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*% & ! AP1 (APELLATAL)# F1/4*" MADS-BOX #4713 » # i 7 R
S FARNTEFTULEET AL FALAL BRI e T B o V- # i 5
BiEhsrdefefcrd n o RERRS BT - AT REFEAE
% o BE e 3 kA2 OsMADS14 (APL) A Fl#g 72 3] % &L'v - 5.’ (Dendrobium
'White No.1") 2 #& /& 7 48 (Protocorm-Like Body, PLB) » (5 &% ~ £ 4 ~ M7 ~ g1t ~
NFg o IR A FRE 2. PCR ~ RT-PCR ~ 7enig % &1 > 2. APl A7) 3
ErEgAE P2 AR e ©ARHE mRNA - ¥ BLET G A RTIR DR E o

N2
-
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w}

% % # i (Nobile type Dendrobium) % fF 44 7 &L jf /s & 4 % £ & (Dendrobium section
Dendrobium)‘ v &4 7 (Den.nobile) & A A& TSR E T M E e A A2 AEHRA
B v RIBMR -2 52708 THEZAFENERES > AR T M2 5
ISP *E’m%'ﬁi")f“" CHEF IRBEUFRA S AFFEFIERRALRTY
R - et CHRTEFFEFREEEREF PGP AL A T
FROAF 3oL G R e R AT AR R S RAT R e el
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+ (;“:’_ PR~ CEEE)A I PR (sensor)f F] (4 VIN3 - VRN3) 0 3% 5 A F]
LT RE GRS g E Y B TS (integrator) & F] (40 FT ~SOC1) > # 2 &t 43 8
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“dv 4 AT e APLSLFY)@Epr2 « 2 400 R{EF S04 2 B
ko sg@ R 4E4 B 7= (Kimetal., 2009) -

pfed i@ ? S FLC A% 5 - BE & B wfrf| AT - Bk T Prq|BR &
A& FlehZ 3 (Helliwell et al., 2006; Searle et al., 2006) o X @ & 8 + £ £ & fL hzisf (v 4
(Shitsukawa et al., 2007) ~ &# ¥ (Hsiao et al., 2011) ~ 4 4& % &L (Liang et al., 2012) % #r &
#E IR EF FLC b iRAT 4 | 8 M3 50w i hf A 44 % VRN2 -

AP1 (APELLATAl),E._Uﬂ/%%? MADS-BOX ## 45 %]+ » # it ¥ Eﬁ’ﬁx AR SBETE
FTUEET ¥ - PR SAETAL L 28w wa 2 waagi % ! Liljegren ¥ (1999)3F
§ofria% 35SAPL A H L AL P RA T Y qawiyzr B EoPefia £ (2001)
< AP AR APL > 22 4r 2 (Citrus sinensis L. Osbeck x Poncirus trifoliata L. Raf) »
PEEFHFeH ELRS B2 PGS ALY B fiHAT T2 43 S EHE
i ﬁ%& ﬁ—]éﬁr% 35S::AP1 > %2 % &g ot 35S::APL ## 78 k7 iz 24 & H 4 fF]"'F’ y Bt ﬁikﬁ'? e
2% o 58 (2007)p < = fF Onc. Gower Ramsey iF 78 11 2. OMADS10 » H 4p i3t e o j @
A # MADS Box # FIin APL > 73 i v B &2 B g ¥+ #p1F] 2 OMADS10 mRNA -
2 e dm% 35S::0MADSI0 #rathe BLATHEIRE § &5 B o1 ¥ 5 ¥ 27 (terminal
flowers) & # PIL % o AT 7 0P A FIAPL % p Rk §%:iE 722 OSMADS14 > OsMADS14 =
B A AT RGNS ERT P MM (A 17k 4 OSMADS14 217 4 9% APL & 3 & A 4p
Mo ke Bt ASEAA T - fFAE L APL-like A F] (55 0 2014) - Jeon % (2000)3% % - i
£ 23 OsMADS14 v 11 Rfsde F B i > ¥ 3 &K 7f€rm1§T s _E'_ ﬁ»j*u'v" "B TSR
ﬁ*ﬁ%o
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A I

