2007/2/15

(International Workshop on Perspectives on
Stable Isotope Aided NMR Methods for Protein Structural

Analysis)

http://www.sailnmr.org/workshop/
SAIL

2007 3 30-31

GSC

A4 1
mm

kainosho@nmr.chem.metro-u.ac.jp

Peter Glntert

MS
A0 841 x 1189



International Workshop on Perspectives on Stable Isotope Aided NMR Methods for
Protein Structural Analysis

Masatsune Kainosho, Ichio Shimada?, Toshimichi Fujiwara®, Hideo Akutsu®,
Fuyuhiko Inagaki®, Yoshifumi Nishimura®, Peter Guintert®

'Graduate School of Science, Nagoya University, Furo-cho, Chikusa-ku,
Nagoya 464-8602, Japan
2Graduate School of Pharmaceutical Sciences, The University of Tokyo, Hongo,
Bunkyo-ku, Tokyo 113-0033, Japan
%Institute for Protein Research, Osaka University, 3-2 Yamadaoka, Suita 565-0871,
Japan
*Graduate School of Pharmaceutical Sciences, Hokkaido University, N-12, W-6, Kita-ku,
Sapporo 060-0812, Japan
*Yokohama City University, 1-7-22 Suehiro, Tsurumi, Yokohama 230-0045, Japan
®RIKEN Genomic Sciences Center, 1-7-22 Suehiro, Tsurumi, Yokohama 230-0045, Japan

We would like to invite you to participate in the International Workshop on Perspectives
on Stable Isotope Aided NMR Methods for Protein Structural Analysis, which will be
held at the Senri Life Science Center in Osaka on March 30-31, 2007. This workshop is
intended to solicit for advice and support from the biological NMR community to
develop the SAIL and related methods, in order to make them available to all of
us. Because of this specific task, we would be very glad if you will be able to emphasize
the importance of optimization of samples, especially their isotope labeling patterns, in
your presentations. Any advice along this line would be most welcome. The specific aims
of the Workshop are: (i) To explore advanced isotope-aided NMR methodology,
including SAIL and cell-free protein synthesis, for structural studies of larger proteins,
protein complexes, and membrane proteins. (ii) To extend optimal isotope labeling
methods to solid-state NMR, especially targeting membrane proteins. (iii) To develop
fully automated structural analysis of stable isotope labeled proteins. (iv) To discuss
applications of optimal isotope labeling for NMR investigations of ligand binding (drug
discovery). The workshop features lectures by eminent NMR spectroscopists, as well as
poster presentations and a panel discussion on Sample Optimization Methods for Protein
NMR. We are looking forward to meeting you at the International Workshop on
Perspectives on Stable Isotope Aided NMR Methods for Protein Structural Analysis in
Osaka.



Draft Program for the International Workshop on: “Perspectives on Stable Isotope Aided
NMR Methods for Protein Structural Analysis”

Date: March 30-31, 2007
Venue: Senri Bioscience Center, Osaka, Japan

Organizing Committee: Masatsune Kainosho (Nagoya Univ.), Ichio Shimada (Tokyo
Univ.), Toshimichi Fujiwara (PRI, Osaka Univ.), Hideo Akutsu (PRI, Osaka Univ.),
Fuyuhiko Inagaki (Hokkaido Univ.), Yoshifumi Nishimura (Yokohama City Univ.),
Peter Gintert (RIKEN)

All long talks will be 30 min including 5 min for discussion, except the keynote lecture

by Prof. Wiithrich, that will be allocated 10 more min. All short talks shown with * will
be 20 min including 5 min for discussion.

March 30, 2007 (Friday)

Opening remark (9:00-9:10)
Masatsune Kainosho (Nagoya Univ.)

Keynote Lecture (9:10-9:50)
Kurt Wathrich (Scripps, ETH): APSY-NMR- Present state and outlook

Session la- New Methodologies I (9:50-10:50):
Convener: Masatsune Kainosho (Nagoya Univ.)

