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This project aimed to study post-transcriptional regulation associated with RNA modifications
responsible for higher order biological processes. We found that piwi-interacting RNAs
(piRNA) expressed in mouse testis have 2’-O-methylation at their 3’ termini, and characterized
the methyltransferase responsible for this modification. Concerning mRNA modifications, we
took notice on inosines that are abundantly introduced in RNAs from human brain. We have
established a biochemical method, named “inosine chemical erasing (ICE)”, to directly identify
inosines on RNA strands. We have mapped more than 16,000 novel sites of inosines in human
brain transcriptome. Furthermore, we have started a project of genome-wide identification of
inosine sites by using the ICE-method combined with the deep sequencing (ICE-Seq).
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22nd International tRNA Workshop (77 45)
Genome-wide identification of genes responsible for
2-thiolation of 5-methoxycarbonylmethyl-2-thiouridine
(mcm5s2U) at wobble position of yeast tRNAs

Akiko Noma, Tsutomu Suzuki

2007411 A 1-6 H

22nd International tRNA Workshop (77 45)

TmcA catalyzes 4-acetylcytidine formation at wobble
position of bacterial tRNAMet

Yoshiho Ikeuchi, Sarin Chimnaronk, Min Yao, Isao
Tanaka and Tsutomu Suzuki

characterization of small

20074-11 H 20-22 H

o5 5 R ERS IR L 2w AR DT I (NACS2007) (B IT)
Aminoacyl-tRNA  surveillance by EF-Tu in
mammalian mitochondria.

Asuteka Nagao, Takeo Suzuki, Tsutomu Suzuki

20074-11 H 20-22 H
5 5 A [E B L o R YD 4 (NACS2007) (BUR)
Ligand-induced translation by the allosteric ribosome

bearing an aptamer-fused rRNA
Takeshi Yokoyama and Tsutomu Suzuki

2007 £ 12 A 11-15 H

%5 30 | A Ay T AW e 4 80 Bl H AL L
KRG FKE (BMB2007) (B ik

Small non-coding RNA D EHERHT TH.Z TE72b0
A il (invited)

2008 4E 1 H 28 H

WL RAEMBLT GCOE Lo RIWA [1HZF 2
(RHEH)

RNA |2 DN T—RETORRET 1T Iv 77
Wit

R fll(invited)

2008 4~ 6 H 1-5 H
56th ASMS
Spectrometry(Denver)
RNA mass spectrometry: a platform technology for
non-coding RNA research

Yuriko Sakaguchi, Hiroki Ueda, Takeo Suzuki,
Takayuki Katoh, Takeshi Seguchi, Kenjyo Miyauchi
and Tsutomu Suzuki

200846 H 4 H
RNA 70 747 I—T 47 2008(J#T)
“HrBLWRNA AFZEEIBUVR O TET
R fll(invited)

2008 4F 7 H 23-25 H

%5 10 [5] H A RNA 222 (FLIR)

R t(RNA 47 WAL OF ATV ASHRIT 2 E X T
RO RSB AR 2

T 88K

2008 4= 7 H 23-25 H

%5 10 [A] H A RNA 2242 (FLIR)
EEIELR 7 0~ "7 57 4—EIC L5 non-coding RNA
D4 H B HLEER S

BN, ]OBBEL T, SRR, SR b

2008 4F 7 H 23-25 H

%5 10 [A] H A RNA 2242 (FLIR)

~ 171 RNA HiBR{AIZ /LS~ Dicing #5021 E
T HIEEF —7 L miRNA O 3 FKERTE R ANFERIT
BRI ERT- BN BRREETS, SR il

2008 4F 7 H 23-25 H

%5 10 [A] H A RNA 2242 (FLIR)

KIGE 23S rRNA OMAEFIZEROBSGEIRY — A
RESLFFL D 40 L

R £ 8K

2008 /=7 H 28-8 J] 3 H

13th annual meeting of the RNA
(RNA2008)(Berlin)

Mass spectrometric identification of non-coding RNAs
in ribonucleoprotein complexes in yeast

Takayuki Ohira, Yuki Takeuchi, Yuriko Sakaguchi,
Hiroki Ueda, Takeo Suzuki and Tsutomu Suzuki

Conference on Mass

society



2008 £ 9 H 10 H

FAETZIREBETNAMIESTE 70 BIEFIE (R
)

RNA = ZAAZ AR — —HERENE RNA D EL 4%
MCRATEEHLD—

R fli(invited)

2008 10 H 22 H

2008 H EHTEF 22— P — T+ —TF L(HK)
RNA v AZZ b AN — —HEREME RNA O BT
WTRATEebD—

AR fil(invited)

2008 4= 12 H 10 H

Fem HANTAEMFR =L REE =E#
TH (PR F)

RNA B0 A A A EE 2B 3 2 WS (Biogenesis
and functions of RNA modifications)

AR fil(invited)

2008 #£ 12 A 12 H

% 31 A AT AW PRS- 5 81 H A AL LY
KA TRIRZ (BMB2008) (#77)

Mass spectrometric identification of non-coding RNAs
in ribonucleoprotein complexes; biochemical approach
to RNA-protein interactome™

gk fli(invited)

