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

Jun 18 (Wed) and 19 (Thu) 2014 at Nagoya University

1. Gl BEEIE & ENED By 2 Al Martin Billeter (Gothenburg University)
Lecture: Different aspects of projections and decompositions
Martin BILLETER (Gothenburg University)

2. WHES EAT MBI 5T — X2 45ENE Martin Billeter (Gothenburg University)
Workshop: Data decomposition of projection spectra
Martin BILLETER (Gothenburg University)

3. R T —F YTV T ORRGE L FERIE
Hari Arthanari (Harvard Medical School)
Lecture: Nus sampling schemes and reconstruction strategies
Hari ARTHANARI (Harvard Medical School)

4. WHEZ IST R 2k 2, HF—F—2 ¥ 7Y v 7 REREDE
Hari Arthanarl (Harvard Medical School)
Workshop: Design, code and reconstitute NUS experiments with IST NMR
Hari ARTHANARI (Harvard Medical School)

5. A—T=27 B F— (BEERE - REBAEEP 2 TER)
Opening remarks
Hidekazu HIROAKI (Graduate School of Pharmaceutical Sciences, Nagoya University)

6. BHSFEEH : ¥ /X7 NMR o RE HEEE B (A BRY - R A seRh)
Opening lecture: Perspective of protein NMR technologies
Masatsune KAINOSHO (Graduate School of Science Nagoya University)

7. FEEREDE  Bul7e & X7 NMR FENTIE Martin Billeter (Gothenburg University)
Key-note lecture: Fast protein NMR
Martin BILLETER (Gothenburg University)

8. IAFERE « X N H O NR TR 5 YT U TIEDIS R

Hari Arthanari (Harvard Medical School)
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Lecture: Practical aspects of non-uniform sampling and its application to protein spectroscopy
Hari ARTHANARI (Harvard Medical School)

(R | & EERE~D nonlinear & maximum entropy a2t v v 7 OinH
O P (EHIRZERA - (b2 —2R)
Applications of nonlinear sampling and maximum entropy reconstruction to problematic protein
samples
Yutaka ITO (Department of Chemistry Tokyo Metropolitan University)

AR ZHEEZ VT NMR SRR FH5 e gis (EERFH - b= — )
A NMR structure calculation algorithm based on Bayesian inference
Teppei IKEYA (Department of Chemistry, Tokyo Metropolitan University)

=TV T e AR N VAR OIS G
iR R (B FPEFERT - a2 T MR v 2 —)
An application of non-uniform sampling and spectral reconstruction
Kohsuke INOMATA (RIKEN Quantitative Biology Center )

VI, B NMR ~ DS H]
A By OREROREE: - 88 B EWTIERT)
"SIFT it quantitatively.” - solution- and solid-state NMR applications
Yoh MATSUKI (Institute for Protein Research, Osaka University)

SIFT {£IZ X A B &R NUS 7 — & WLEf

Poisson—gap FE¥)—H > 7 U o FIZ X D IRFEERE D S/N I L OUEE F5H
T E (BT A e - RIS 7 n 7 7 A4 U o 7iEk v 2 —)
Improved S/N and sensitivity of carbon detected spectra by Poisson-gap non-uniform sampling
Koh TAKEUCHI (Molecular Profiling Research Center for Drug Discovery, Molecular Profiling
Research Center for Drug Discovery)

SAIL{ER O —Y 7 U 7 K D mor 128 BVE O SLARE S AT
BN R (Al RR - R B E R
Structural analysis for large molecular protein by using SAIL method and non-uniform sampling
Yohei MIYANOIRI (Graduate School of Science, Nagoya University)

JREZRD DER &3 2 — BHERERE YT 78 -
b EA (BRTNLRY: - A EREIT SRR
What determines the sensitivity? -- the numbers of scans and sampling —
Takahisa IKEGAMI (Graduate School of Medical Life Science, Yokohama City University)

2R ITENMR A7~ VITE O B Eriks Kupce(T /W — XA A A )
New ways to record multi-dimensional NMR spectra
Eriks KUPCE (Bruker BioSpin K.K.)
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Organizers: Takahisa IKEGAMI (Graduate School of Medical Life Science, Yokohama City University)
Koh TAKEUCHI (Molecular Profiling Research Center for Drug Discovery,
Molecular Profiling Research Center for Drug Discovery)
Toshimichi FUJIWARA (Institute for Protein Research, Osaka University)
Yohei MIYANOIRI (Graduate School of Science, Nagoya University)



