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Abstract: Taking Cymbidium faberi as material, using D. of ficinale Kimura et Migo as an external reference, flow

cytometry measurements were performed when the genome size of Cymbidium faberi was estimated. The results showed
that, the estimated genome size of C. faberi was (4.39=20.12)Gb,or the content of 2C DNA was about 8. 98 pg. The
present study described a modified method of genome size analysis by using flow cytometry in C. faberi. The data

available of DNA content obtained in this study was helpful to the future genome sequencing research.
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CAACGGCAGGCTCTTGTC-3', ¥ M {k &.13.5 pL
ddH,0,2 pl. dNTPs(2 mM),2 ul. 10X Tag Buffer, |- F
W14 (10 M4 0.5 pL,cDNA #ig 1 pL, Tug DNA
BAM 1 yL, PCR Y BFEFF . WA, 94°C 3 min; {
IRP-HE, 94°C 30 s, 60°C 30 s,72°C 30 s; J5 3E {41, 72°C
7 min, ACT2 Z:Ry 1% 25 A~1E3F , AtGDPDL6 , AtGD-
PDL7 Z:H Y4 33 MEIF,
L2.4 HYRBBREEE HURIREWERA
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BN IO 3 8846 A Gateway A T8 4& pENTR/
SD/D-TOPO vector (Invitrogen /A ®l), 2.5 pL ##HE K
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DNA F Bt (40 ng),0.5 pL ddH, O, #%&HH B A
18k S pGWBS 1l pGWBS fE#) R ik Bifk 47 LR 38
PR, 3 pL LR RRAAR 1 pL & 3K B iy TOPO
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B %R 22°C L2 h,
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1.2.6 GFP#HGEM 7& 1/2MS#E#RE AL 5 d i
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AiGDPDL6

AiGDPDL7

ACT2

1 1~6 S FI AR LR 2R AR 2R TERAR
Note:Lane 1-6 indicate root, rosette leaf, cauline leaf, stem, flower and
silique respectively.
B 1 A:GDPDL6 #1 AiGDPDL7 BERAERRIESH
Fig. 1 Analysis of AtGDPDL6 and
AtGDPDLT7 transcription levels
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2kb | 3 kb

1 kb- 2R

¥ : M, DNA marker;1~2. AsGDPDL6/7 j2 3178 PCR 72413, AsGD-
PDL6 K45 PCR =¥ ;4~5. pENTR/SD/D-TOPO-ProAtGDPDLS/7;
6. pPENTR/SD/D-TOPO-AtGDPDLS
Note:M is DNA marker; 1-2 indicate the fragements of AsGDPDL6/7
promoters and 3 indicate A#GDPDLS$ coding region by PCR amplification;4-5
indicate pENTR/ SD/ D-TOPO-ProAtGDPDLS/7 and 6 indicate pENTR/SD/D-
TOPO-AtGDPDLS.,
2 AtGDPDL6/7 BEhFM
AtGDPDLS$ 485K 19 pENTR/SD/D-TOPO #FHKH &
Fig. 2 Construction of pENTR/SD/D-TOPO-ProAtGDPDLS/7 and
pENTR/SD/D-TOPO-AtGDPDLS$ vectors
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7.:GUS # Pro35S: : AtGDPDL6-GFP 48 ¥ 3= 1k 2% 14
R YRR L GV3101 KA E, Tl
I Ak
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2 kb

1 : M. DNA marker;1~2 pGWB3-ProAtGDPDLS/ 7;3. pGWB5-AtGDPDLS ;
4~6, pGWB3 - ProAtGDPDL6/7 #1 pGWB5 - AtGDPDLS # 4 Jii 2 PCR
B,

Note: M. DNA marker;1-2 Indicate electrophoresis of pPGWB3-ProAtG-
DPDL6/7,3 indicate pGWB5- AtGDPDLS vector; 4-6 indicate the assay of
pGWB3-ProAtGDPDL6/7 and pGWB5-AtGDPDLS vector by PCR amplifica-
tion.

