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[F 2 U HEREGWESY A X MON94637 Rft] 124k D 24 il 78

I ITU®ic
T a v BE RIS A X MON94637 %ft (BLF TMON94637 Z#ifE] &9, ) IZ
DNWT, B T7HE3 A 17 BT CEBE B EHE & L ToOREMMHERBORGEND -
ezt THE# 2 DNA B SR OEEHRING) O 22 2 BT 5 R O Tt )
(FERk 14 42 11 A 26 HEMKEEERE 1780 7)) I[ZEDSEHFELIToT,

IT  fife 58t & fil L oo HE 22
fA gk 4 - Fa v BEREHMESY A X MON94637 &t
e B Fa v HELSOEYUE
HigE - "Mz rrny 74 A&t (HAR)
BARE - N4 T v—T7 (Gh[EHE)

MON94637 Z&#tix. A XD A3555 A, Bacillus thuringiensis H¥D crylA.2
BAR 7 &N B. thuringiensis HED crylB.2 B %8N LIER SV, crylA .2 &5
T M RerylB2BEIZ K> THEAIND CrylA27- A HE KO CrylB.2 72 A HE X,
WL E T a v B E RIS e BEE A R T,

I FFENA
1 EEMOBEFO b O & OFRZMEIZE T 2 HFH
(1) BE=FEMICET 54HE
8 XX, ~ A B (Leguminosae) # A4 A J& (Glycine) Soja Mg IZE T 5 % A4 X
Glycine max (L..) Merr. DRG0 A3555 R TH 5,
MON94637 & # 21X . B. thuringiensis H & © crylA.2 Bx 1+ & O B
thuringiensis HK D crylB.2 851V EA STV 5,

(2) ZEFEORLIREERRERICET 5 HIH
IEETHDLAARXT, BN AHEOHBIRTHY . KW TEHEDRET,
FIZET O - BN, 7ua 7—H., EKH. AFHEXOCRFREROREE LT
AnsitTing,

(3) EEIORERLAL 2B 5 HIH
MON94637 %M ORI 2 27 A X ORERRK > 5 O S i K OSCHRAELIE B & 720
Lo TRY ., HENFETH D,

(4) BEAFRE & 9T HE & O L OFLEIZE T 2 I
MON94637 AL, BA SN crylA.2 857K erylB.2 a2k, F
a7 BRBICHT AR BERZE S, 202 EBRWTIT, BEOX A XL
AR RV,
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(1) ~ (4) 12XV, MON94637 Rt Dk & L TOLEMFMIZI T,
BFEOL A XL DR ARETH D LB ST,

2 X AROFIH BRI ORI GEICEE T 551

MON94637 %#tix, CrylA.2 A HEKO CrylB2 A BHEDORBIZLY, F =
v HEBRRISHT 2 BER A G535, RERMEIE, Fa v BEFERICE DEENIHERL LR
MBI Z B W TR 2 E R BR T EL BFICRMET 5 2 2 B E L TR ST,

TIPS 5 FH
A, hnfR, RiAFEOETY EOMEMITICEET D HIE

15 Fi1x. ~ A B (Leguminosae) # 4 A J&(Glycine) Soja WJgIZJg+T 54 14 X G.
max (L)Merr. D35 A35565 Rt Th 5,

3 15
(1)

(2) B=EHEICET 5 HH
A R F—RICHEFACHBEFE L T 5K b HWREEM OO L SEE X HLT
Wb, XA XKV IV= A(Glycine sgja)lx. Soja MEIZE L TWD, YL~ AL,
hE, JeEIRE. @®E., AR, B, v T HIAS BAELTEY, MiasEny, Bhe
T, O TAEWFRFEINS, XA ZAOMEHRAERETHLEB LN TWVD
(OECD, 2000).

