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2. YRARXF AT R
(1) NV ARS BT T A2
Resource number: pst00001-pst20808
Developer: Drs. Takuya Ito, Takashi Kuromori, Motoaki Seki, Reiko Motohashi, Takashi Hirayama and
Kazuo Shinozaki (RIKEN)
Total number of lines: 17,672
Style of distribution:

(DApprox. 50 seeds of individual line are provided.

@When homozygous seed stock is requested, we ship approx. 500 homozygous seeds with
wild-type Nossen seeds for control.

Number of available lines: 15,267 lines
Background ecotype: Nossen (unknown ecotype for Ds12 and 16)
Name of the vector used for transformation: pCGN derivatives
Selection marker: hygromycin
Specific feature:
(DFlanking sequences of transposon have been characterized.
(@Homozygous seed stock is available for over 2,700 lines.
Specific terms and conditions:

(DWhen the RECIPIENT has filed a patent application on the invention conceived or made during
the course of research studies directly using the BIOLOGICAL RESOURCE, the RECIPIENT
agrees to promptly notify RIKEN Plant Science Center (the owner of the BIOLOGICAL
RESOURCE) upon filing the application with specifications.

(2 The recipient can receive up to 50 lines of the BIOLOGICAL RESOURCE in each year.

(3The RECIPIENT agrees to expressly describe that “the BIOLOGICAL RESOURCE (the
resource name) was developed by the plant genome project of RIKEN Genomic Sciences
Center, and provided by the RIKEN BRC through the National Bio-Resource Project of the
MEXT, Japan” in Materials and Methods or in the Acknowledgement of any publication
reporting the use thereof. The manuscript(s) listed below should be referred in the publication
on scientific journal. The RECIPIENT also agrees to send a copy of such publication to the
RIKEN BRC. The RIKEN BRC may disclose publicly, copy or otherwise use such publication
to demonstrate the contribution by the RIKEN BRC.

References:

(DFedoroff NV. and Smith D. (1993) A versatile system for detecting transposition in Arabidopsis.
Plant J. 3: 273-2809.

(@ Smith D., Yanai Y., Liu, Y-G.,, Ishiguro S., Okada K., Shibata D., Whittier RF. and Fedoroff NV.
(1996) Characterization and mapping of Ds-GUS-T-DNA lines for targeted insertional
mutagenesis. Plant J. 10: 721-732.

®Ito T., Motohashi R., Kuromori T., Mizukado S., Sakurai T., Kanahara H., Seki M. and
Shinozaki K. (2002) Plant Physiol. 129: 1695-1699.

@Kuromori T., Hirayama T., Kiyosue Y., Takabe H., Mizukado S., Sakurai T., Akiyama K.,
Kamiya A., Ito T. and Shinozaki K. (2004) Plant J. 37: 897-905.

(®Ito T., Motohashi R., Kuromori T., Noutoshi Y., Seki M., Kamiya A., Mizukado S., Sakurai T.
and Shinozaki K. (2005) Plant Cell Physiol. 46: 1149-1153.

Important note:

(DAGI codes are frequently changed. Before you make your order, we recommend you to obtain
detail information including flanking sequence of the line from RARGE (Riken Arabidopsis
Genome Encyclopedia) or T-DNA express.

@The lines marked 'In preparation' are currently unavailable. Do not include those lines in your
order. We will make an announcement at the time they are ready for distribution.

@ The transposon-tagged lines are categorized to genetically modified organisms. For ordering
such materials, the applicants must obtain all of the permission required by any kind of
regulation or law before ordering. Also, it is recipient's responsibility to perform customs
procedure for importation of biological materials. Please inform us when you need quarantine
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certification to import Arabidopsis seeds. Without providing such information, RIKEN BRC
cannot guarantee any loss or damage of the materials that is caused during customs procedure.
@Although the background ecotype of this resource has been reported as No-0 (Nossen), we
found polymorphisms between the No-0 line from SASSC and the parental lines provided by
Dr. Fedoroff. We recommend users to use the parental lines available from ABRC as control
plants in your experiments.
Information required by Cartagena Protocol on Biosafety (in part):

This BIOLOGICAL MATERIAL corresponds to Living Modified Organisms destined for

contained use. (4rabidopsis thaliana)

Requirements for the safe handling, storage, transport and use:

(DThis BIOLOGICAL MATERIAL is the seeds of Arabidopsis thaliana.

@This BIOLOGICAL MATERIAL harbors NPTII, HPT and GUS genes (from E.coli), ALS
gene (from A. thaliana), Ds element (from Zea mays), promoter of CaMV 35S RNA and
CaMV 19S RNA genes (from califlower mosaic virus), and LB, RB and NOS-terminator
sequences of T-DNA (Agrobacterium tumefaciens).

(3This BIOLOGICAL MATERIAL is for laboratory use (contained use) only. Do not use it
for "Intentional introduction into the environment".

@This BIOLOGICAL MATERIAL and its progeny should be inactivated by autoclave or

equivalent procedure after use.

