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1P-03 (101-03)
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Heterogeneity of Gene Expression and Growth at the Single-Cell Level
OMikihiro Hashimotol . Reiko Okural . Sayo Akiyoshil, Yuichi Wakamoto2
1) Department of Basic Science, Graduate School of Arts and Sciences, The University of Tokyo,
3-8-1, Komaba, Meguro-Ku, Tokyo, JAPAN, 153-8902
2) Center for Complex Systems Biology, Graduate School of Arts and Sciences, The University of
Tokyo, 3-8-1,
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HAR D IUBRBEIZ 36 D ARMLTE O 15 L5 Sk
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1) &RK BT - WElSF, 2) MR)IK - SEEKFEEEN, 3) CEA, iBiTecS, France



1P-19

FEE Bacillus subtilis @ =1 K 2REREE DO fEMT
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1) Genetic Information Research Institute, 2) HKPE - Hraeim

1P-25 (1St-10)

T T N7 —L2DT—X & H = denovo ATV v KT® T VICET DG
O EEIG, HAHEA

MRASHXT 7 - TTIALA KT RRVA NS 7 I7 R



1P-26
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27 7 LBCHIIE SR % O T2 T AR O dBGE S LSRR AEAT A OB S - IR R B R G RR B HE R~ D5
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MRERER BERE IS BT DI8AEM 7 ) L OB ORI
OF WA 1, #AHEGE 2. FETEE 1

1) HRKRT - BRI, 2) RikASA A K

1P-41

An RNA-Guided Platform for the Genetic interaction Analysis involving essential genes in
E. coli K-12

OXiYang, Katsushi Yokoyama and Hirotada Mori

WBIIHR « NA AP A =X
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FRXET > b m BT K D KSR (B il pEUmo i [ VE oD B3
O'ﬁ HJ@%I\ 1, EP):I% St 2. *;K:F‘-v? 2. ﬁj"’BE;u

1) HRKRPE - BAREY 2) dER - ABR

1P-43 (102-03)

277 U7 168 rRNA #E s T Dl
ORI 1,2, BIRHKRR 1,2

1) HKPE - Hridlk, 2) FERNF - A7 mt X

1P-44 (102-04)

Efficient inference of recombination hot regions in bacterial genomes (FliE >/ A _EOFHFEFEHEL 2 D R
> MR N ERAVICHEE 3 2 FTHLFIE OB %)

OKoji Yaharal,2*, Xavier Didelot3 . M. Azim Ansari4, Samuel K. Sheppard2. and Daniel Falush5
1) Univ. Tokyo., 2) Swansea Univ., 3) Imperial College London., 4) Univ. Oxford,

5) Max Planck Institute, *Kurume Univ.
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2ndFind: a Web-Based Support Tool to Find Secondary Metabolite Biosynthetic Gene Cluster
Ol %, REPZRME
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EIERERE Cryptococcus liquefaciens strain N6 @ %7/ A4S & RNA-Seq (& & 2 #lifitH: o fig by
O, FHERE, SR, gk

HILKPE « AT
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1P-49

0157:H7 Sakai #RIZf#1E7 % non-coding RNA #29 Okt

OmiffA— 1, ZERER 1, SR 2, FEE 3, KB 4, 7l 75, BREE1
1) SCECK - B - Ay, 2) THEKR - FHE, 3) ENZERYYENTIEAT - MIEE 5 —50,

4) WBEEWK - FWETE. 5) KRICKPE - =
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SR IEME R E 0157 #R4F 5 non-coding RNA Esr41 @ in vitro fi##T

O AR 1, MHHEAER 1, FApREs 2, JHEEE 3, BIREE 2, ZHE— 1, MEERA 1 1
1) THEKR - FHZE, 2) SCEOK - B 3) YA - MEE

1P-51
KEGHE OHFE 1L - FB & RNA-seq fi#tT

O 1, Rk 2, WAL 3, Fam B 3, bt &6 1. HWAFE 1, THRES 4. & HH 2,4

1) RBREX - WBL 2) Bk « AWNEHR, 3) &HAEWNITERT. 4) BHE - St
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FEEE Sigl OHIENC I T 2 BERE DR

O B 1, B0k 2, ARER 1, 7 90E 1
1) HEKRPE - BT, 2) HEKR - B - 574EY

1P-55

Post-transcriptional regulation of Sinl/SinR/SlrR by degU in Bacillus subtilis
Abe K1, Sato T1, 2. and OOgura M3

1) Res. Center for Micronano Tech., Hosei Univ., 2) Frontier Biosci., Hosei Univ..

3) Inst.of Oceanic Res. and Development., Tokai Univ.
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OZRBIEN, 1558t
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1P-63 (1St-20)

> 7 7377 U7 Synechocystis sp. PCC6803 DR E k2B 59 2 BIE T OBREA ML ALHETICK
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1P-64

FRPEA N LA FIZEB 57 /2327 7 U 7 Synechocystis sp. PCC 6803 @7 4 &' UV — AFERRIZ
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1P-65 (1St-19)

Synechocystis sp. PCC6803 @ Lipid A 7 v AR —Z —REn 713t 2 b v Ak 54 2%
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Genome Footprinting (GeF-seq) revealed distinct binding specificities of ThfA and ThfB homomer and
heteromer in vivo

OOnuma Chumsakull, Kensuke Nakamura2, Naotake Ogasawaral, Shu Ishikawal,

Taku Oshimal,

1) Nara Institute of Science & Technology, 2) Maebashi Institute of Technology
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O EZ 1, HHEA 2, FiEd 1
1) BRRF, 2) KPR - B

2P-19

SepF X Z VU v 7V ZHIREICH & I E 5

Ol J&8 1, Ramona Duman2, Ilkay Celik3, Henrik Strahl3, Naotake Ogasawaral, Paulina
Troc2, Jan Lowea2 and Leendert W. Hamoen3
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ORMFENE 1,2, 0T 2 1, ¥ &1, &I 1,2

1) HORREKR - SR - 1A 2) CREST

2P-23

Identification of APC/CCdc20-regulated proteins at the metaphase-anaphase transition

OP. C. Tsail, K.Y. Chien2, S.C. Schuylerl

1) Dept. of Biomedical Sciences, Chang Gung Uni., Taiwan, 2) Molecular Medicine Research Center,
Dept. of Biochemistry and Molecular Biology, Chang Gung Uni., Taiwan
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