-~ REEE
(=)~ AT ALY R

@raEgke* 5 #42 PLBAr Callus 5 A FEmE 2 el » @ % 2 5'0 f©- 5L
' (Den. 'White No.1") ¢ Bxfi 703545 5~6 7 2 S RHAB A * % > 17 02% 7 £ L4 K
Clorox i& 7% o ij % » & F4EfA > AR £ A ¢ (1/4 MS (Murashige and Skoog, 1962)
Sucrose 2% ~ Trypotone 0.1% ~ agar 7.5% ~ pH5.5) o 1~2 & * % 5 {5 » *» % Ty 27 (s
PLB # ¥32 % & (1/2MS (Murashige and Skoog, 1962) ~ Sucrose 2% ~ Trypotone 0.1% ~ BA
0.2 ppm ~ agar 7.5% ~pH 5.5) > — @ ? {3 A% & v < 3 4 PLB & Callus > 2. {5 & [ 2 [ *
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F R PLBAER A AT AN -
() B EE L

AR R 2 B4R FF] & » Agrobacterium tumefaciens (GV3101) - # 75§48 p1301-
Ubi-AP1 (fz#> %+ 5 Ubiquitin + B #4 ] 5 -k #2 AP1 (MADS14) ~ 4 3 & 7] 5 gusA ~ &% &
AT hptll - d ¢ BAF LI A HFTT L ASKIERE) -
IR
(=)~ R AAFIEAES 2

R A% Fd Stock IR FBIER %> 7 F 100 ppm kanamycin 2. LB plate » % 28°C3# &
24-36 ] B BFE EE ACHY BV A P KA PEE - JE ORBREN I T HY
F2E25mlIBi &R >3 28CH A4 2% « £A5H5 2 ml Fie? 50 ml g §
AR “$ bkt 30ml g %% (1/4MS, Sucrose 2%, Tryptone 0.1%, & k#) 0.1%, AS
(acetosyringone) 200 ¢ M, pH5.5) & 7/ i5- > £ F #e 4l 3% » & L4 % (150-160 rpm)
BA 30 A4 4G AR E SR E R RS A s SR AR o R R
I EF 200 UM AS 2 PLB# #3240  28CRHHRBER A X o L 1 Wash ®
(1/4 MS, Sucrose 2%, Tryptone 0.1%, Cefotaxime 200 ppm, pH5.5)# % 10 4 4& (150-160 rpm)
FikzZ & o # » 73 Cefotaxime 150 ppm 2. PLB ; #3 &£ 4 » - B 7 {52 10 ppm
hygromycin 3£ {7 & ¥ °

GEBZEAMEN I IREF2L AR A -BHEMLA LV 2T 52 [ fufkis L
# 3 #1358 % & (1/4 MS (Murashige and Skoog, 1962) ~ Sucrose 2% ~ Activated carbon 1% »
Myo-inositol 0.2% * Trypotone 0.1% ~ agar 7.5% ~ pH 5.5)3 -3 13 > (542 o 3 E (s & (7 I35y »
MR EZ R E R AE o T 2 2P e
(=)~ HH 7 otk R
1. {£4 DNA % B~