(3) AEAMIEEME OEPEICEET 53

A XFECICERINDIPIRERLE LT, NI TV freeEd— LT
TATF U, AXXF—AKDNT 7 4 ) — AR LT 5S(0ECD,2012),

N T oA e & —d, TABEDMEBERLEME CHY ., HILERFETH D
M) 2 REHIEL, BRELTERLEZAHEDOEILERET S, L7 T
NIRKACEBILEEET HTARE T, BMOREEZGEIT 5, £/, M
WEEEDJRIK & 72 HRMEREEER & L HEHT 22 o Tn5, MY v
A e Zd =KV I F oL, +0MET L2 LI Ko TRIET D, 7 4 F VBRI,
AN T A, =TT, BV UL B @il XL — MeAMERE L.
KBS OB NT, ZNHDI X TNVORINEZREST S Z ERMLN
TWb, AZXA—ARNT 7 4 ) —RIEDFEDORKIE) T, BN TH A %I
A SRR A i < A R RE < 5 (OECD, 2012),

BRSNS XA RITAEFEEDE TH LA Y 7 IRV ENREEN TS Z &
DHI BN TWAH(OECD, 2012), 4 Y 77K, = A ha X o—FTHY .,
WABICK L TR ha sy, i X vl ERa L 27 o— UK T, 84
DL BT L 258 OA~DOIEZEN I 5 T\% (OECD, 2012),

(4) FEMKLOESMEICET 5HIE
FA RTREA TH Y | FBE T o FEELOEETETI STV,

(5) UANAFEDIFREMEDI KRR FITH RSN T RWZ LI 2 95H
ZA XN, UANVZ D MlE L OSRIREFEOMAEMIZ LD KRR EN
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HKETH, IR TCHOLIE L TCHLRBKOMAEWICE D, BEEOWKEX
ARXEYFA T AN AH, EERLOEBHRZE)NREET 5B (OECD,
2000), TNHOHFEKROFEFIZHTIHHEEFTHRE SN TRV, 7
B, MBI EOMEHIZ, 260 KRR FIZHERIRTEEEZHWDL Z &
X2, A2 T, M2 ERoEHICE W TR, H5EmE ToE L IER N
MNLEINTEY, BETOEYSCHEDIRITEENICHERFEI LTV D,

(6) HIRBREE A RMd 2 BRSO F COAELF KL OBEHEEE 11 B4 2 FIH
B A RIFRFEEHTH O . HEMEIT VW EE 2 55 (0OECD, 2000),

(7) BMAETEE L ORI B9 % I

HA RE, —HEO B FEMREY < & % (0OECD,2000),

HARXERZHERTRE TR B AERE L LT, BPECIEY L~ ARBEL TS
(OECD, 2000), L2>L., ¥+ XZAMENEL | Lﬁ% R Z A R &Y L~
ADOBEHINE 2D IZ WD, YA A EX A XL OO HRZHERIT, DT
Tz &N HE S T 5 (OECD, 20005 Nakayama and Yamaguchi, 2002;
Mizuguti et al, 2009).

(8) fEHIFIH S NT-FELBIZBET 5 FHIH
A ZXOfEEE L CORAEEZ, KEFE 1), KEMmnrT, KEk, E2nk
N T A M—F— B REENZET 55 ((FiES,2010), =D 5 HKREMNT
FEEHEEE LTI ELSFEH SN TEY . £FXZSES 0N FEH ST
%A 5, 2010),

(9) fArtoZ27eR BT 2 HIA
A RFEAITNE, P Ty oA e X — LI FUEOREATIEEME NS
FNTWND, ZAH TN TR Ci bl 72 MEVLER 2 i3~ = & 12 L 0 RIEM LT
HZEMTEDRD, XA XEfEEE LTEEICHHIN TS

(1 0) AHFKLOHIERES Z2HI[R9 2 SRR+ 5 HIE
HA RFEAITRIRPEIZ 72 < . BIIZFH WD, 1FGICHE 3 ->TWnW=E LTH,
A L CAEEY £ TAELFT D TREMIZIKVW(OECD, 2000), Ric, AAELEZE
LT, MEA UL FEH R HIETHES A X2 BB+ 5 2 & N TE 5(0OECD,
2000),

(1 1) oA FABEEEWE OAEIZET 5 FIH
VNN AL, FARXEFERIC, NI TV oA e ¥ — T7 4/ —A AXF
F—A, T4 FUBEORAFEALAHEEEZ2Z L HMEINALTVD
(Hym0w1tz and Collins, 1974; Raboy and Dickinson, 1993; Natarajan et a/,2007),