NI TGO DIEIZ A TITONNT

LA HE CER IS U= v a A X R B A R4y
I HLXICmag A7 (RER) LW FEMNMEDIVE
T AT TANED AT SOVERS I T E R
B AERFHLET,

TITA_R—=a BT T Tk, 7 DGRBS
fREMTEH7= Columbia £RIZ T-DNA 238 AL CTIERLS U
Tolo8 | AL E ORI ITIZ ARSI TWDT ) LD
RN TEATEALE DG AT —FBHIITHA
NEBZRETHIENTELELEZLNET,

—J7 Nossen fR1Z F?/X“I‘O/\“/%EAL’O/ \ARNT A
RSB TTA DA RN LT A B8 &
Columbia £RDZ7 7 LM FEBCH E DO L & Ha7n & D
SRINGAET HIENHY, NI ARV > O ALEE
100% DR TIIRE TERWEENULITULIT R GIVE
T, 2D I ET T —H_R—= R T, FANLE O
a2 OFTE/RLTBYET O TIMHREEBRE O
LET,

F 7/;<zf‘//¢)f§v?)k /jﬁﬂ)ﬁﬁiw 12OV
AR AL B AR T 57-0120E Tail-PCR 728D

()T T4 _R—ar BT

Resource number: pss00001-pss00009, developed by RIKEN BRC (The pss00009 contains 17 seed pools.

B KOS DT 2TV ET, NI AR
BT TAAXNFIEAEDLE 7 /A B 1 EETORA
NBIDHT-OMATI LR S T, YR Lifdhd
DT AR BT T A NN T B R E O BT
GSC IZEDPRES IR ANLE NG RO 2 a7 12 fg
éh FBE AR WTEH U TAMB I TEDLLD

(272> TRYET, 2BHMF BRC TlHgftalics —4
R— 2O BICNT L AR DI ARHHIE
% PCRICEVHEREL TWET,

—77 T-DNA #7542 TI137 ) b EOBE DA EIC
T-DNA OFfFANRBIVHIDHT26, AL EZRET D
BAUITEENMNIE T, T LU —h T-DNA @D
— A DB R KT B8 T AR E M CfE
MR #E 702 ATREMEICH TR ELTZEW,

BN AR BT T A T-DNA 27T A&
U ANLE L B2 DT B FET DL
NETHVET, 2O RHBOMHTIZIBWCIXFE—
iﬁ{i%@é&:%;@\@%é%ﬁ%}&@?%‘/%ﬁﬁﬁ‘@“575\ VAN

U A/ 18 A5 7 Ot o S B 8 Bl k2
Til%fﬂﬁ”zﬁ:ﬁﬁ; ISNDZEEBEIDLET,

Others contain 20 seed pools.); pss00101-00128, developed by RIKEN GSC (The pss00103 contains
16 seed pools. Others contain 20 seed pools.).
Developers: Drs. Motoaki Seki, Miki Nakazawa, Minami Matsui, Masatomo Kobayashi and Kazuo

Shinozaki (RIKEN)
Total number of line: approx. 70,000

Style of distribution: Provided as a seed pool set (equivalent with 1,000 lines). Each seed pool set
contains 20 seed pools, and one seed pool contains approx. 400 seeds from 50 lines; that means 8
seeds per line in average. (Please see “Structure of activation tagged-line” shown below.) Seeds
for individual lines (psa and psm) that constitute seed pool (psp) are available for the users who

obtained desired mutant in the seed pool.
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Number of available pool sets: 37 seed pool sets (equivalent with 36, 650 lines)

Background ecotype: Columbia

Name of the vector used for transformation: pPCVICEn4HPT

Selection marker: hygromycin

Specific feature: The 4 x CMV 35S enhancer in T-DNA may promote gene expression near T-DNA
insertion site to produce dominant phenotype.

Specific conditions for distribution:

(For pss00001-00009) If the RECIPIENT claims any kind of intellectual property obtained from the use of
the BIOLOGICAL RESOURCE, the RECIPIENT is required to notice RIKEN BRC after application.

(For pss00101-00128) When the RECIPIENT has filed a patent application on the invention conceived or
made during the course of research studies directly using the BIOLOGICAL RESOURCE, the
RECIPIENT agrees to promptly notify RIKEN Plant Science Center (the owner of the BIOLOGICAL
RESOURCE) upon filing the application with specifications.

Reference:
(DNakazawa M., Ichikawa T., Ishikawa A., Kobayashi H., Tsuhara Y., Kawashima M., Suzuki K.,

Muto S. and Matsui M. (2003) Plant Journal 34(5): 741-750.

Information required by Cartagena Protocol on Biosafety (in part):

This BIOLOGICAL MATERIAL corresponds to Living Modified Organisms destined for

contained use. (Arabidopsis thaliana)

Requirements for the safe handling, storage, transport and use:

(DThis BIOLOGICAL MATERIAL is the seeds of Arabidopsis thaliana.

@This BIOLOGICAL MATERIAL harbor HPT and ampicillin-resistant genes (from
E.coli), promoter of CaMV 35S RNA gene (from califlower mosaic virus), and LB, RB
and NOS-promoter sequences of T-DNA (Agrobacterium tumefaciens).

(3 This BIOLOGICAL MATERIAL is for laboratory use (contained use) only. Do not use it
for "Intentional introduction into the environment".

@This BIOLOGICAL MATERIAL and its progeny should be inactivated by autoclave or
equivalent procedure after use.

(3)FOX FA (aA XF XS En BRI EL R HE)

Resource number: pss10001-10011

Developer: Drs. Minami Matsui, Miki Nakazawa and Takanari Ichikawa (RIKEN)

Total number of line: approx. 20,000 (expected)

Style of distribution: Provided as a seed pool set (seed pool contains approx. 400 seeds from 50 lines
= 8 seeds per line; one seed pool set contains 20 seed pools = equivalent with 1,000 lines). Seeds
for individual lines (psx) that constitute specific seed pool (psp) are available for the users who
obtained desired mutant in the seed pool.

Number of lines available: 11seed pool set (equivalent with 10,796 lines)

Background ecotype: Columbia

Name of the vector used for transformation: pBIG2113SF (pBI121 derivative)

Selection marker: hygromycin

Specific feature: Provided as seed pools for screening. Arabidopsis full-length cDNA (RAFL) was
introduced with 35S promoter to produce dominant phenotype.

