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PosMed-plus: an information
system making the utmost use of
Arabidopsis knowledge to assist
molecular breeding of crops

Makita Yuko, Kobayashi
Norio, Iida Kei, Asano
Satomi (Matsushita),
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Akihiro, Ishii Manabu
Mochizuki Yoshiki,
Hanada Kousuke
Kawaguchi Shuji,
Kuromori Takashi, Seki
Motoaki, Shinozaki
Kazuo, Toyoda Tetsuro

20th International Conference on
Arabidopsis Research 2009
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ARTADEZ2. 0: A mathematical
integration of tiling array, CAGE
and sequence data to elucidate the
transcriptional system s dynamics
of Arabidopsis thaliana

Kawaguchi Shuji, Hanada
Kousuke, Iida Kei,
Mochizuki Yoshiki,
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Okamoto Masanori, Seki
Motoaki, Shinozaki
Kazuo, Toyoda Tetsuro

20th International Conference on
Arabidopsis Research 2009

2009/6/30-7-4

[
b
ip
B

10




Multiple alternative splicing
events in individual transcripts;
analyses using full-length cDNAs
and tiling arrays

lida Kei, Kawaguchi
Shuji, Hanada Kousuke,
Hukami-Kobayashi
Kaoru, Toyoda Atsushi,
Sakaki Yoshiyuki,
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Kazuo, Toyoda Tetsuro

20th International Conference on
Arabidopsis Research 2009
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Summary of international phenome
integration meeting
RIKEN/InterPhenome/CASIMIR, July
12-13, 2009, Kyoto Japan

Masuya Hiroshi, John
Hancock, Paul
Schofield, Joel
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23rd International Mammalian
Genome Conference
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OmicBrowse: a Flash—based
high-performance graphics
interface for genomic resources

Matsushima Akihiro,
Kobayashi Norio,
Mochizuki Yoshiki,
Ishii Manabu, Kawaguchi
Shuji, Endo Takaho
Umetsu Ryo, Makita
Yuko, Toyoda Tetsuro

Nucleic Acids Research

2009 4F 5 H
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PosMed-plus: an Intelligent
Search Engine that Inferentially
Integrates Cross—species
Information Resources for
Molecular Breeding of Plants

Makita Yuko, Kobayashi
Norio, Mochizuki
Yoshiki, Yoshida Yuko,
Asano (Matsushita)
Satomi, Heida Naohiko,
Deshpande Mrinalini,
Bhatia Rinki,
Matsushima Akihiro
Ishii Manabu, Kawaguchi
Shuji, Iida Kei, Hanada
Kousuke, Kuromori
Takashi, Seki Motoaki,
Shinozaki Kazuo, Toyoda
Tetsuro

Plant and Cell Physiology

2009 4% 6 H
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Transcriptome analyses revealed
diverse expression changes in agol
and hyll Arabidopsis mutants

Kurihara Yukio,
Kaminuma Eri, Matsui
Akihiro, Kawashima
Makiko, Tanaka Maho,
Morosawa Taeko, Ishida
Junko, Mochizuki
Yoshiki, Shinozaki
Kazuo, Toyoda Tetsuro,
Seki Motoaki

Plant and Cell Physiology

2009 4 7 A
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Genome-wide analysis of
endogenous abscisic acid-mediated

Okamoto Masanori,
Matsui Akihiro,
Tatematsu Kiyoshi,
Morosawa Taeko, Ishida
Junko, Tanaka Maho,

transcription in dry and imbibed | Endo Takaho, Mochizuki | The Plant Journal in press [E] 4+
seeds of Arabidopsis using tiling | Yoshiki, Toyoda
arrays Tetsuro, Kamiya Yuji,
Shinozaki Kazuo,
Nambara Eiji, Seki
Motoaki
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GSC Plant Functional Genomics Research Group
About RARGE

RARGE is a web site which provides
services for resource data searching. The
resources are produced by RIKEN Genomic
Sciences Center (GSC) Plant Functional
Genomics Research Group (PFG).

RARGE presents Arabidopsis resource data
[cOMAs, tranposon mutants and microarray
experiments) for all biologic researchers

Sakurai T et al (2005) RARGE: a large-scale database
of RIKENM Arshidopsis resources ranging from
transcriptome to phenome. Nucleic Acids Res
33.0647-DBS0 [Pubied]

Current Release

Full-length ¢<DHA

Records: 224 336 in available
[ Unigie gene 18,090 records)
[Fuitreading 15 295 records)

Transposon Mutants
Line series of Sx~o00 5812 lines
Line series of oo 10,850 lines

RIKEN Arabidopsis + Genome Encyclopedia

Home

BLAST

History Links Files

Faor the Database of the Arabidopsis Full-
length cOMAs and the Ac/Ds Transposon
Tagging Lines, hormogeneous comparison of
arrangerent with the sequence gueried is
perfarmed.

Full-length cDNAs

Searching for gene information using
arbitrary keywords, RAFL codes or promoter
names in the database of full-length cDMNAs

Transposon Mutants
Searching for line information using arbitrary

keywords and AGI codes in the database of
AciDs Transposon Tagging Lines.