*:# % ¢ * BioKit Plant Genomic DNA Purification Kit (GeneMark, Taiwan):& {7 & 4~
DNA 5B~ o 3 65C-Kip#hfpf - P~ 01g 2 athE R » LR EF BT wiA > 4~ 400
ul Extraction buffer 4= 5 ul RNase {¢ J< $ ¥| 1.5 ml eppendorf # > Votex 5-10 2 3 » ** 65
Ckiz 20 » 48 > & - 45} T 3 & eppendorf Hc=x 1R £ 353 - 4c ~ 100 ul Precipitation
Buffer » # 3 R{cfs B 30k 440 5 248 > Votex # %R 3 12 > 11 12,000xg & 3 4 45 »
s B b 3 70 1.5 mleppendorf ® 0 4e 1.5 i #24¢ 2. Binding Buffer - pipetting 2
3 oW P~ 750 ul J® &% ¥ e %3k Collection Tube 2. Spin Column ® > 12,000xg &~ 1 4
4 3 “f Collection Tube 2_ A% > 4v » 428 & /% 3| Spin Column # » £ 14 12,000xg &
1 245 2 *,%;%qg o 4t » 600 ul Wash Buffer 1 12,000xg &< 1 4 455 3 “f%ﬁi& )
Wash - =% - 2 ‘,%%ii?z s > 1 12,000xg #5248 0 B R >3 “,lrf o #- Spin Column %
*+#7¢0 1.5 ml eppendorf ® > 4¢ » 50 ul 2. Elution Buffer > # % 2 4 45 > 12 12,000xg &t
o] A4 EEATE 22 DNA Y pFg3t-20C % *
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2, ¥4 Total RNA % B~

* 3% it * GenePure RareRNA reagent (GenePure, Kaysville, UT, USA) i {7424 RNA
FPooP0.lg 2 EAFRE S > MR EF B B 4r » 1 mlRareRNA reagent 4 jc & 7
1.5 ml eppendorf ¥ » # % 3t %8 5 & 45 o 4 » 300 ul Chloroform -]« & $#33 » ¥ 3tk
+ 548 2 1502 12,000 rpm ,43‘.&»' 54k o Pt ik TR eppendorf ¢ de 2 5 B
WA 0 9SG 1S A R g 0 £ 4 12,000 tpm Hrs 5 A4 0 0k L iR G AM 0 L b
» 1 ml 70% Fp# wash » spin down g v ad g fﬁ%" B {& 12 50 ul 2= DEPC kw3
RNA p733-70C# * o
3. REfE2 @4 F & (Polymerase Chain Reaction, PCR)

# * Thermo Hybaid Px2 Thermal cycler (Thermo Scientific, USA) % ¥ &%k % - PCR ¥

BAF 5 25ul 7 7 10x PCR buffer for Blend taq (2.5 ul) ~ 2 mM dNTPs (2 ul) ~ 10 uM
primer (1 ul) ~ Blend taq -Plus- (0.25 ul) (Toyobo, Osaka, Japan)% 100 ng {& 4= DNA (1 ul) > 4
k3 25ul BREERERSFIEY 0 &7 PCR¥EF & -

4. 7 MADS14 ~ gus 2 hptll % p &2 7]

Bl MADS14 A F]31 3 » & w5 5°- ATGGGGCGGGGCAAGGTGCA -3’ (AADA-1) %
5’- GCCGACTACCTTGGTGATCTCGCC-3’ (AADA-2) » ¥ # t§ 11 0.8kb & £ o & Bin4% 5
94°C 2 ~ 48 > 1 % cycle; 94°C 30 45 > 60°C 30 #; » 72°C 60 #) » % i&i7 35  cycles » #
SR F72C 10 #4851 B cycle

R gus £ F151F 5> 2wl i 5°- CGTCCTGTAGAAACCCCAACCC -3’ (GUS-F)2 5°-
TTTGCCTCCCTGCTGCGG -3’ (GUS-R) > # 3 tg 1! 1.8kb F FL o & Bindz i 94C 2 ~ 45>
1 B cycle;94°C 3045 > 60°C 3045 > 72°C 120 ) > £ &7 35 i cycles > & {& L &7 72
C 10 ~48 1 B cycle »