Specific conditions for distribution:

(DWhen the RECIPIENT has filed a patent application on the invention conceived or made during
the course of research studies directly using the BIOLOGICAL RESOURCE, the RECIPIENT
agrees to promptly notify RIKEN Plant Science Center upon filing the application with
specifications.

@When the RECIPIENT publishes his/her research, acknowledge RIKEN PSC and refer
designated manuscripts shown below.

Reference:

(DiIchikawa T, Nakazawa M, Kawashima M, lizami H, Kuroda H, Kondou Y, Tuhara Y, Suzuki K,
Ishikawa A, Seki M, Fujita M, Motohashi R, Nagata N, Takagi T, Shinozaki K and Matsui M
(2006) Plant J. 48:974-985.
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Information required by Cartagena Protocol on Biosafety (in part):

|ew!uv‘

This BIOLOGICAL MATERIAL corresponds to Living Modified Organisms destined for
contained use. (4rabidopsis thaliana)

Requirements for the safe handling, storage, transport and use:

(D This BIOLOGICAL MATERIAL is seed of Arabidopsis thaliana.

@This BIOLOGICAL MATERIAL harbor HPT gene (from E.coli), promoter of CaMV 35S
RNA gene (from cauliflower mosaic virus), cDNA from Arabidopsis thaliana, and LB, RB
and NOS-terminator sequences of T-DNA (Agrobacterium tumefaciens).

@ This BIOLOGICAL MATERIAL is for laboratory use (contained use) only. Do not use it for
"Intentional introduction into the environment".

(4) FOX TA > (A R iBn T RIFEH KAL)

Resource number: pss11001, pss11002

Developer: Dr. Minami Matsui (RIKEN PSC)

Total number of line: approx. 20,000 (expected)

Style of distribution: Provided as a seed pool set (seed pool contains approx. 400 seeds from 50 lines
= § seeds per line; one seed pool set contains 20 seed pools = equivalent with 1,000 lines). Seeds
for individual lines (psx) that constitute specific seed pool (psp) are available for the users who
obtained desired mutant in the seed pool.

Number of pool sets available: 2 seed pool set (equivalent with 2,000 lines)

Background ecotype: Columbia

Vector for transformation with Agrobacterium: pBIG2113SF(pBI121 derivative)

Selection marker: hygromycin

Specific feature: Provided as seed pools for screening. Rice full-length cDNA was introduced with 35S
promoter to produce dominant phenotype.

Specific conditions for distribution:

(1) The RECIPIENT agrees to expressly describe that “the BIOLOGICAL RESOURCE (the resource
name) was developed by the RIKEN PSC, NIAS and RIBS through The Special Coordination
Fund for Promoting Science and Technology, and provided by the RIKEN BRC through the
National Bio-Resource Project of the MEXT, Japan” in Materials and Methods or in the
Acknowledgement of any publication reporting the use thereof. The RECIPIENT also agrees to
send a copy of such publication to the RIKEN BRC. The RIKEN BRC, RIKEN PSC, NIAS and
RIBS may disclose publicly, copy or otherwise use such publication to demonstrate the
contribution by the RIKEN BRC.

Information required by Cartagena Protocol on Biosafety (in part):

‘OJUI Hwor HVNCI Hneo ‘ jueld

This BIOLOGICAL MATERIAL corresponds to Living Modified Organisms destined for
contained use. (Arabidopsis thaliana)

Requirements for the safe handling, storage, transport and use:

(D This BIOLOGICAL MATERIAL is seed of Arabidopsis thaliana.

@This BIOLOGICAL MATERIAL harbor HPT gene (from E.coli), promoter of CaMV 35S
RNA gene (from cauliflower mosaic virus), cDNA from Oryza sativa, and LB, RB and
NOS-terminator sequences of T-DNA (Agrobacterium tumefaciens).

(@This BIOLOGICAL MATERIAL is for laboratory use (contained use) only. Do not use it for
"Intentional introduction into the environment".

(5) B A SR - AT ol Sy OVAE BLAR R A0

il XS X FEARfFE 2 Z— (SASSC) MBAFFESE AIS HRDO R #EL 7251
— A& HUMTER L TUvET, R IO BREEICE IS LT B D v a A X X138k 2 728 n
M BAEFFD | 5% OMIICA LYY — AT, T2 TYE Tl REAIZET5E W
Z A Ha BN 5L A ED TRV ET, HOZIEHEZBEOWEZLET,

P27



‘Info ‘ ‘JCM ‘ ‘DNA ‘ ‘Cell ‘ m ‘Animal‘

A XT R T EFERED G FEIZOV T

B A B2 T D BRI — E AT O A B H )DL
DA Z I T HZ LD CZAUZ R — D4 FR (==
HAT) O CHETEMERF 35720 EIRFIC SR T

a. AIS wild type populations

Resource number: STA00100-SJA26400
(SJAxxx00 means bulk seeds and
SJAxxx01-xxx05 means seeds from
individual plant.)

Number of available lines: 264

Origin of resource: AIS

Style of distribution: Approx. 50 seeds of individual

line are provided.