4 Xy H—|ZBTLHFH



(1) AR OHRKIZEE T 5 FHE
MON94637 ZAEOIEHIZHW O NTZE AT Z 2 I F PV-GMIR527237 14,
Escherichia coli D77 A I K pBR322 7¢ & & HIZ/ERL L 7=,

185 (2) MEICEHT 2 FH
MAM T T 23 FPV-GMIR527237 O i, AHIEES, HIBREEEZTIMrEAL,
HERR B, TOHBELOHEEEIZH LR > TBY (EEGE 1), o ER
ANBEB EFEAT HEAERSNLE E TV,

190 (3) HAIMIEICRE T 5 FIH
WA 7T A RPV-GMIR527237 121%, AV F /) ~A TV KOA NV b~
AV VTEE 5T 5 aadA BT EERRE O~ — 71— & LT T-DNA 11
FEIRICIFEL TCWD, T, A~ VU RO F~A vtttz 532 nptll

BT, E. coli kN Rhizobium radiobacter (Agrobacterium tumefaciens) D%

195 o~v—h—& U THMUME R FEIICFEE L TV 5, 2. MON94637 Rkt 12 aadA
BAG T MO nptll B TPNEANSIL TV RN BiE, kit — 27 = o 2 fifgric &
DR L T\ B,

(4) fmiEMEICE+ 251
200 EBAH 72 A R PV-GMIR527237 (ZIHsiEE AHE & T HBNIE STV,

(5) 185 EERAFMHICET 5 HE
WA 7 A3 K PV-GMIR527237 (21, MpBR322 12 Hisk4 2% B A D 72 6
DOERIPALATER ori-pBR322 . @pRi (ZHKT % HAHHO 7= O RIBH A HE K
205 oripRi BHAAEN TS, LML, ZTNHOFKICEIVEAR YT AI R PV-
GMIR527237 73, MEMLFK % CHITH T 2 Z LIFTE 2R, S HICHEAEE SO
AT DFEE. MON94637 R HICIZ. 2D OfEE 2 & oo MAlE A& FE I T E A S
NTWRNT ERFER SN TV D,

210 (6) FH7 X —OIERTIEICET 5 HIH
MON94637 2D IEHICIE, BAH 77 X I RPV-GMIR527237% flv 7=, A
AR T T 2 NliZ. E coiizkd 75 23 FpBR32272 8 & HITHERR ENTHBY |
cryIA.28 LR > N M Qeryl B2Bn B v N & & TeT-DNA IfEIK
W N aadABIE 3B v b R DsplABIn 7R BL £~ b & & TeT-DNA II5HEE
215 ZHLTWD,

(7) BRI X —DIF FE~OFA S LK ONLEIZEE T 5 HIH
MON94637 %&ftld, cryIA.2ERTRE Y R erylB. 28I FRE T >
k& & Te T-DNA I fHIF ONZ aadA BT3B > b IO splA & 3B+
220 v M&&ETe T-DNAIL fHik A b > 728 AH 77 A X K PV-GMIR527237 #, 77/ 1
NI TV MEICE D EEOSSMEMITEAT L Z LI KV IEH SR, s T



DNA I fE3 K% O° T-DNA IT fEd %, B A AR 972 O O [ BE AR & A2 {55 S aE ik
EHT D, 7B, T-DNA II fER I E OB OERK~——& LTHEHA S
23, MON94637 Aft DB RIEBFE TH Y Rl T,