Rl hptll &£ %515 > 2wl 5°- CTATTTCTTTGCCCTCGGACG -3” (hptll F)% 5°-
CCGCGACGTCTGTCGAGA -3’ (hptll R) » ¥ # #5 1 1007 bb 5 £ o & inAe 5 94C 2 &
48> 1 1 cycle;94°C 3045 > 54°C 304> 72°C 604y > £:&i7 35 1 cycles > {5 £ & (7
72°C 10 » 451 T cycle »

5. F # 4R & pri 4 F & (Reverse Transcription PCR, RT-PCR)

A 3% & * BIONOVAS HiScript I"™ First Strand cDNA Synthesis Kit (Bionovas, Canada)
7% - 48 cDNA & = (Reverse transcription) » £ i&{7 PCR 3§ t§ o & 4% (First strand
Synthesis)# F# 4= * P~ 1ug-10 pg 22 RNA > #r » 1 ul 2x Fast premix fr 2 ul Oligo dT - £
7 RNAse freeddH20 4 3 19 ul» > 65 CiE* 54045 R B Pk 1 2454 0r o L e x 1
ul HiScript I Reverse Tanscriptase » *+ 42°C it * 30 Ao\ézﬁ_ L AT 8CiE 50480
cDNA 2. & = o

i£ 7 RT-PCR PF 17 ¢DNA % 2 #5217 PCR 1 i i p) & L %12 5313 2 PCR & B
A2 it (EAERE Y Z PCR AR -
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6. DNA & #*

PCRF =2 A4 & BB 8ul 4t » 6 & F /4 Bi4 A (6xloading buffer) 12 1.5%
e Invitrogen Ultrapure agarose ° *x ¥ >t 1X TAE buffer (40 mM Tris acetate » pH8.0 ~ 1 mM
EDTA)*® »i& 7 DNA & /& & o % = {3 » 0.5 mg/ml 2 /4% * ¢ 4%_ (ethidium bromide, EtBr)
B 0 A F Semis > 194 5-10 2480 £ B> UV k4 (Gel logic 200 Imaging system)
HALSEEE 2 DNA " B> BRAPT k5 o

3
*ﬂ

(=) ~ p1301-Ubi-AP1 48 2 4 7l

SRR LT A 17 IR 7 B AARDNA ¥ RS ) L3 R AT A
F BB A ] e 35k 5 % BT B 448 p1301-Ubi-AP1 (] 1 A) » 12 Kpnl fr Sacl 3475 4 =
B o 9TE R4 I FEE R o p1301-Ubi-AP1 4§ Kpnl v Sacl > 2] & # %) 0.75 kb 2 -k #&
AP1 (MADS14)# 7] £ (@ 1 B) -
(Z) IR 2 6E B 2 2 B

pI301-Ubi-AP1 2 % 7 £l32 5 Al 256 ¥ 454 50 103 £ £ & (103/09-104/06)i¢: 7 4
EP 77 ] At B A TR 2 M e AR 4 17 MR p1301-Ubi-APL {483 (7
BA R A% B8 PLB 6~ 978 @ s B D A HR S H e R A
R 7E o

% 10 ppm hygromycine &£ {62 5 F &' - BUBREA RN > 22T v # 1 F 9
REAFEPH 2 F4 (B 2A-D) FHRz A hiE- HeFRafoEt (B 2 E-
0) » 385 ¥ i R L3 MBS b § DRBIE IS EF DI (M2P-0Q)

AWREHB RN R R ANMPEFT EF AP F R FEF M SRR A
2L RIS D 20 24 £ 2 4B 2R-Y frw o BB L 2 Otk £ A BT
AR ARERZ EA - ES CERTUEE 2 EREEMES LU RBELE -
E) - HBEAERZ AT Z2 LA 4T