NOTE: Some of the lines need quite a long period
until flowering.

b. AIS form mutants

Resource number: SJF00100-SAJ20500
Number of available lines: 206

Origin of resource: AIS

c. AIS virescent (leaf color) mutant
Resource number: SJV00100-SJV41100
Number of available lines: 321

Origin of resource: AIS

d. AIS metabolic mutants

Resource number: SJE00000-SAJ01300
Number of available lines: 13

Origin of resource: AIS

e. AIS gene marker lines

Resource number: SIM00100-SIM 10500
Number of available lines: 106

Origin of resource: AIS

BR
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f. AIS trisomic lines

Resource number: SIT00100-SJT02400
Number of available lines: 23

Origin of resource: AIS

g. AIS other species

Resource number: SIS00100-SJS01200
Number of available lines: 12

Origin of resource: AIS

h. Sendai wildtype populations
Resource number: SIW10100-SJW 14400
Number of available lines: 45

Origin of resource: SASSC (Dr. Goto)

i. Sendai mutants

Resource number: SIG00100-SJG14000
Number of available lines: 113

Origin of resource: SASSC (Dr. Goto)

j. Mutants from M. Koornneef’s collection
Resource number: SJK00100-SJK02400
Number of available lines: 24

Origin of resource: SASSC (Dr. Koornneef)

k. Sendai other species

Resource number: SJO00100-SJO03000
Number of available lines: 28

Origin of resource: SASSC (Dr. Goto)



>
=3
) 3
(6) 18151 D28 B4 - T it 2
i S CIHRSNIERIR | WIS PA L £37, BIER AL AT e Rkt ZIA F LB T
T, s EAZ DN IR — A=V CORERLTE SN, Y
Reference 3
Resource (PubMed
number Line number Phynotype Method for establishment ID)
psi00001 iso-1D Dwarf Activation tagging 12787254 @)
psi00002 iso-2D Dwarf Activation tagging 12787254 o
psi00004 is0-4D Dwarf Activation tagging 12787254 —
psi00005 ydk1-D Dwarf Activation tagging 14756757 o
. Reduced elongation of . . Z
psi00006 Ish1-D hypocotyl Activation tagging 14871309 >
. Reduced elongation of . I
psi00007 DFL20X hypocotyl Over expression 14581632 CL)
. Reduced elongation of . =
psi00008 DFL2AS hypocotyl Anti-sense 14581632 =
. Transformation with
psi00009 DFL-2GUS GUS at hypocotyl GUS 14581632 -
psi00010 pCPC::CPC:GFP | GFP at epidermal cell | Transformation with GFP | 12403712 o}
. Senstive to acid/Al
psi00011 stopl Stress EMS 17535918
. Senstive to acid/Al . .
psi100012 stopl-KO stress T-DNA insertion 17535918
Senstive to acid/Al
psi00013 stopl-comp stress (complement Compliment line of stop1
line) 17535918
. . Severe dwarf (if . .
psi00014 gidl Aabbcc homozygous) Crossig (triple KO) 17521411
psi00015 gidl bc (AAbbcc) | Mostly normal Crossing (double KO) 17521411
psi00016 gidl ac (aaBBcc) | Dwarf Crossing (double KO) 17521411
psi00017 gid1 ab (aabbCC) | Low fertility Crossing (double KO) 17521411
. gidl a-1 . .
psi00018 (aaBBCC) None Ds insertion 17521411
. gidl a-2 i . .
psi00019 (2aBBCC) None T-DNA insertion 17521411
5100020 gidl b-1 None Ds insertion
p (AAbbCC) 17521411
. gidl c-1 i . .
psi100021 (AABBcc) None T-DNA insertion 17521411
psi00022 srd2-1 Temperature sensitive | EMS 20965997
psi00023 rid3 Temperature sensitive | EMS 19054368
psi00024 rid5 Temperature sensitive | EMS 14522871
psi00025 rpdl1-1 Temperature sensitive | EMS 16407439
psi00026 rpd1-2 Temperature sensitive | EMS 16407439
psi00027 rgd3-1 Temperature sensitive | EMS 19054368
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3. T AR Al

201241 A BIFE, 38 FRAFRALL CUWVvET, BB RO EMIIAR— A — U TR TE R,

(1) uAxXF X7 T8T Hllfa

ET VRIS A XT T ORERIZREEEMIS T, BRI ET DIk a L T

BY, EFEHAFTCHELE T, B IVEVEE (22°C) THETLZLIHEENLETT,

VY—2F+: RPC00008

i 4« Arabidopsis thaliana L. ecotype Columbia

YN IR S TS

RSt P GERE B B0k, 40-100 -E/s/m?) | 22°C, JERIEF# (120 rpm)

B JPL Bt

#5364 Micheke Axelos (INRA)

TR — X MTA IZRIC

ZZ k(1) Axelos M., Curie C., Mazzolini L., Bardet C. and Lescure B. (1992) Plant Physiol. Biochem.
30(1): 123-128 (2) Callard D., Axelos M. and Mazzolini L. (1996) Plant Physiol. 112: 705-715

(2) /32 BY-2 #fja

PG DN [FI R3S 28 23 w] e /e e FUEHE OB R Ml kR & U CIR<FI D TUNES, A A 511 35

NEEFERERE DATTE, &2 77 DIIENRAEDHET  WE APER A OB FE 2T £,

Uy—2%&5: RPC00001

iM%« Nicotiana tabacum L. cv. Bright Yellow

FEERIRHE . IRk E

BEAE 4R WEPT, 27°C, BERIEZ2E (130 rpm)

BEHt:  Linsmaier and Skoog tiZ8 5% H

H5t# . Toshiyuki Nagata (Tokyo Univ.)

RHLSGE: —ik MTA IZ[AIT

2 k. Nagata T., Nemoto Y. and Hasegawa S. (1992) International Review of Cytology 132: 1-30

(3) A OS-1 #pa

[FIR 5 2 AT RE/2 A R OB E MR LU TRISLSIVE LT, FE R L RRE R O T TR AT

LTBVET, AHKHEOBRIZIZE B LN EREL TLIEE,

UY—2AF5: RPC00020

BSR4 : Oryza sativa L.