225
5 ARG TFICETLHIH
(1) HERICEEd 25 4IH
© AW, HRMEOSHICET 5 HIE
LIFDORIZ, BASNTEBIGFOAHKLTZ DHEKZRT,
230

%1 MON94637 ZAMDOIEHIZHWZE AR 77 A X K PV-GMIR527237 D &A# L
B D H R K& Ok e

T = 1k BRE
T-DNA I 581k
B!-Right Rhizobium T-DNA % AT HERICHFIH S5 A 0I5
Border Region | radiobacter fic ¥ % & T (Depicker et al, 1982;
(Agrobacterium Zambryski et al., 1982),
tumefaciens)
P2-ubql10-At1 | oA XFRF RV X F BB T ubgl0 DT BE—H
(Arabidopsis —. U= —}kOA  +1aNorris et al,
thaliana) 1993), HEMMIEIZI T DG 2 FHET D,
CS3-crylA.2 Bacillus CrylAh 7= A HED RA A 1, CrylAc7zA
thuringiensis HE®D RAA 11, CrylCa 7mAHED R A
A > III X CrylAc 7= A FH'E D C Kl K A
AP ORINDXFATHOLALAE
CrylA.2 % =2 — K7 % il 4l T (GenBank
accession: ON169998)), 7 = 7 H#E Rz %}
T LG A2 535 (Chen et al, 2021),
T4-Zfp-Mt1 ANy~ IAY T DI T 4T HEE a2 — RTAHEE
(Medicago Bz F O 3R v IE B R 55 5k o Bl A1) T
truncatula) (GenBank accession: ON170000), #zB5 D#F&

FEL Y mRNA OKR V77 =/ bziFHEd 5
(Hunt, 1994),

P-Cab-Cm1 A suan>7 ) ab (CAB) fEAT-ABHED Y
(Cucumis melo) nE—H =KW —%—f5 T (GenBank
accession: ON170002), FfE#pfifaN TR G
%8975 (Hernandez-Garcia and Finer,
2014),




235

#F 1 MON94637 2 OEHICHWZE AT 23 K PV-GMIR527237 O
BRENERZ DO KL OBERE (05 %)

TR B R

RS

P&HE

CS-crylB.2

B. thuringiensis

CrylBe mAHED KA A T KO 11,
CrylKa2 7=AHED KA A > III W
CrylAb @ C S KA A o BHER SIS
XA IO AHE CrylB.2 22— RK7T5
it ¥ ¢ (GenBank accession: ON169999).
FavBEBERICHTLIEAMEEZMNGT D
(Chen et al, 2021),

T-Lox-Mt1

Iy A e
(M. truncatula)

VARF T —EB8BaTO 3KimIERIFH
ik o #id %] T (GenBank accession:
ON170001), #55 D#HE KLY mRNA DR
U7 7 = AbEFHET S (Hunt, 1994),

B-Left Border
Region

R. radiobacter
(A. tumefaciens)

T-DNA ZA5:ET 5 BCHI A S5 AR
Bcsl % & Te (Barker et al., 1983),

SMAIE #& el (MON94637 RAEITITAFAIE L2 WY)

CS-blel N AR T VA=A T UMM T O 3 — FESI O
Tnb —¥TH 5 (Mazodier et al, 1985) .
CS-nptIl Escherichia coli D | XA~ A T AT F TV AT =T —
k7 v 2R Y |1 NPT ID #=2— K425 neo EintD
Tnb o— REH (Beck et al, 1982), x4~ A
YUk NI TF AU EMN T D
(Fraley et al., 1983).
P-rrn R. radiobacter UARY—2. RNA AXp 7ot —H—
(A. tumefaciens) (Bautista-Zapanta et al, 2002), f¥Hja
N TOEFRRERG 25T D,

OR5 -ori- 77 A3 R pBR322 | #HHEIEAMEFEK (Sutcliffe, 1979), E. coli H
pBR322 IZBW TR ¥ — |2 BRI 2 53
Do
CS-rop FF7AIRCoEl |7 A~ —TAHEDOY T L i —

(Repressor of primer (rop)) @ =x— KELF

ThO., E coli IZBWTTT7AI Rpay

— ¥ % #EFF9 % (Giza and Huang, 1989),
OR -ori-pRi 77 %3 FpRi #H BB 4k fE Bk . R radiobacter (A.

