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Arachidonic acid cascade negatively contributes to caffeine tolerance
via non-apoptotic pathway.
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Genome-wide analysis of protein-DNA interactions by in vivo genome
footprinting with high-throughput sequencing
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Science, Nara Institute of Science and Technology
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Post-transcriptional regulation of GevB, a conserved small RNA
regulator of amino acid metabolism
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1) Institute for Molecular Infection Biology, 2) Research Center of Infectious
Diseases, University of Wirzburg,
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A multi-omics approach to the re-annotation of the Bacillus subtilis
genome
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Centre for Bacterial Cell Biology,Institute of Cell and Molecular Biosciences,
Newcastle University, Professor
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Comprehensive 16S-based analysis of effect of probiotics on shaping
human gut microbiota
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Functional analysis of the Veg protein that stimulates biofilm formation in Bacillus
subtilis
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The antibiotic roseoflavin produced by Streptomyces davawensis reduces the
activity of AzoR from Escherichia coli
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Features of sub-seafloor ecosystem revealed through fine scale metagenomic
analyses
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Comprehensive 16S-based analysis of effect of probiotics on shaping human gut
microbiota

O Seok-Won Kim®,Kenshiro Oshima',Hidetoshi Morita? Wataru Suda®,Shinji Fukuda® Hiroshi
Ohno® Masahira Hattori*

1)Graguate School of Frontier Sciences, The University of Tokyo,2)Graduate School of Veterinary
Medicine, Azabu University,3)RCAI, RIKEN

BEABRARA IO\ —LBIETFOFEEH
FIRE' ABREH . RREEE . AHEX. 267 . 27 AHE FEEF’ RHBEF
1R KBz #easE. )M K &

TERAERERORIELFERILEMICLEFELIEDOETRT

OskIliEsRt &M MELE . KITET kABZ EaEEt

1) Bt KB &Fl

TIFBELICH LRIFAL CBIGERIGF RO BT

OmMELE. HEF%. 2AYC. KIEET. AILE AN, 2EEHRE®, KBS BLiiERS,
2)158%, ;2 mHE=t
DEIERFAZREGEEHER . )RR IEREKREREGE TSR, 3)ELEEEHICR.
HEAERERNKZREREEFRSHRE. 5)ELIERSHIH

r85 ) LBFIZEBFEEFREPOMEYBREREDREH

FIERE S, PHEEE. EEREES. FIERS EERBE. BATR i HuE®, e
DFEK. 2) &) AE. 3)NTEDNAMZER. 4)IL K. 5)EE/NAF4K

R AT ) LD Z KB E T RERFDIFEER

HEZ. MLEF

DEEEERY. 2)RMEAKXY
TEREDCHRNICRITT I3/ 0BOTOTH—LERT

O#%A —' . MBEEN . ZHSE' TEER

14t K €85

ONBRP (FLaFinA4A)y—RFaoxH k) 8B

NBRP-1 EBOETIVEREY BRI OMEEZZSNBRPER
hA KR WEREEF B L% THH'.EE #°. O2FEE?
NRRMHILKE, 2) KR K=

NBRP-2 XKEE HEFONIF)Y—X:
FaF A A)Y—RFTaTzHMNBRP)ETIVRILEY
Of= ks’
DEEGEFHER

NBRP-3 HAERE  MEYRRIZE TS5 AEE) YV —RXBE
OZRBESFF'. LEAE FLFE—'. RIBER2. EFEA"
DFERFERIBRER, ) EERMREMEREILIOC =7 VT HEEM

O F L ERRI—

TP-1 A29) 1A 0T —(¥)

TP-2 #)PFIR

TP-3 8 SR MmB T R A

TP-4 BHS5\17 (¥k)



OB TRE (125 TR

3810H (%) :13:00~19:00

3A11H(H):9:30(11:00) ~19:00

3812 (A):9:30~14:25

HESE &

FBRTFITA9ATF D%\ TAIIITERR) AILSFEER) A2 TAALGER) FHT /1A @) BR)FIAFTHA
IR PE—TFTORILNAAODS—FF). BR)FAR Ao3—F2ar)L BRIREI O CZ7UVSHFR). BRI
TFAORER) FR)BILV)1—av X EvYER). ZVa—5 A LER) . BR)A( X, 3((77"’]/EI°)—7C‘°)JV/ >
(5. Qgﬁ LSRR A4 Y— R A— M RBIRE . O 2 - F AT I AT 99 RAGHE). HIdeh
ETEMH)



	口頭発表10日
	口頭発表11日
	口頭発表12日
	poster

