second half. Others
discuss in the rooms they want.

A& D Free discussion TIZEBICT LA T T bIL—L%EFE->TLEI L, IHIIXK
MLEEWHRERIELFVH > THERTLA 7 IL—LICBEHL T EEW, HERE
LE-WERIEHFVWESTTILA T ML—LICEBEL. REED EXCELLS & F &R
PRANDRFBICOIT-HRAARDELEWSGE LTHALTLIZI L,

After closing this retreat, we keep breakout rooms. We can discuss more in breakout rooms.
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Zoom DfEWLA (How to use Zoom)

JEREIE (Information)

BT SMBEHFERMLRETIAEL I W

Sign in to the Zoom meeting with the registered name.

Zoom ETHRREINTWVWEEEFZH LIS, SMBEFOFEEHERLI-OBICAEZET
AILXY, BHREFXF2UT 4 —DEEA D, AETEHRVWERAF TOAZEITEFFRAIL AW
HEnHY E9d, Zoom 7 FVELOZBEEDOTAaAvEs Yy oL, [REI ST
A74—] > [7A77ALERELET] ICEL L BRAOEEAAETT., vz
775 IS AROIE, BMESLEEANTETT, )

We accept to enter the meeting by matching your name on Zoom with the registered
name.

EFMREOHITRZDERICY)E, YZTHREOAHIZZEIORIC(S)ZDIFTLIEE
Lo BIZIE. TRHFREMY)] . BEILES)] £ LTLEIL, (Y)YDODOLWTWRWLWAIR
DITHRELHIMLET,

Young researchers: please attach (Y) to the last of your name.

Senior researchers: please attach (S) to the last of your name.

—EAEINEH ELIE. Zoom DEFREZVIMIET., hXTevA 72 T7ICLTLEE
W (BEERVWZCEIZ. BEBZIIORBREZITVLWET)

After you sign in the Zoom meeting, please keep the connection and turn off your camera
and microphone.

ok - FREIEEILELET,

Recording prohibited.

MEHND - 12355 1F. BEERKL (hi@nips.ac.jp, +81-564-59-5255) . % L < |Z Slack
D#help F v > FILE TITEIEL TS0,
If you have any problems, please contact to hi@nips.ac.jp or #help channel on Slack.

20


mailto:hi@nips.ac.jp
mailto:hi@nips.ac.jp

BRn{tH How to ask your questions

1. BRZB. Fyv b

[BR] & ZRALTEZE L,

After invited talks, please write "Question"” in the chat if you have a question.

2. ERMIEICERWEZLEY (BFAREDLLOOBEMZELELET) o T2— MRIRL

TZERBLCIZE W,

After the chair calls you (young researchers have priority), please unmute and ask your
guestion.

ZLAO 77 bIb—LIZD
v 54 v ECENOBEREY £7,

Breakout rooms allow you to split your Zoom meeting.

£

HHR

83838
gagag
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LvC What are Breakout Rooms?

B

:‘up 7A
BE8BAAR
Bil* BiN#E
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R388B88
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[ZVvA4 o277 v—L] DAY How to enter Breakout Rooms

TLAI9T7 I V—=L%EI )Y Y

'; ¥ ]
/ /N /

BINd 3EE%E.S Select the rooms you want to enter.

F LA 77 b —b-illiTE
w DA 2P RL—01 #40

: ”

< FLAFFPIRL—L2

pe

o

2

NP
N

A FFIRL—L3 L]

s

v TLATFI = L2 |
L]
RATDA vt FERE ~ FATDI—LEEALE

=

icd

(L4277 bFb—L4L] ORE How to leave Breakout Rooms

(W—=L7%&RHET S| 20y o

L—LEBHTS I

[FLAIT7 7 bV—LZRBET D] 27Uy s

2HICGHILTI-FVIEET

E-FAIRRE

TLAIFI ML —LERE

22



Slack Df#ELVA How to use Slack

A M)—=FTlE, SERTDER - XAERET B0, Zoom & 4T L T Slack %
BWEBRICECBERREAITWET, £7/-. BAERICH Slack XL FT DT, SHDE
RO ARDE=OICEOTFRLEE L,