tumefaciens) TIZEBWTRT ¥ —|Z B R
JERE AT 595 (Ye et al, 2011),




# 1 MON94637 ZMOIEHIZHWZEAHA T Z A I K PV-GMIR527237 @
BRERRBESE D R M OFEE (DD %)

I EEES ik A
T-DNA II 81, (MON94637 2l X FLE LR VY)
B-Left Border | R. radiobacter T-DNA Z{xiZET 5 BRICFIH S i 5 A ISR
Region (A. tumefaciens) fic% % &1e (Barker et al., 1983),
T -nos R. radiobacter (A.| / NV U &RkEHE (NOS) Z=a2— KL TW
tumefaciens) pTi % nos BAin 1O 3K i FEFHFR fE I O Ed 5
T, BEOKE N OmRNA DRI 75 =)L
b %3559 % (Bevan et al, 1983; Fraley et
al., 1983),
CS-splA R. radiobacter (A. | A7 0 —RA% 7 )7 h—AJR NI )L a—R&-
tumefaciens) CbH8 | 1-V VIRICEWT HA I B — AT 4 AT 4
PR Vo —€ha— K15 splAdi&faDa— R
Bid%l (Piper et al, 1999).
P-Usp VTR M- ARE% 22— N7 585 FO 5K
(Vicia faba) R, Yo' — KRz
—FAd%] (Baumlein et al, 1991), fE4iia
W TOEFE R E 25T 5,
T-E9 T Ry V7 u—RA-15-"UBINEFTT—F
(Pisum sativum) NPT =y e a— K45 RbeS28nT
® 8" K v I B AR tH K (Coruzzi et al,
1984), HFO#AEK N mRNA ORY 77
=L EFHET 5,
aadA NT AR 3"(9)-OXIVAF N T AT 2T —
Tn7 (T /7 a2y NYEME) Oo=— K
Bdyl (Fling et al, 1985), AT F ) <A
DR 0N N gl N VAV N X D ECACE
%,
TSé-CTP2 vaA XF ) 5-T /) —/LELENL VX RS-V VR
(A. thaliana) fE# (EPSPS) DIk E 7T NIk
Za— RLTW5 ShkG &lFD X —7T
4 > 7| (Klee et al, 1987; Herrmann,
1995), HHEITz A HHE & ZERRMAE A~ & s
2o
P-EF-1a vaAXFRF WERNT EF-la BlctO7mnE—%—
(A. thaliana) — X =K A b THBELG DY)
BN TOEFEHBICE G 3% (Axelos et
al.,, 1989),
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265

# 1 MON94637 ZHEDIEHICHWZE AN 77 A X K PV-GMIR527237 ™
BRERL TSR D M OEE (DD %)

MR EE TR FH ok i
E"-FMV Figwort Mosaic | =>/~>¥%— (Richins et al, 1987), fi#)
Virus (FMV) 35S | #ilaN CoOE 25D 5 (Rogers, 2000),
RNA
B-Right Border | R. radiobacter T-DNA Z {52 T 2 BRIZFIH S 05 A IBE R
Region (A. tumefaciens) Bl ¥ %2 & ¥¢ (Depicker et al, 1982;
Zambryski et al, 1982),

1 : B Border (5% A AC41)
2 : P Promoter (7' &2 &— 4% —)
3 : CS Coding Sequence (=2 — RE4I])

4 : T Transcription Termination Sequence (#55-#&FEHEC 51))

5 : OR Origin of Replication (12 % BH A4 FEIL)

6 : TS Targeting Sequence (¥ —%77 ¢ > 7 E5)

7: E Enhancer (> /N9 —)

Q@ ZEMICET 5HEE

B. thuringiensis |3 THEWIOEET 57 7 LABHEMETHY . B FROEEEIC
KT DR ELZRT LWV HEIT R, ZOZE0nb, ZOMREERIIFEEED

fERRICHERE L H 2 A3 O TIIARWEEZE 2 5,

(2) BlaAOMATIEICHE Y 2 HIH

HFE~OEANL, 7777V MNECEVIToz, METHDL XA XAk
A3555 R DA E, AR T A3 F PV-GMIR527237 % & 1r R.
radiobacter (A. tumefaciens) AB30 ¥k & Hf5ieg 95 -2 Lic kv, WHEI#HEIT-
775