478 p1301-Ubi-AP1 §“ 48 2 #5278 R & 575 DNA 2 RNA> i i7 PCR {r RT-PCR
WA 45 P A FIAPL - SR HAFIGUS fe i E AT hptll > & % 2515 $®A 1o
PCR # B2 % 4o @] 3 %77 » 12 B 23 5? » AP1-1-2-3-5-6-7-8-9-~10-~12 %
L BRERI B R AL R F] AP (747 bp) ~ GUS (1800 bp)= hptll (1007 bp) % = i & 7 ¢4
F1 BB R APL-11 5t 78 tR 8 1 ) 3] APL K F] % £L o RT-PCR A 52 % % 4o @] 4 #7577 >
A 455 APL~ GUS 4rhptll % = B 7% & 512 mRNA 3 AP1-1-2-3-5-6-8-9 %=
R PR enE F 0 APL-T i 7 R A R ] AP1 2 GUS mRNA -
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(A) (B)

Kpnl/Sacl

T-3' NOS
Kpnl (2,943)

MADS14 (AP1)

— p1301-Ubi-AP1/

— Marker

Sacl (17,557)— s
P-CaMV 356—"" — Sacl @.690) -
HptII — P-Ubi 10.0 .
CaMV 3'UTR ) | Hindlin (5,749) 30 = —
(polyA signal) p1301-Ubi-AP1 ? g.g —
Left border 17,596 bp /= p-camv 355 15 =

GUs 0.75 kb—
T-3' NOS

| 0.2 kb—

Right border

B 1. p1301-Ubi-AP1 z_ & FI@# (A)% 4|2 = 2] (B)2 75 ° (A) p1301-Ubi-AP1 :
# 7 AP1 (MADS14)4 %1z &7 {4 - (B) p1301-Ubi-AP1 35 Kpnl fr Sacl *41f% % *»
2| A 4 5 0.75 kb 2. AP1 (MADS14) # 7] o

Fig. 1. The genetic maps of p1301-Ubi-AP1 (A) and digestion by restriction enzymes (B). (A)

p1301-Ubi-AP1: plasmid containing the AP1 (MADS14) gene; (B) p1301-Ubi-AP1 was
digested by Kpnl and Sacl to produce 0.75 kb DNA fragment of AP1 (MADS14) gene.
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Bl 2. R i% 72 # 7 pl301-Ubi-AP1 2. % % &1'% i=— 5.'(Den. 'White No.1")#% & 78 & R
4 % #7527 o (A-D) Hygromycin & iE = FHiiE 3 e 43 0 5 H 2 £ 495 (E-
O) At ;(P) LAHmEAE AR B1-F 5 (Q 7%~ B RX) Ii¥g
o222 L2473 (Y) A#7atetk - 9 =— 5L (Den. White No.1) -

Fig. 2. Regeneration and proliferation of putative transformed plants of Den. "White No. 1' via
Agrobacterium mediated transformation of p1301-Ubi-AP1. (A-D) After hygromycin
selection, survival explants were induced for multiple shoots and roots formation; (E-O)
Proliferation and hardiness; (P) Formation of in vitro flowering bud in putative
transformed plant; (Q) Magnified image of flowering bud; (R-X) In vitro putative

transformed seedlings were transplanted into 2-inch pots; (O) Untransformed plant.



-100-

Transgenic Plants

—AP1-12 -~
— Marker

S
=z
™
=
=
I

— Positive
—H,0
—AP1-1
—AP1-2
—AP1-3
—AP1-4
—AP1-5
—AP1-6
—AP1-7
—AP1-8
—AP1-9
—AP1-10
—AP1-11

—CK

(A) -

1.5kb—
1.0 kb - APl
0.5 kb — (747bp)
(B)
3.0kb— .
2.0 kb — us
1.5 kb — * (1.8kb)
1.0 kb —
©)  som-
i
1.0 kb — « hptl
0.75 kb — (1007bp)
0.5 kb —