T IRRE . R FhE LR

BEAe 4 WEPT, 27°C, BREET 2 0% 51 ThEmIEE 28 (110 rpm)

ZFEE3# . Yuko Ohashi (NIAS)

PRSI — I MTAIZFIL

ZFE Ik PEARIE—, S, SRR FKLELIE KA (1993) A ROE RIS T A R =
Z OB B L O E W OHEITITEO AR H3EPCNAB R - O R HL AW IR FE AT 8: 1-10

(4) B An- 12 A R M

R RFO BB 4 X0 5t a 52 ) 7= 2 3 a g kR . GV7(rpc00039), GF11(rpc00040), GT16(rpc00041) %

TRUELET, ENE IR, 77 F ABRHME . 0 INE DY GEP LD AT b S TSR T, TR OBRIZIZ L
TORICTEELIZE N,

ARV — A B An PR B2 A U ORI LSV RSB I T2 B ARG CTREIR A~ L kL 72
B, EOFFERERITHEHSNLGEIRERTEDDBE T AW E LER A, T2 UMD OHEiTA
WCARYY — 2% G T DM EI B R ZVER T 25 A TR R LRV ET O TTEELIZEN,

ARV =A% GFP AR T ZALAIA A TWET, FIHFRIFIZOWTUTEEHDOT S ZELIZE0,
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(5) T DA OEW E5ZE AT

VY —2FK 5 AR A I RAEA 4, NS ik
RPC00002 Kurodagosun =2 bt pE S
RPC00003 VR TR FaiRE
RPC00004 VW TRy [ 4
RPC00005  PAR AL 2y YRy B %
RPC00006  PAP El/ LA S E VN FaiRE
RPC00007  PAW El/ SRR S E Vi [ 4
RPC00009  T-13 B3z RRIER R FILE R ES L
RPC00011  Cba-1 AAT BB b
RPC00012 Sly-1 ~=h i E 2R
RPC00014  CRA =F=F VY Sl S o AV N )
RPC00015 V208 =F=F VY BRI
RPC00016  Spi-WT Ry BREIER BINLE OREES L
RPC00017  Spi-I-1 RLL Yy BRI BINLE R ES L
RPC00018  Spi-12F RyL VY BRI BIIE ORI ES L
RPC00021  Vma-1 V= F=F Y B b
RPC00022  A.per T AT I A FHELRG 2%
RPC00023  A.pas T AT I A e R 2%
RPC00024  A.plo T ARG A B %
RPC00025  PSB g FaiRE
RPC00026  PSW g [ 4
RPC00027  PSG g [aceaE
RPC00028  LcyD6 ~F FaiRE
RPC00029  LcyD7 ~F 1 4
RPC00030  ZE3 bx s =F V7 FE
RPC00031  Oc A RRIERE
RPC00032  Lj IYasy WU s 2
RPC00033  LjA IYasy [ 4
RPC00034  Ljm Iv=as B bR
RPC00035 Xan-1 K33 FRE G AR
RPC00036 BY-2H KN FHELRT 2%
RPC00037  MI8-1 LTH% B R
RPC00038  OM LTY% B bR

DL EOREDZE I AR — L — T E L QOB BRI 2 a7 B S IR T EN,
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4. WIS T

HMETERENET MEM OB R cDNA ZHZE LB ZED TOET, X
RFITINZ AV VT X7 (2 DT V) R TTREARDET ) vy (OA 4 BREFOE
FTIV) R (FAROET V) NI A (T T 7 FEHEYMDET V) | Thellungiella halophila
(ANVABFEDET V) | Striga hermonthica (3 AEREM DET V) D5E4 K cDNA VY—25 ] 50
Jira—r U AR RAADOHIEE IR TR £,

ELRCDNADZBIZ DU T NTWDHATEEMEL B 2 B, A% OFE T,
524 cDNA OVERICITEFED 7 o bV 3N S (3) PRSI 7= HR B E IR ASTFAE LR VM & S0 2 O i
TRY, 7zl ZL> TEEHILILODNT D kL BREMICEEND =2 HDOWVIT IO G HE
THRERERNEWTIAT IV ERT 5N TE W & s TSN a—
F9, L LEBRICI A XTFT AT DEe2TTAT T — BEF YT 0T 5O RERSEEIZLYEN
ERERR T DE & DIa— AT OWTEELLGH R BE, 7/ EULDHEEZLN, BRI/ — DT — X HESE
A TRISITND B FEAIE BB LU T D LS 7 T )T —ar MEIESN TEEL,
Ja—rERHTIENTEET, YL ED7a— N EMFEREWRNRHDDMNEIMNITD
(1) I B DI — WTCIEE RN NHEZATT N, U —A k2 —L
Columbia BRDOZRIZLDE D, 70— ALiBIET L CIEFE R BT CE DI KT 2+ Do &
DOERIZLDLOENEESNET, MNEBELE 2 X2a7 it biciEiil TnET,
(2) B BRARS . =V o — A har DOREEINR R DY FZCra— 2 O HIA BRI RS A T R
m— WSO BREWVWEZLE T, hxa 7 ERBDoidyla

REERIRERG LY cDNA DMERRSIZ FTRENED FFo/m— oW RO —HIEE A
DVET N GBIV TR THEREDS TR EIS FTDOT, IALLKBENNZLET,

(1) ¥ rARXF X F 584K cDNA (RAFL)/m—

This resource has been developed by RIKEN Genomic Sciences Center (GSC). The clones were
deposited after the characterization of their full-length sequence at RIKEN GSC, SSP (Salk/Stanford/PGEC)
consortium and National Institute of Genetics (NIG) partially supported by NSF 2010 Project and National
Bioresource Project. The clones are called as ‘R clone’ in the SSP consortium.