2009 4% 1 H 12-16 H
Gordon Reseach
editing(Galveston)
Large scale identification of A-to-1 editing sites in the
human brain transcriptome by the ICE method;
implication for modulatory effect of A-to-I editing on
translational repression mediated by miRNAs
Masayuki Sakurai, Takanori Yano, Shunpei Okada,
Hitomi Kawabata, Totai Mitsuyama, Hiroki Ueda and
Tsutomu Suzuki

2009 44 H 18 H

Experimental biology 2009(New Orleans)
Circular permutants of the ribosomes in the cell
Kei Kitahara, Tsutomu Suzuki

2009 4£ 7 H 27-29 H

% 11 [5] H A RNA Z22E2(H08)

HIZERERE t(RNA RITBRIEDHIEE SR ~D 1T
OEIRENHFER ORI b5

K@, gk f

2009 4£ 7 H 27-29 H

% 11 [5] H A RNA Z22E2(H08)

RNA R AL D FEFI R BTV R Y — DO AR
VBT

B[N NI )

2009 4E 7 H 27-29 A

% 11 [5] H A RNA Z22E2CHE)

AL MU FEIRIZ BT S Ato-l RNA =F 4T 427D
HEREfRIT

RBIEhd, SOFRE S, . B AR [ B, )R,

I

o

Conference for RNA

A

2009 =7 H 27-29 H

% 11 [ H A RNA 2 EE(H1HE)

KIGH RImKL 23S rRNA HZRIT5 2 fifHO R
AT WAL E DA G R A T 25 L WZ AT D
RNA EAil#E R THD

Satoshi Kimura, Yoshiho lkeuchi, Takeo Suzuki, Kei
Kitahara, Yuriko Sakaguchi and Tsutomu Suzuki

2009 47 H 27-29 H

% 11 [ H A RNA 2 EE(H1HE)

FEEMER A~ N T7 0 —& AW RNA O4
H B R L S A AR AT

ENGEE, K ORET, SAREER, 5K

2009 47 H 27-29 H

% 11 [ H A RNA 2 EE(H1HE)

A-to-1 RNA editing {245 miRNA K ZHIFIFRHIE D
A

RBpFEAC Y . B A, [ R, I B,
A

2009 4E 7 H 27-29 H

% 11 [ H A RNA FEEE(H1E)

ICE iEEW AR — o —E A B D ETE MR A
MM Sk RNA HHZE S DA 2 U ALERL O8O
WA, IR )IEE, e LR, R AL
B 2, B R ILAK R, 83K

2009 4E 7 H 27-29 H

% 11 [ H A RNA 2 EE(H1HE)
EMEBEWICBITS RNA ©F 540 7 A IETR
HEREmAT

BRRHE 2, I , RBP4, [ R S, eIk,
B BRI R, ERZEAE, SR B

200949 H 16 H

KAST B3 —, Bhet: RNA o—2~Hghet: RNA
DR S LI R B ~ (A1)

RNA D REHAEMENT T R 2 TE7=H D ~microRNA 25F
TDE R IR EA LR~

R Al (invited)

2009 410 A 23 H %5 82 [a] A AL ES (0
Py 7T =R 7 F 5 —

RNA O BT TR TEZb O

R Al (invited)

2009 4£ 10 A 21-24 H

% 82 [A] H AL FS (M)

VAANRI A AN — (2L A mMIRNADE#E T 07 711
> 7L miRNA OFRF A2 AL O 58 FL
WOMEL, ST [ ERZEA [ ENEE R
B, BEE , £ F— FEREZ SARER
A

200949 H 27-10 H1 H

EB LT R YT A (E L)

Precise analysis of modification status at various stage
of tRNA maturation in Saccharomyces cerevisiae



Takayuki Ohira, Kenjyo Miyauchi, Yuriko Sakaguchi,
Takeo Suzuki, Tsutomu Suzuki

2009411 H 6 H

Joint Symposium of the 5th Annual Meeting of OTS
and The 19th Antisense Symposium (£ i)

Direct analysis of small non-coding RNAs by mass
spectrometry

Tsutomu Suzuki(invited)

2009 /£ 12 H 9-12 H

% 32 Bl H AGy FAEY) P2 F 2 (Bik)

A landscape of A-to-l RNA editing in human
transcriptome: a hidden layer of gene expression
produced by qualitative information embedded in RNA
molecules

Tsutomu Suzuki, Hiroki Ueda, Takanori Yano, Shunpei
Okada, Hideki Terajima, Totai Mitsuyama, Atsushi
Toyoda, Asao Fujiyama, Hitomi Kawabata and
Masayuki Sakurai

2009 4512 A4 10 H

% 32 [\l 0 Ay A R F s (BIR)

The acetylation of 18S rRNA is an essential
modification to synthesize the small subunit of
eukaryotic ribosome

Satoshi Ito, Yu Akamatsu, Akiko Noma, Satoshi
Kimura, Yoshiho lkeuchi, Yoshikazu Tanaka, Kenjyo
Miyauchi, lsao Tanaka, Takeo Suzuki and Tsutomu
Suzuki

