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Resveratrol synthase® ¥2A7# @ AFAZAd BF71sHS FA57] At F 7)ol 43
A7 E AR KNE75FH  AEo)r|Fe dA#AAYE ERE Cyclophilin . FAAE
Agrobacterium- tumefaciensE ©o]&38to] A &o] Tdstn A3 FHARAAE FHstuA 4
He Ay
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wjoF %9l Resveratrol synthaseZ HAAZ © A2 EH9 AL A48l Pre-culture A
(MS + 30g/# Sucrose + 0.dmg/¢ NAA + 4mg/¢ BAP)A 2d Bk wigEsith
Agrobacteriumt o] AEANE Y 1087 HETT g FEuNG x| (30g/¢ Sucrose)ol &
A dzAdA 294 T FEUEE "53.3 }“D} TENG & Adu A (MS + 30g/¢ Sucrose +
0.lmg/ ¢ NAA + 4mg/#¢ BAP + 5mg/¢ Hygromycin +200mg/# Timentin)oll A wj<kstg i &
H2a7t 449 AAANE Aelscw 288 o ShootfFEH)A(MS + 30g/#¢ Sucrose + 0.5mg/ 4
BAP + 05mg/ ¢ TDZ + 5mg/¢ Hygromycin +200mg/ ¢ Timentin)ell A w3t RA Tt o] FolA
Shoot’} =% A28 (MS + 30g/¢ Sucrose + 0.5mg/¢ BAP + 05mg/¢ TDZ + lmg/¥
Hygromycin +50mg/ ¢ Timentin):% 2o wjz|o A wjRE T o] wiAdA FEF shoote A
A7 BoidA e MSHIXIZ &4 BIAE FESAT

Cyclophilinfr A =}¢] cDNA®#HE CaMV 355 promotor?t 35S terminator polyadenylation
signal® zE pRTL20 =% ¥ transformation vectorg! . pCAMBIA1301e] X989
pCAMBIA-Cyclophilin vector® T3 %3 ©] vectorZ Agrobacterium AGLISZ =435t &
AR ALg39tt. Cyclophilinf 47‘}7} EAqs=A e JRE #EA3r] st CTABUHALE
DNAZ #Z3928 PCR 4<% & ¥ #7195 S £43t9 DNA bands &35t
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ol o Agrobacterium¥ 2] FFAIZEE 30%, FEMYE 71 2943
o} A% HAAANE Agrobacterium™ FTEulE 3t AP w2 F
B calluseZ7t AAHUT 2 F 95 Hol callusedl A shootd] #3+&
shoots BElfEujx 2 &2 F 2F o] 27t == Ach(Fig 1)
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AR F5td AR @ AP A2 2d GHALANA cypFAASF ESATEA
ol JRE ety $stel CTABYHELE DNAE F&3dem PCREN S A3 cyptt

A9 E%}% gelslr] 938t primer CYP-5' : GGT CTT CTT CGA CAT GAC AGT CGG
P-3 " AGC TGA CCA CAA TCG GCA ATA ACG AE Al&3td PCRE <3t
PCRAIES A7|9% 3 23 wild type 2 EANME JeEFUA] @82 498bp DNA band?t |2
EA A e TH(Fig 2).

Fig 2. wild type # &3 CYP #3 2}t
=93 A% PCR £4

M : marker, WT : wild type,

CYP1,2 : transformation plant

Fig 1. & A A88 x| 32 AE3} ; a) callus, b) callus

2XE TrEEI shoot ) & 2 —f.i grek =l shoot, d)
shoot2 ¥ E] rootH %
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