Microarray
Faor Reference to published microarray data.

Use a gene name and an experiment name
as a key, and reference will be offered.

P Y .




ECE L= EBEB OIS

A

RHEBIFS VRV T =L (B4 TT7 LA T—%) EBHEEIC

19 788 (BRRF BELUR7T

(1—1). T—320DEHE
(1) £ ia a4 XX+
SOARFTRFTES I LBZA) VT T LA ZRAW=EB IO 74 IILEBHTT—4

Q51475
LA ZBAW=5t6EBOD/NAT)EERZTS)
GEO T—AAR—RIZEFINTWVWE . VO XFTXFTEHF /I LEIA ) TT7 LA ZBWERIB IO 7 4 LEH

) —FDIEH.

#
T—ADA, SEULZBYIRLEREZTo1DIE. DI IEEDOATHD,
(3) BITE A&
BDT—EADAE | O XFTRXFTET /) LZA)V T T LAZRWVERBEIO D74 ILEIT—4% 1978E (KLFBEXUR7T
LA ZBAW=6EOD/NAT)EEREZTS)
EEBRNE : 2% 2 BRI BOEMKRER - IR, KR, X L X, ABANIE, BR/KLEBIZKIEER L
A5 DEIERELRE
(5) Z D, ¥ E
18
(1—2). T—H8Y—2R
MBEDODT—42 | 204X FRXFTEFT/LBZA) T T ULAZRWVE=RBIOI 7 IILEBIRT—4 19578358
=
Q) T—2KEH BEy O%=fF OXEM7T—4% BHESERZE0-XxT—4
OF 0 (THIZEEMZ D)
SHICESBRIVFROAA VI T LA T—R2ZEBMTS5—AT, ALYV TNEL—4ToH—FDFNDFEKT

(3) FRDEIMD
R LT —2LEESNETFETH D, CDEH. A2 T—2 TN ZMEMNSH I & TEHRAFRAFERIC
FHERMEMAADOEREBINARLGT 2 ELBY. NAFA VTR TA OV ADRERICKEFERLGT —

19



BAR—REBEHDTWWK T ENEFEEINS,

(4)HERIBE | FiEE (EBIPSC. W#EYW7T / LBEMEITIL—T)

% AF (OF OF BZOft RXERRT—2Z0HTEFETHD.)
(5) Z Dfth. FFiE

5

(1—=3). T—2OEEKR

(DEHFEEFD | RRT— 2 OEIFICER L THEREM
BN, AH]
(2) Z Dt i E
18
(1—=4). T—48~"—EH&K
(1)DB EHEHE 24
@QDFalL—4%2-7/|1%
T3
Q) T4 1EE 274l
(4)DB FIEY I b IFANL AT L J Genome Browser (Bioinformatics)
(5) —/ D 0S Cent0S I { Genome (genome sequences] . .
(6) B —/\FRHE 2/—F
(7) DBAD7F 7 tZ?ﬂl *ﬁﬁﬁ il .-..\LKno?.vledge (annotations etc.‘)
(8) ¥37 IP % O Datatorond | | — e e
9) DM, $EREIE | EEDHRTF OmicBrowse DEE Genotype and T | T
Environment = —r— . — —- =
4 i .
g = = e = ¢Transcripto;ne (whole-genome tiling array) .
: oy e T s b T - TR T P
R M J Statistics (predictiné transcript structures) hm
N W< TR e A T T T

Ll ' i

- TSN TR il m_l‘1 .|' UL 'IMF
pvpr AL T e LRI ot s mjj;j;;.,iﬁ




[B#B] FHAEEICREH L-FBEBOITHIG
(1=1). T—20EH

() &g a4 XFXF

QEM-F4T5 |44 o—rog—% M- small RNADXEREHTT—4 11785
)—FDER. (40— oY —ZRVE 04X FZXFDsmall RNAT—4(F, ChFETIC6EFERESN TS,
#®

Q) AEAHE

4 F—5DRE | 456 — 7 S —Z ALV smal | RVA DAERAT 7—5 11 %8
LA - T 2 BRI OIBMAE AL -8R, BB, ER LR, ABALE, MABQIEMAL &

(5) Z Dfth. FFiCHE
5

(1—2). T—8Y—X

MIREDT—45 |44 —7 o —%F L f- smal| RNA D XKEfEHT—45 11 785

2

QF—4R% |WMEF OE=% OX@ir—32 BHAEEEZO-_R7—%
Oz 0t (FEIZ#E%RER)

Q) FRDEIMD | 44, 454> —H oY —& YL REOEINEFTAATEELSolexal—4 Y —% LV Tsmal | RNAD KSR % 1T
Rkt 53%ETHD.

(4 HERIBE | FiEE (EBIPSC. W7/ LEEMEITIL—T)
163 AF (OF OF BEOM RXERERT —F2E2HTEIFETHD.)