D%, WEIB I NTZMIEORKEITITZLODARTF ) <A Vo KOT 7
R TV TARETDHIEDOINR= ) v BT EFLRNTFATF %
WL AR T 52 Lk W, DNA NEASNmEE®RK L, ©E
WRREM 2R LB b 6 S~ — 7 —fEk(T-DNA 1T fHE) & E#Ea{ L
TV 1l a2 —o T-DNA [ #Eigx2H L, EAHT 7 A I ROSMIERERZ 5
F20, RKEESRCE GBI ~DIFEAN R, 7o EDOFEHE &l 72 3 EA & 2k L.
TEICBAE L RotfRE LTEBE I,

Ro k% Bl L1 S 7= Rtz BT, T-DNAII i 4 & 7= T-DNA I 18
WA RETHT S 1 EREZRE, AL, R HREIEH L7z, Re fiHfAZHFHL T
Boivle Rs HRZFEMARBEABEFMITOXS L L, Z OB ANB{s 7
M M OB BE R PR A DS LI S % . MONO94637 Rkt a b Bf & LTk L
726

.10.
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290
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310

(3) HOEIZRE+ 29 H
O FrE—F—ICHTLHEHE

crylA2 B FRBLIE v ME. vuA X+ X F (Arabidopsis thaliana) K
D ubqlO-Atl 7T —F—NMEHINTW5, cylB2 B3 It& > N T,
A1 (Cucumis melo)) KD Cab-Cml 7T —X—0MEl SN TW5, splAdi&
IRy ME., VT~ A(Vicia faba)lB3kED usp 7o &—% —BMEH ST
W5, aadA Bl 3By NI, vaA X+ XF (A thaliana) HKD EF-
la7 T —X2—=MEA SN TW5D, nptllHEL38 5+ v ME. R radiobacter
(A. tumefaciens) HKD rrn 7T —F —PNMEH SN TV 5,

@ H—IFx—HX—ICHTHHEIHE

crylA.2 BInFREA Y NI, X v~3Y v (Medicago truncatula) kD
Zfp-Mtl #— I 3 —H—0NMEHEN W5, ayvlB2 BiafrREIYEy M, #
N~ Y (M. truncatula) B3 D Lox-Mtl % — I % —% =3NS T 5
splA BInT38L 2 v ME. R. radiobacter (A. tumefaciens) pTi H2KD nos
F—Ix—F—REHINTWD, aadd BIZFHATEY NI, = FY
(Pisum sativum)H KD E9 ¥ — I 3 —X —REH I TN 5

@ BFEHmoOAELEIERY Z G F 22 LI 5 HIE

MAH T 23 N PV-GMIR527237 OHiILEIH . NG OBEREITHA & e X
NTEY., BamoFEEILEYZ 5 F 720,

PEEIZRET 2 3H

crylA.2385 1 K cry1B.2 A6 1

ZTnZEN CrylA2 mAHEK D CrylB2 mAHEZREL, Y551 Cry
TTAREIZET S, 20 Cry mABEEIZ, BEREE OABSEMET T, fams
ANEPG T 7 My r (BRiBE) & LTRRbd 5, 7a ot fHe
BOTABAE SRR LD RN R S, BERIEEE o7 v BB 0 R
FERMPED 2T A BE~ERIND, a7 A I, BRodis B O
B CRERAZ BIE~EG L. NMLETERT 5 2 & Tl L ol S Z L,
%%OD%t%%&:l/ﬂfiﬁftﬁg%ﬁﬁi HEGE 5B MEEE T, ZHLET Cry 2AH

BICX T R RZRHBITE R L OCHEARLUA LS IEFRE I L TR,
CmdA27;hE3 4L CrylB272ARBEOWTNS, Fa v HEBROLIZERE
Pz rd Z AR LT,

(5) MEEIZRE¥ 5 HIH

HEFEARCAIMEATIC L 0 . T-DNA T SIS H S OBAR T DIR AL T & 2 fifgsd

LTW5,

(6) =& —#ICPE+ 25 HIH

R — 7 = 2 AT NS AT S -1 D PCR K O ZEBL S B#AT 247 -

- 1 1 -
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340

345

350

7455 MONO94637 ZftD 47 7 Aizid, T-DNA I fHI2Y 1 a v —ffA S LTV
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