Bl 3 pGWB3-ProAtGDPDLS/7 #1 pGWB5-AtGDPDL6
B RIEHGEE
Fig. 3 Construction of pPGWB3-ProAtGDPDL6/7 and
pGWB5-AtGDPDLS plant expression vectors,

2.3 ProAtGDPDL6/7;.GUS F Pro35S; : AtGDPDLS-GFP
SRR AR AR5

SR I A R BI R IF AL 551k, JH R IRE R
PUME 7 28 38 18 ProAtGDPDLS ; ; GUS, ProAtGDPDLY ; ;
GUS il Pro35S: : AtGDPDL6-GFP BB IR kR 451K 5.
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fhp et , 45 5 R GUS 3% MR e SR 37 BB
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ProGDPDL6-F/GUS-R

WT B

AlGDPDL6

ACT. g

1 WT. BF A Y AL 5 > ProAtGDPDLS: : GUS B 2 M T #R 5B, 5
/> ProAtGDPDLY. :GUS #3137 £ % ;C. 9 4> Pro35S: : AtGDPDL6-GFP
RS RE
Note: WT. wild type; A. five independent ProAtGDPDLS ; : GUS transgenic
lines; B. five independent ProAtGDPDLY7:: GUS transgenic lines; C. nine
independent Pro35S; ; AtGDPDLS-GFP transgenic lines.
B 4 ProAtGDPDLS/7::GUS #0 Pro35S: :
A(GDPDL6-GFP #E R gtk £ E
Fig. 4 The identification of ProAtGDPDL6/7; :GUS and Pro35S: :
AtGDPDLS6-GFP transgenic plants by PCR amplification
using their genomic DNA as the templates
S DR R AR AR 3 8 L 2R A 2R S B 21 GUS
Wt. AtGDPDL6 1 AsGDPDLT 31 5 311 1 41 41
EMIR 5 RT-PCR Ftanilif) AicGDPDLS6 1 AtGDPDL7
FER AL Fe KK, RIREA —F, XUGERE
B ,AsGDPDL6 #1 AtGDPDL7 [N 7E BB B8 N 45
FHIRIA .
2.5 AtGDPDL6-GFP fili& 8 15 9 41 i Py 5 iz
LR T 2 N 48 3038 P (TAIR) R LR A E A1 1R
W %548 4 7 , AtGDPDL6 F1 AtGDPDL7 W] 88 %€ fif T 4

#: A, C. ProAtGDPDLS : : GUS #& #1 # %} ; B, D. ProAtGDPDL7: .

GUS H¥#1 %
Note: A,C. ProAtGDPDLS: : GUS transgenic line; B, D, ProAtGDPDLY7:
GUS transgenic line.
B 5 ProAtGDPDL6/7::GUS #ERE M EIF GUS EANELRE
Fig.5 The histochemical staining of ProAtGDPDL6/7: ;
GUS transgenic Arabidopsis plants

aBES A AR b HBOGI R &R BB 0T Pro3ss: .
AtGDPDL6-GFP #3:H A1 R, I 6 7 41, GFP %2 %+
BERP TR X AR, i R B DB
JCHAE T AR N AN BRI IX 38, 3 R AL FY) GEP
FOLHEDI AT 882 th AR A0 T A4 A AtGDPDLS £ H #if ¥
TESH I BERN A H H

F:FEFRER 50 pm,
Note: Bar=50 pm.
B 6 AtGDPDLS-GFP ZFHMMAMAE R
Fig. 6 The subcellular localization of AtGDPDLS-GFP
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ERIRIZF o GDPD-Like 2R RWEHR 7 RAD , H
AtGDPDL3 Z:FRAK shod RILHE MR E LT B
B4, i AxGDPDL3 Z: NI SR A A P L&
LR EREMM B A RT-PCR 458 5
7=, BIEESF AsGDPDL6 #1 AsGDPDL7 % R 72 #l 5 7 1
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The Expression Patterns of Arabidopsis thaliana GDPDL6 and GDPDL7 and
the Subcellular Localization of GDPDLG6

WANG Chong,CHENG Yu-xiang
(State Key Laboratory of Tree Genetics and Breeding, Northeast Forestry University, Harbin, Heilongjiang 150040)

Abstract; Using wild type (Col-0) Arabidopsis thaliana as plant materials, the expression pattern of AtGDPDL6 and
AtGDPDL7T was studied by RT-PCR. Using the ProAtGDPDLS6: : GUS and ProAtGDPDL7. : GUS transgenic plants as
plant materials,the expression pattern of AtGDPDL6 and AsGDPDL7 promoter were studied by GUS activity staining.
Using the Pro35S:: AtGDPDL6-GEFP transgenic plants as plant materials, the subcellular localization of GDPDL6 was
studied by fluorescence microscopy. The results showed that A¢GDPDL6 was specifically expressed in flowers, and
AtGDPDL7 was expressed in flowers and siliques; ProAtGDPDL6: : GUS and ProAtGDPD7.: GUS were mainly
expressed in mature pollen sacs and stigma;the AtGDPDL6 was localized to the plasma membrane or the cell wall.

Keywords : Arabidopsis thaliana ; GDPD-Like; expression pattern;subcellular localization
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