Resource number: pda00001- (with full-length sequence), pdx00001-/pdy00001-/pdz00001- (with
5’-and/or 3’-end sequences)

Developers: Drs. Motoaki Seki and Kazuo Shinozaki (RIKEN).

Total number of clones: 251,382 clones

Style of distribution: Approx. 100 ng of lyophilized plasmid is provided.

Number of available clones: 251,382 clones

Background ecotype: Columbia

Vector: modified pBluescript

Selection marker: ampicillin

Map and restriction site: Shown on our HP.

Specific feature: Full-length sequence and/or 5°-/3’-end sequences have been characterized.

Specific conditions for distribution:

(DWhen the RECIPIENT has filed a patent application on the invention conceived or made during
the course of research studies directly using the BIOLOGICAL RESOURCE, the RECIPIENT
agrees to promptly notify RIKEN Plant Science Center (the owner of the BIOLOGICAL
RESOURCE) upon filing the application with specifications.

(@The maximum number of the clones that can be ordered from one laboratory or group in one
order is 100.

(®When you publish your research, acknowledge RIKEN GSC and refer designated manuscripts.

References:

(DSeki, M., Carninci, P., Nishiyama, Y., Hayashizaki, Y. and Shinozaki, K. (1998) Plant Journal
15: 707-720.

(@Seki, M., Narusaka, M., Kamiya, A., Ishida, J., Satou, M., Sakurai, T., Nakajima, M., Enju, A.,
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Akiyama, K., Oono, Y., Muramatsu, M., Hayashizaki, Y., Kawali, J., Carninci, P., [toh, M., Ishii,
Y., Arakawa, T., Shibata, K., Shinagawa, A. and Shinozaki, K. (2002) Science 296: 141-145.
NOTE:
(DDetailed information including full-length sequence of the individual RAFL clone is available
from the following websites:
http://rarge.gsc.riken.jp/
http://signal.salk.edu/cgi-bin/tdnaexpress
(@Please examine the sequence of clones that you have interest by yourself.
(®Clone numbers pda99001-99400 correspond to RIKEN Arabidopsis Transcription Factor
(RARTF) ORF clones. For detail description of this resource, please visit our website,
http://www.brc.riken.jp/lab/epd/Eng/catalog/orf.shtml.

(2) eAYUAI FI 7584 cDNA Z7e—2
This resource has been developed by the collaboration of National Institute for Basic Biology (NIBB)
and RIKE GSC, and the sequence was characterized at National Institute of Genetics (NIG).

Resource number: pdp00001-, pdr00001-

Developer: Dr. Mitsuyasu Hasebe (NIBB)

Total number of clones: 149,363

Style of distribution: Approx. 100 ng of lyophilized plasmid is provided.
Number of available clones: 149,363 clones

Organism: Physcomitrella patens (moss)

Vector: modified pBluescript (pFLC-1-E)

Selection marker: ampicillin

Map and restriction site: Please see the figure on our HP.

Specific feature: 5’- and 3’-end sequences have been characterized.
Specific conditions for distribution:

(D The manuscript listed below should be referred in the publication on scientific journal.

@ This material will not be used for research for commercial parties or otherwise for
commercial purposes. For detail please send E-mail to plant@brc.riken.jp.

Reference:

(D Nishiyama T., Fujita T., Shin-I T., Seki M., Nishide H., Uchiyama I., Kamiya A., Carninci P.,
Hayashizaki Y., Shinozaki K., Kohara Y. and Hasebe M. (2003) Comparative genomics of
Physcomitrella patens gametophytic transcriptome and Arabidopsis thaliana: implication for
land plant evolution. PNAS 100 (13): 8007-8012.

NOTE: Detailed information on the individual clone is available from the following website:
http://moss.nibb.ac.jp

(3) R 775E4 K cDNA 71—
This material has been developed and characterized by National Institute for Basic Biology (FFPRI).

Resource number: pds00001-
Developers: Drs. Tokihiko Nanjo and Kenji Shinohara (FFPRI)
Total number of clones: 23,100
Style of distribution: Approx. 100 ng of lyophilized plasmid is provided.
Number of available clones: 23,100
Organism: Populus nigra var. italica (poplar)
Vector: pME18SFL3 (Gene Bank Accession No. AB009864, TOYOBO, Japan)
Selection marker: ampicillin
Map and restriction site: Shown on the catalogue of TOYOBO.
Specific feature: 5’- and 3’-end sequences have been characterized.
Specific conditions in MTA:
(D The RECIPIENT should obtain approval of the DEPOSITOR using the APPROVAL FORM
prior to entering THE AGREEMENT with the RIKEN BRC.
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@ The BIOLOGICAL MATERIAL should not be used for any commercial purpose.

(3 The manuscript shown below should be referred in the publication on scientific journal.

(@ The RECIPIENT can receive up to 10 clones in one order and up to 100 clones in one year as
the BIOLOGICAL RESOURCE.

(® The RECIPIENT should not distribute or transfer the BIOLOGICAL RESOURCE to any
other laboratory or organization.

(6) Within 6 months after receiving the BIOLOGICAL RESOURCE, the RECIPIENT must
sequence the entire length of the insert(s), deposit the sequence(s) into
EMBL/GeneBank/DDBJ database, and report the accession number(s) to the depositor via
the RIKEN BRC. The RIKEN BRC can use them to improve the catalogue in RIKEN BRC.