Ad Bax (NIH) : High precision dipolar couplings on isotopically labeled proteins to
address the dyamics question

Peter Gintert (RIKEN): Automated protein structure determination with SAIL-FLYA

Session Ib- New Methodologies 11 (10:50-12:00):
Convener: Peter Guntert (RIKEN)

Martin Billeter (Goteborg Univ.): Analysis of NMR data from fast spectroscopy

Yutaka Ito* (Tokyo Metropolitan Univ.): Application of nonlinear sampling and
maximum entropy reconstruction to "difficult” protein samples

Shin-ichi Tate* (Hiroshima Univ.): Molecular alignment determination only using
orientation dependent TROSY shift changes

Lunch break 12:00-13:30 (poster presentation)

Session lla - Protein/Nucleic Acids Structure I (13:30-15:30)



Convener: Hideo Akutsu (Osaka Univ.)
Peter E. Wright (Scripps): Intrinsically disordered proteins: New challenges for NMR

Yoshifumi Nishimura (Yokohama City Univ.) NMR dynamics in the PhoB DNA-binding
domain and the intrinsically disordered domain of the neural repressor

Fuyuhiko Inagaki (Hokkaido Univ.): Structural basis on the inhibition of Crkll activity
by phosphorylation

Ichio Shimada (Tokyo Univ.): NMR study on protein-protein interactions using
paramagnetic probe

Coffee break 15:30-16:00 (poster presentation)

Session I1b - Protein/Nucleic Acids Structure 11 (16:00-18:00)
Convener: Fuyuhiko Inagaki (Hokkaido Univ.)

Juli Feigon (UCLA) Structural studies of RNA processing and modification

Masato Katahira* (Yokohama City Univ.): The structure of human telomeric DNA and
the interactions of hnRNP A1/hnRNP D proteins with telomeric DNA

Rolf Boelens (Univ. Utrecht): Structure and dynamics in gene regulation and DNA repair

Masahiro Shirakawa* (Kyoto Univ.): Structural studies of ubiquitin-like modifier
proteins

Chojiro Kojima* (NAIST): NMR structure of a protein complex beyond 25 kDa -
possibility and limitation of uniform labeling approach
March 31, 2007 (Saturday)

Session Il — Sample preparation/labeling (9:00-11:40)
Convener: Ichio Shimada (Tokyo Univ.)

Masatsune Kainosho (Nagoya Univ.): Perspective of further optimization for isotope
labeling methods in biological NMR spectroscopy

Mitsu Ikura(Toronto Univ.):Optimization of NMR samples for the investigation of
protein-protein complexes

Koichi Kato* (Nagoya City Univ.): Stable-isotope-assisted NMR analyses of post-
translational modifications



Gottfried Otting (Australian National Univ.): Protein samples for NMR: cell-free protein
synthesis and lanthanide labeling

John L. Markley (Univ. Wisconsin-Madison): Experience with a wheat germ cell-free
protein system for preparing labeled eukaryotic proteins for NMR analysis

Takanori Kigawa* (RIKEN) Cell-free protein synthesis for stable-isotope aided NMR
Lunch break 11:40-13:10 (poster presentation)

Session 111 - Membrane proteins solid/solution-state NMR (13:10-15:10)
Convener: Toshimichi Fujiwara (Osaka Univ.)

Stanley J. Opella (UCSD): Co-development of isotopic labeling schemes and pulse
sequences for structure determination of membrane proteins

Hartmut Oschkinat (FMP Berlin): Protein structure determination by MAS solid-state
NMR: application to fibrils and membrane proteins

Volker Dotsch (Frankfurt Univ.): Structure determination of integral membrane proteins
by NMR spectroscopy

Hideo Akutsu (Osaka Univ.): NMR Investigation of Energy Conversion Systems

Session IV — Protein-ligand/protein-protein interactions- Drug discovery (15:10-16:30)
Convener: Yoshifumi Nishimura (Yokohama City Univ.)

Gerhard Wagner (Harvard Medical School) Use of isotope labels in NMR-based drug
discovery

Christian Griesinger (MPI): New methods and applications for the study of protein ligand
interactions

Daisuke Kohda* (Kyushu Univ): Relaxation study reveals a dual-mode interaction
mechanism for mitochondrial presequence recognition by Tom20

Coffee break 16:30-17:00 (poster presentation)

Session V. Panel Discussion on Sample Optimization Methods (17:00-18:30)
Each one presents a short presentation (~10 min) to stimulate discussion
Convener: Kurt Withrich

Panelist: Opella, Oschkinat, Markley, Kainosho, Wagner, others.

Concluding Remark by Kurt Withrich