(5) Z Dt 455 |

21



| & |

(1=38). T—52DEFKR

() BHEEFO
EEIKR., A

KRBT — 2 OEFIZHER L ThERFEM

(2) Z Dt B E
5

(1—=4). T—%~"—XHEf%

(1)DB EHEAE

14

QFaL—4%2-7/
F—5%

14

Q) T—H1EE

274

(4)DBEEY T k

T77A4ILV AT LA

(5) H—s3m 0S

Cent0S

(6) H—/ iR

1/—F

(MDB~ADT U EAH

ROB

(8) H3L IP &

9) ZDfth. HEEFE

6] [ D = F

OmicBrowse MEE

J- Genome Browser (Bioinformatics)
J Genome (genome sequences)

BRED J-Knowledge (annotations etc.)
Omics Data for each £ : - | | .
Genotype and ) .
Environment == — —— —E‘ =
N 1 .
= — - == J,Transcriptome (whole-genome tiling array)
g L 1] o175 st e
& R— - LT ; . g T
T e S e b~ R AW
“ X T ‘L}“ﬁ"ﬁ‘%‘*"“‘“ﬂ‘“ M J Statistics (predicting transcript structures) L
? : ok o ‘ ; “ kel -
R L ¥ [t T
.. PSR 1 RX POV b 1 | TPV | ST +.A4_|A‘4|MJ.LBJ4%.%_*,T.,....,....mi.i;_i.iji.,ﬁ:ﬁ




[A#B]IZ7x/—4L (FSVARRI Y -8754 ) FHHEEICEH LE-RBEEBEOIZHIG

(1—=1). T—2DiEHE
() &EiE 204 X+RX+ (Arabidopsis thaliana)

QREH - SA4T5 | VAAMXFXFTDESVRRI LY - 2554218,000 R, ETDSAVICETE S VARV VIEBALME
) —ZFDTEFE. B | Bk, >4 XFTXF26,000;EEFND555 000 L EDEEFICEATIEEREEZSATWLWSEHASINS,

(3) BIEAE FSURRY UiEASGLEEDIEREES|DIRE

B T—2DAE | ZERAKEBEES. FSUARY UIERAMEER. HEETCFER

(5) FD1th, 4550 | cDNA B OO AET—EAR— LUy SETWS,

]

(1—2). T—3Y—X

MBREDT—42 | PSRRI - 8554 218,000 Z#fIZEHT H1EHR

QF—4K% | mMEf DE=% OX#rT—4 OHAEREZE0-—RT—4
Oz 0t (FEIZEEEER)

Q) FEDBMD | MED E ZAHFEIEXLLY,

RiA#
(M) #FE | FrEE (BLEEHRRREMRERRE 5 —)
& AR (B OF OF0i [ D

(5) F M, 4552 | http://rarge. gsc. riken. go. jp/
18

(1=38). T—52DEHKR
23



(MEHHEEFO | BLERAEFREVHRERARE 2 —THESA T 51t ERFHREBHARBAOY—/\ EHFYIRR) £
EERR. A&l | ISHLEHRASARESA TN,

(2) Z Dt L E
]

(1—4). T—%~"—XHEf&

(1)DB EEE 2%

@QFaL—8-7/ |14
58

Q) T—AHEE JL—oaFILT—ER—X

(4)DBEHEY T + PostgreSQL

(5) —/\0 0S Red Hat Enterprise Linux ES

(6) H—/ iR -3

NDB~ADT U R | T—H2 X—X RARGE #& #95000 R—< /A

(
(8) 3h31 1P % 1
(9) Z0fth, HEFEH | BEOKRF

is + Genome Encyclopedia

GSC Plant Functional Genomics Research Group
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History Links Files

LU Transposon Mutants:

Full-length cDHAs "RIKEM Arabidopsis Transposon mutants” is a series of mutant lines which have a Ds
RAFLCDMNA Search transposon in the genome of Arabidopsis thaliana Néssen ecotype (background by Fedoroff
Promoter Search and Smith). This web page provides information on the mutants produced in our laboratory.

Each mutant line is assigned by stipulated line codes (ex. 13-4480-1). We determined the
flanking sequences of Ds insertion for each independent line.
T Mutant:
rKae"ST:E?S“ear"cha“ s Transposon insertion sites of mutants were estimated by a BLASTN homology against the
b genome sequence database of Arabidopsis thaliana Columbia ecotype. The closest genes
(predicted by AGI) to the transposon insertion sites were picked up. The results of the

Microarray BLASTP homology search against the nr database of NCBI for the closest genes have been
Search Expression collected for keyword searches.
Genes
Search Microarray Structure of the transposon
Data
D511, 51;52 325 bp 360 bp 466 bp
D512, 54; 15,53 378 bp 281 bp 466 bp
Genome Map Ds13; 16 512 bp 541 bp 466 bp
) - GUS =3 l 195-hv9r°—)'.
Alternative Splicing G-edge . H-edge
Link to Activation 355 core in Ds15, 16, 52,53
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About this database

RIKEN Arabidopsis Phenome Information Database (RAPID) is a searchable site of phenotypic data in
transposon-insertional mutants.

We selected about 4,000 transposon insertion lines which have the Ds transposon in gene coding
region, and observed visible phenotypes systematically depend on growth stage. Phenotypic
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