Reference:

(DNanjo T., Futamura N., Nishiguchi M., Igasaki T., Shinozaki K. and Shinohara K.,
Characterization of full-length enriched expressed sequence tags of stress-treated poplar
leaves. Plant Cell Physiol. 45 (12): 1738-1748 (2004).

NOTE: More information is available from:
http://www.ffpri.affrc.go.jp/labs/kouho/Press-release/2004/cdna041220.html

(4) Fvo TR cDNA Zu—r

This resource has been developed and characterized by RIKEN PSC under the collaboration with CIAT.

Resource number: pdm00001-

Developer: Drs. Motoaki Seki and Kazuo Shinozaki (RIKEN PSC)
Total number of Clones: 19,968

Style of distribution: Approx. 100 ng of lyophilized plasmid is provided.
Number of clones available: 19,968 clones

Organism: Manihot esculenta Crantz.

Vector: pFLCIII

Selection marker: ampicillin

Map and restriction site: Carninci et al. (2001) Genomics 77(1-2): 79-90.
Specific feature: 5'- and 3' -sequences have been characterized.

Specific conditions for distribution:

(DThe RECIPIENT can use the BIOLOGICAL RESOURCE for research only.

(@The RECIPIENT agrees to refer the RIKEN PSC and CIAT as developers and the RIKEN
BRC as a provider of the BIOLOGICAL RESOURCE in any publication reporting use of it.

(®Following manuscript should be referred in the publication on scientific journal. Sakurai, T.,
Plata, G., Rodriguez-Zapata, F., Seki, M., Salcedo, A., Toyoda, A., Ishiwata, A., Tohme, J.,
Sakaki, Y., Shinozaki, K. and Ishitani, M. Sequencing analysis of 20,000 full-length cDNA
clones from cassava reveals lineage specific expansions in gene families related to stress
response. BMC Plant Biology, 2007, 7:66.

(@The RECIPIENT agrees not to use the BIOLOGICAL RESOURCE for constructing
microarray or macroarray without the agreement from the RIKEN PSC.

(®The RECIPIENT should not distribute or transfer the BIOLOGICAL RESOURCE to any
other laboratory or organization.

(6©)The RECIPIENT can receive up to 10 clones in one order and up to 100 clones in one year as
the BIOLOGICAL RESOURCE.

Reference:

(D Sakurai, T., Plata, G., Rodriguez-Zapata, F., Seki, M., Salcedo, A., Toyoda, A., Ishiwata, A.,
Tohme, J., Sakaki, Y., Shinozaki, K. and Ishitani, M. Sequencing analysis of 20,000
full-length cDNA clones from cassava reveals lineage specific expansions in gene families
related to stress response. BMC Plant Biology, 2007, 7:66.

NOTE: More information is available from the following website:
http://www.riken.jp/engn/r-world/info/release/press/2007/071206/index.html
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(5) #7321 BY-2 B5# Mifia i >k EST 7 —> (5842 cDNA &)
This resource has been developed by RIKEN Plant Science Center (PSC). Some of the clones were
established as “full-length cDNA clones”.

Resource number: pby00101-

Developer: Dr. Ken Matsuoka (RIKEN GSC)

Total number of clones: 22,221

Style of distribution: Approx. 100 ng of lyophilized plasmid is provided.

Number of available clones: 22,221 clones

Organism: Nicotiana tabacum BY-2 cultured cell

Vector: pGEM T-Easy vector (Promega) (pby00101-pby14996); pBluescript I1 KS+ (Stratagene)
(pby21001-35384); pGCAPSP2 (pby40001-)

Selection marker: ampicillin

Map and restriction site: Please see the figure in supplier’s catalogue. For pPGCASP2, please send
your mail to plant@brc.riken.jp.

Specific feature: 5°- and 3’-end sequences have been characterized.

Specific conditions for distribution:

(DThese materials will be distributed for basic research of no commercial value.

(@When result of research using this resource is planned to claim right or to use for industrial
purpose, researchers should discuss with RIKEN before starting steps.

(QIf commercial use of the clone(s) is planned, contact RIKEN to discuss the condition of the
commercial use.

@Following manuscripts should be referred in the publication on scientific journal reporting
use of it.

References:

(DMatsuoka, K., Demura, T., Galis, 1., Horiguchi, T., Sasaki, M., Tashiro, G. and Fukuda, H.
(2004) A comprehensive gene expression analysis toward the understanding of growth and
differentiation of tobacco BY-2 cells. Plant Cell Physiol. 45:1280-1289.

@Galis, 1., Simek, P., Narisawa, T., Sasaki, M., Horiguchi, T., Fukuda, H. and Matsuoka, K.
(2006) Tobacco microarray reveals novel MYB transcription factor that selectively activates
genes in phenylpropanoid metabolism. Plant J. 43:573-592.

NOTE: Detailed information on the individual clone is available from following website:
http://mrg.psc.riken.go.jp/strc/index.htm

(6) ~7HA EST 7m—> (584K cDNA & tp)
This resource has been developed by Drs. Hiroshi ABE, Masatomo KOBAYASHI (RIKEN BRC), and Dr.
Yoshihiro NARUSAKA (Research Institute for Biological Sciences OKAYAMA).

Resource number: pdc00001-02166 (EST clone), pdc10001-19903 (full-length cDNA clone)

Developer: Drs. Hiroshi ABE and Yoshihiro NARUSAKA

Total number of Clones: 2,166 (EST clone); 9,903 (full-length cDNA clone)

Style of distribution: Approx. 100 ng of lyophilized plasmid is provided.