In this retreat, we will use “Slack” in parallel with Zoom for Q&A and discussion. We will keep
a Slack group after the event, so please use it for future discussions and interactions.

https://excellsretreat2020.slack.com

&BF v R IDOEE What each channel is used for :
e #announce:HHDXT Y 21— ILETPERFIEICOWT, Zoom &EHTLTREZ Y
7HEET U RLET,

Staff will make announcements about the day's schedule and information in parallel
with Zoom.

o #help : Zoom DR b 7 7L Slack DRAEA L%, BRBICTERC IS W,
HBIERZy 7HERNEWLET,

Please feel free to ask questions about any troubles with Zoom or questions about
Slack. Our staff will be available on the day.

o #discussion : BIFEBEBCRIAX—t v aryoiRTH, AT EHEESZRLE-L
BEICBRBICIHZALEEI WL, BRPOEBERMIZ, Zoom OF v v bEgEEERL T

{7280y
If you want to continue the discussion after the invited talks or poster sessions, please

feel free to use this channel. If you have any questions during the presentation, please
use the Zoom chat function.
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Slack TIXEABTOX AL I b Ay —CHABETT, L YBHALAALZERE LE-WES
P, HRAMEROEHRZ ST O TFERLCEZSI L,

Slack also allows for direct messages between individuals. Please make use of this service
when you want to have more in-depth discussions about joint research.

¥ UMY —FYBIIRTRLTA ROy avaikEcEd L5, Zoom Y750 —
7HBAKRLTHY £9, Slack ¥° Zoom DEAF ¥ v f TEFLWEbDEO L, O ITERL
7=& W,

Also, on the day of the retreat, we will open Zoom sub-groups to continue the discussion after
the retreat. Please use it after inviting us through personal chat on Slack or Zoom.
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S ¥EEEIE Information -

Slack DFRTREIE, SMEFKDORZLERUICL TS L,

Please make sure that your Slack display name is the same as your name on the registration
form.

1. HED74a>%72 Y v 7 Click onthe icon in the upper right corner

2. Edit profile 2 Y v 2 Click on “Edit profile”
3. SIEFFDO K% % A Enter your name as you registered

>
» Active
©  Updste your status @
Set yoursalf ac away
L ] Pause notifications e

Edit profile
View profile
Preferences ",
Downloads ®wil
Sign out of FukuMDCK
i
Edit your profile %
Full name Profile photo

|:LI|| name

J
@ Unfortunately, you can't leave this blank. \
Display name @ K

Display name

This coubd be your first name, of a nickname — hewever you'd like peaple
ta refer bo you in Slack

Upload an Image
What | do 8

Remove photo

What | do

Let people know what you do at FuluMDCK.
Phone number
{123) 555-5555

Enter a phone number,

Time zone

(UTC+0%:00) Osaka, Sapporo, Tokyo -
Your current t ne. Used to send summary and notification emalls
feor tirnies in your activity feeds, and for reminders,

Cancel Save Changes
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Contact

AHE Hirokazu Ishii

Biophotonics Research Group, Exploratory Research Center on Life and
Living Systems (EXCELLS),

Division of Biophotonics, National Institute for Physiological Sciences
(concurrent),

National Institute of Natural Sciences

Higashiyama 5-1, Myodaiji, Okazaki 444-8787, JAPAN

hi@nips.ac.jp , +81-564-59-5255

HEEA

BHEM (RAH)  IEF (HEG) . BFEE (REH) . BEsMl (1IRAH)
LA (BAMH) . BEXIE (B4 G) . EREERE, FhRic, BRL. EREES.
BN

Organizers

Hirokazu Ishii (Nemoto Lab), Takahiro Kosugi (Koga group), Masashi Tanimoto (Higashijima
Lab), Taiga Takahashi (Nemoto Lab), Kei Yamamoto (Aoki Lab), Daiki Fukuhara (Okumura
group), Takaaki Sokabe, Shigenori Nonaka, Yasuhiro Go, Tadashi Sato, Tomoyo Isogai
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