B 3. # 7 pl301-Ubi-AP1 2. % 7 &l'v - 5.' (Den. 'White No.l") ##xE & - 5 PCR
445 APL1(A) ~ Gus (B)fr hptll (C)8 F]2_ 177 - CK : A& 7a k& o Positive : p1301-
Ubi-AP1 (AP1 ~ Gus ~ hptll) -

Fig. 3. PCR analysis of AP1 (A), Gus (B), and hptll (C) gene fragment in putative transformed

plants of Den. 'White No.1' via Agrobacterium mediated transformation of p1301-Ubi-
AP1. CK: untransformed plants. Positive: p1301-Ubi-AP1 (AP1, Gus, and hptll).
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Transgenic Plants

o]
2oz T 9 92 % %5 %9 T 8
G 5 n X AR AR e M E AR~ S
= "-I- T O = 2 = = 2 £ 2 2 =2 Z
[ [ I (I |
(A) 20Kb- o |
1.5kb —
1.0 kb —
N B B s s BEED SRS e API
0.5 kb — (747bp)
(B)
3.0kb —
2.0kb — - 8us
1.5kb— (1.8kb)
1.0 kb—
©) 30kp-
2.0 kb —
1.5 kb — hptl
1.0 kb — (1007bp)
0.5kb —

Bl 4~ #7 pl301-Ubi-AP1 2. % % &L 'e - &' (Den.'White No.1") itk E ¥ » 55 RT-
PCR % #5 AP1(A)~Gus (B)f= hptll (C) mRNA 2 i3, CK: A #& 78tk & % - Positive:
p1301-Ubi-AP1 (AP1 ~ Gus -~ hptll) -

Fig. 4. RT-PCR analysis of AP1 (A), Gus (B), and hptll (C) mRNA in putative transformed plants
of Den. 'White No.1' via Agrobacterium mediated transformation of p1301-Ubi-AP1. CK:
untransformed plants. Positive: p1301-Ubi-AP1 (AP1, Gus, and hptll).

() AR GE FL 2 2 M

p1301-Ubi-AP1 €7 % 7 &'y =~ ' (Den. 'White No.1')2. PLB fF 5 #7844 « #47
10 ppm hygromycine & i% {$ 3 S 2 AR WA LN 7T H 2 £13 (R 2A-D)> #1Ris2
BREAERSTEFR AR L L2 ERMAE 7 g1 AP R R
EP T ks (B2E-0) - 3+ ER (4 LAz gARREF NI AELEE (R
JR-X) - MR ALY BTN B A ALY IREF  Ra R BER 2D
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'}’«fjﬁﬁ it~ E (R2P-Q) e s A 577 ¢ ’%%1 I APL R F F 2% 3
3 % (Sarahetal., 1999 ; Peda et al., 2001 ; 58 > 2007) o — 4L@F 7 &L §F iF 5 5g ¢ B 1© (|n
vitro flowering)srtf 4L+ 5 5 -] A1 # £ L5 & o bildofl 7 Ll 52 % 48 Den. 'Madame Thong-
In' (Sim et al., 2007) {= Den. 'Chao Praya Smile' (Hee et al., 2007)% > < 4% 7 &l fF's = -
55" (Den. 'White No.1")% ‘= 2 # '3 &' (Den. Red Emperor 'Prince)s¥g @ B <R A L3F % >
FPIAAEPEFOTEF L ARBRA?PAELF TN FE QR BEoE & F]F o A
it * 2. APl 5 p -k 4%i% 72 2. MADS14 > Jeon % (2000)#% MADS14 i £ # 3T -KF&7 »
BLARIRSBRE2LR G od AR ZF|EA RS ¥ v R 7 FaYRR2agna
WEAEFTEABETFREFTORY