Number of clones available: 2,166 (EST clone); 9,903 (full-length cDNA clone)

Organism: Brassica rapa subsp. Pekinensis

Vector: pBluescript I SK(-) (EST clone); pGCAP10 (full-length cDNA clone)

Selection marker: ampicillin

Map and restriction site: Please see the figure in supplier’s catalogue. For pPGCAP10, please visit
http://dna.bre.riken.jp/pdf3/vector/AB371573.pdf.

Specific feature: 5'-sequences have been characterized (EST clone); 5°- and 3’-sequences have been
characterized (full-length cDNA clone)

Specific conditions for distribution: Following manuscripts should be referred in the publication on

scientific journal.
(for EST clone)
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Narusaka et al. (2006) Comparative analysis of expression profiles of counterpart gene sets
between Brassica rapa and Arabidopsis thaliana during fungal pathogen Colletotrichum
higginsianum infection. Plant Biotech. 23: 503-508.

(for full-length cDNA clone)
Abe et al. (2011) Development of full-length cDNAs from Chinese cabbage (Brassica rapa
subsp. pekinensis) and identification of marker genes for defence response. DNA Res. 18(4):
277-289.

(7) Thellungiella halophila 54+ cDNA 71—

This resource has been developed and deposited by Drs. Motoaki Seki, Tetsuya Sakurai and Kazuo
Shinozaki, RIKEN Plant Science Center, Yokohama, Japan. The 5’- and 3’-end sequence information was
deposited from Dr. Teruaki Taji, Tokyo University of Agriculture. Full-length sequences were obtained under
the support from the National Bio-Resource Project of the MEXT, Japan. .

Resource number: pdh00001-
Developer: Drs. Motoaki Seki, Tetsuya Sakurai and Kazuo Shinozaki (RIKEN PSC)
Total number of Clones: 19,429
Style of distribution: Approx. 100 ng of lyophilized plasmid is provided.
Number of clones available: 19,429 clones
Organism: Thellungiella halophila
Vector: pFLCIII (excersized from lambdaFLCIII)
Selection marker: ampicillin
Map and restriction site: Carninci et al. (2001) Genomics 77(1-2): 79-90.
Specific feature: 5'- and 3' -sequences have been characterized. For some clones, full-length sequence
is available.
Specific conditions for distribution:
(1) The RECIPIENT can use the BIOLOGICAL RESOURCE for research only.
(2) The RECIPIENT agrees to refer the RIKEN PSC as a developer and the RIKEN BRC as a
provider of the BIOLOGICAL RESOURCE in any publication reporting use of it.
(3) Following manuscript should be referred in the publication on scientific journal.
Taji, T., Sakurai, T., Mochida, K., Ishiwata, A., Kurotani, A., Totoki, Y., Toyoda, A., Sakaki, Y.,
Seki, M., Ono, H., Sakata, Y., Tanaka, S. and Shinozaki, K. Large-scale collection and
annotation of full-length enriched cDNAs from a model halophyte, Thellungiella halophila.
(4) The RECIPIENT should not distribute or transfer the BIOLOGICAL RESOURCE to any other
laboratory or organization.
(5) The RECIPIENT agrees not to use the BIOLOGICAL RESOURCE for constructing microarray or
macroarray without the agreement from the RIKEN PSC.
(6) The RECIPIENT can receive up to 10 clones in one order and up to 100 clones in one year
as the BIOLOGICAL RESOURCE.

(For detail please send e-mail to plant@brc.riken.jp)

(8) Striga hermonthica 54+ cDNA Z/m—>-
This resource has been deposited from Drs. Satoko Yoshida and Ken Shirasu (RIKEN Plant Science

Center (PSC)).

Resource number: pdw00001-35198

Developer: Drs. Satoko Yoshida and Ken Shirasu (RIKEN PSC)

Total number of Clones: 37,632

Style of distribution: Approx. 100 ng of lyophilized plasmid is provided.

Number of clones available: 35,198

Organism: Striga hermonthica
Vector: pAL17.3
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Selection marker: ampicillin
Map and restriction site: Please visit website http://brc.riken.jp/lab/epd/Eng/catalog/pAL17-3-1.pdf.
Specific feature: 5’- and 3’-sequences have been characterized (full-length cDNA clone)
Specific conditions for distribution: Following manuscript should be referred in the publication on
scientific journal.
Yoshida et al. (2010) A full-length enriched cDNA library and expressed sequence tag
analysis of the parasitic weed, Striga hermontica. BMC Plant Biology 10: 55.

(9) ZDOMOEE T8

Most of the materials in this category have been deposited to RIKEN Plant Cell Bank. RIKEN BRC
started distribution of the materials from Apr. 2001. The most requested material, pYLTAC?7, is explained
below. Information for other materials is on our HP.

Resource number: rpd00105
Resource name: pYLTAC7
Developer: Dr. Daisuke Shibata
Depositor: Mitsui Chemical Co.
Type of resource: vector DNA (TAC vector)
Size: 22.5 kbp
Style of distribution: Approx. 1 micro gram of lyophilized DNA is provided.
Selection marker: kanamycine
Map and restriction site: Please see the figure in the manuscript below.
Accession no.: AB020028
Specific feature: Able to accept and maintain large genomic DNA fragment in both E. coli and
Agrobacterium tumefaciens.
Specific conditions for distribution:
(DThe recipient should obtain approval of the depositor using the approval form prior to
entering the agreement with the RIKEN BRC.
(@The BIOLOGICAL MATERIAL should not be used for any commercial purpose. For detail
please send E-mail to plant@brc.riken.jp.
Reference:
(DLiu Y-G, Shirano Y., Fukaki H., Yanai Y., Tasaka M., Tabata S. and Shibata D. (1999) PNAS
96 (11): 6535-6540.
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