201041 H282H2H

The 23rd tRNA workshop (Aveiro)

Biogenesis of GIn-mt tRNAGIn in  human
mitochondria Asuteka Nagao, Takeo Suzuki,
Takayuki Katoh, Yuriko Sakaguchi and Tsutomu
Suzuki

20104F1 H 28-2 H2 H

The 23rd tRNA workshop (Aveiro)

Novel wobble modification in tRNAIlle responsible for
decoding AUA codon in archaeal species; convergent
evolution of the decoding system across domains of
life Satoshi Kimura,  Yoshiho  Ikeuchi,
Tomoyuki Numata, Daigo Nakamura, Takashi
Yokogawa, Kazuya Nishikawa, Takeshi Wada, Takeo
Suzuki and Tsutomu Suzuki

20104F1 H 28-2 H2 H

The 23rd tRNA workshop (Aveiro)

A landscape of tRNA modifications: complete
chemical structures of total 48 species of Escherichia
coli tRNAs determined by mass spectrometry

Kenjyo Miyauchi, Yuriko Sakaguchi, Takeo Suzuki
and Tsutomu Suzuki

20104F1 H 28-2 H2 H

The 23rd tRNA workshop (Aveiro)

Requirements  for in  vitro  formation  of
5-carboxymethylaminometyluridine at the wobble
position in Escherichia coli tRNAs

Takeo Suzuki, Tomoyuki Numata, Takuo Osawa and
Tsutomu Suzuki

201042 A 15 H

BRI % B L 72 Al £I7)—~microRNA %
FERY &L= 32 I - YRR D BRI I T~ (RR)

RNA OEEFRNTC R 2 TE7=H D ~microRNA 238
T B B S EIR ZE E AL A ~

R Al (invited)

() (GF 10 1)
[Iha RUT MES t(RNA DX YU ASHGKIE | #
Kl SRR MR T5% 2 A5 137-143 (2010)

[ ZAARZba AN —% AUz mIRNA OEEZ 07
TAVT IR OBBEA 83K 1 M aiE R
Vol. 8 (No. 5) 36-41 (2009)

B IS RAET 5 GLD-2 1285 3 KT 5 =1k
& MiRNA OEIR A2 ELHERE | IMEESAT, 85K
FEREZ: Vol. 27 (No. 11)7 H 5+, 1746-1750 (2009)

MRNA D1 ELAE i - i &8 Am - FE B I R A ) 42
ez REPFERL, [ A, PTPshts, snk i
BHE Mk B G HR) 12 AT S
2086-2091 (2009)

Ml 7 L siRNA OBCFIRRE INEERAT. BN
fEw, A i EMEEOKATR, v —T Ay —
HiAR (2009)

MR EAZ ISR LD RNA BERESIE I HEZ , R
fh AT (2 H5) (F5M4) Vol. 28 (No.2),
149-155 (2009)

IREGBE 250 RNATRH ) = NEEE . g5K I RNA
Eg/—b E (RNA O FEARFR BN SREAT T
5% C) (3£ 1:41) p17-20 (2008)

M B 5Mr k% AV Z RNABRGR 7L A3 R OfFET
RMES, 85K i1 RNA B/ — L (RNA DX
AL B SRR TR ET) (AL
p177-181 (2008)

[ %572 SIRNA DT YA L LI ~DE A | INEERA T
SR 1 RNA B —R T (VN F RNA Oftrns
5 RNAI ~DIG A ET) (£ 1) p99-102 (2008)

TRNA &Y A (it DFEE) | — Rk HERETE RNA
WroEm R —

IR/ N 5 S N NI NI 5 G A N P
% \ol.7(No.2) p79-84 (2007)

(PEEIA PEHE]
OHRERDL G2 1)

2% RNA DA ) 2 ACEML ORI 7k
FHE gk b, HURHEZ

HEFIZE © B RE

TRAH B

%5 HFE 2005-229335, PCT/JP2006/315581
HEFEAH - ERk 1748 A 8 H
EHAOR] : BN L OES



AR AEEER o~ b7 T 7 4 — 2 VT AR
5y O BB 1

FEHE gk M, EREE

HERIH R

T : FEAF

% : F¥iE 2005-224992, PCT/IP2006/315271
HEEA B PR 17428 A 3 H

EINS O ENE L OE S

OfusikdL Gt 141)

LB A Y aA 2 tRNAGRNAIR)D T A 2P
BREEHE(TIIS) & LTD mesl WIGFEED KR NE D
FHIF P 1815 1 (COG0037)

&Ly NI )

MR« RO

TS - FFEF

F5 . FEE 2003-329762

BS4FEAR 2244 H9A

EWA DR BN

(ZDfth)
R D= U
siExplorer: effective SsiRNA  design algorithm.
http://rna.chem.t.u-tokyo.ac.jp/cgi/siexplorer.htm

6. AFFERERR

(D) #rgefRas

S5 fb (SUZUKI TSUTOMU)
HRY: « R TR R - 2%
WF7esF = - 20292782


http://rna.chem.t.u-tokyo.ac.jp/cgi/siexplorer.htm