(=)~ HEfEth2 A F] 2 AL AT

2 PCR 4 #7 pl1301-Ubi-AP1 #gi# 78 fhz. & % v 12 PR R Y & AP1-4 #RiE
7EtRE 2 WP P PT Az A F] > APL-11 %@ﬁ#ﬁu—f B3] APL A7 5 B A 10
PR R e R F] APL ~ GUS e hptll 3 = fa 78 chk F] (8] 3) o 8- ¥ $43& a0
A AT PR H Y o Bk AP1-12-3-5-6~7-8-9~10> FBE
2. RNA i£{7 RT-PCR | F1& > S % A7 4 Sk & D] APL p £ 4 74
oo He APL-7 ¥ R D] APL 4o GUS £ 38> & 7% W] hptll A F)1& 38 (B 4)° » 172
Xk THEAz APLP AT 2 #5EH T 5 FLH'Y 5 ' (Den. 'White No.1") &%
¢ f 3 » 4 3% AP1 mRNA -

Ay e s ] X k#EAE pl304-35S-VRNI % pl1304-35S-AGL19 ; 2. # 5% pl1301-
35S-VIN3; 3. % I #& 72 pMLBART AlcA-AlcR-PaFT 2 pMLBART AlcA-AlcR-PaSOCI ; 4.
# 7% pl301-Ubi-AP1:5. £ I &5 p1304-35S-FT v p1301-Ubi-GA20x6 % 7 fhile & 2 J ¢
FR A% Filz PLB- & £ 4 ~ 872 mEAFEROA TS - B E 2 2
PCR~RT-PCR % #72_ % % k-7 » i 75 2. DnAGL19~VRN1-VIN3~SOC1 ‘FT ~AP1 2 GA20x6
e »‘m@gﬁ;ﬁﬁ P2 AFe s FEARHE mRNA-A S5 283w kot &2 3187 0 #
HARE AFAKRZER - ES ERVEZZEREEFEA LI RIBR LR R
[ERR=EI . BN AL A g NIREA ?dkwfafiﬁ?fymlﬂa? v @ A e YRR B

7{5_' » HRm AT E gi?.} /ﬂ w*’*’miﬁd? o e P e L{gimﬁ}‘:‘é%}; z,);,w y 2R AT
% EHFE o T #\p F’"fumIfL?
WAL L SBLEFESNER % Ra ﬁﬂﬂégﬁpaﬂ%r;ﬁﬁﬁijmgﬂ

iz - R a HRE WAL L TR R augfc & 5L 08% s XFHPR %
AZBAIHFFERTEEI IR IR NT 2 2 BFFEFEEY - BB TE 585G M
(F02005)c # 2P A F R4 RWHFI 52484 RhE LI ES B P 2 L1FE
B S S S EEZRY BRI ER T A ES Y rED T ARE (1 #1105
E) FERISBOLN1S53 2 Ay FufadeSang AREES 2O FER
2 g B AE G BRI FIER B AR
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54 2 p

FRILE 02007 2 P ARFECEEAAM AT ER BB L4 ¢ BAF A LR E
3y AT %= ¢ 105pp. °

FTAE 201403k in R B B UM T & sz 12 > -GA20X6 % % B 7 4 F] OSMADS14 2
Br o P BAFLIALEFETLE 2% o 59p. o
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Summary

AP1 (APELLATAL) gene belongs to the MADS-BOX transcription factor, and its function
can be summarized into two categories: one is to regulate the floral morphological development,
and to determine the differentiation and floral formation of the floral meristem. Another function
is to regulate the transformation of inflorescence meristems to floral meristems, and flowering
early. In this study, we proposed to engineering the OSMADS14 (AP1) genes that cloned from
rice into the nobile type Dendrobium "White No.1'.Constructed genes had been transformed into
the PLB by Agrobacterium-mediated transformation. Regenerated plantlets were selected by
antibiotics, induction of multiple shoots and roots formation, proliferation, hardiness, and finally
transplanted into 2-inch pot and grown in greenhouse. The results of PCR and RT-PCR analysis
of putative transformed plants indicated that the transformed genes were presented in the genome

of transformed plants, and expressed its mRNA.
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