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Abstract 
 

Agrobacterium-mediated genetic transformation was explored for inducing insect resistance in 
mat rush (Juncus effusus L.). Firstly, the callus regeneration system was established, and secondly 
the Agrobacterium tumefaciens strain EHA105 with plasmid pKUB carrying cryIA(b), hph and gus 
genes, coding for hygromycin phosphotransferase and β-glucuronidase, respectively, was used for 
transformation. Results indicated that 150 μM acetosyringone in both of the induction and co-
cultivation media increased the frequency of GUS+ calli, and OD600 value 0.4 of Agrobacterium 
enhanced the rate of GUS+ calli, significantly. The infection duration of 45-60 min, co-cultivation 
duration of 4 days, and infection in the 12th or 16th day were the best combination for 
transformation. Agrobacterium-treated plants achieved a transformation frequency of 9.56 % to the 
highest. Transient GUS expression and hygromycin-resistance tests were practicable and reliable 
for selecting the positive transformants. This transformation system was found suitable for 
manipulating the desired traits through transgenic techniques, as the transgenic Juncus effusus L. 
plants were produced from seeds to embryogenic calli, then to plantlets. The Agrobacterium - 
mediated transformation of Bt gene into mat rush with some optimizations is highly successful and 
reproducible as experienced from the established protocol.  
 

Introduction 
 

Wetland plant mat rush (Juncus effusus L.) is an ecologically and economically important 
plant, and is widely used in water gardens, mitigation and construction of wetlands. It is 
planted for its stem, which can be used as raw material of woven products, such as straw mats, 
seats hats basket making, thatching, weaving mats and many others (Wright, 1992). It is 
widely damaged by insects, and no insect-tolerant genetic resource is available in this species. 
Recently, transgenic techniques are preferred for the genetic transformation of desired traits in 
plants. Agrobacterium- mediated transformation is the most commonly used method for 
transferring foreign genes into plants cells (Shrawat & Lorz, 2006). 

Insect resistance is developed in crops through the introduction of Bacillus 
thuringiensis (Bt) crystal protein (cry) gene, which confers resistance to major pests 
(Estruch et al., 1997). The cryIA(b) gene has been introduced into many plant species; 
including rice (Ye et al., 2003), cotton (Stewart et al., 2001) and sugarcane (Arencibia et 
al., 1997). Although Juncus effusus is an important economic crop, especially in China 
and Japan where it is grown on large scale; however, so far little attention has been paid 
for its callus induction and genetic transformation. We already have established an 
efficient protocol for callus induction and regeneration of this plant. Since there had been 
no reports about the transfer of Bt gene to mat rush mediated by Agrobacterium, it was 
considered important to investigate and optimize the different factors, which influences 
the transformation frequency for the establishment of successful transformation system. 
Here for the first time, we report the successful production of transgenic mat rush by 
optimizing the procedures of transformation and plant regeneration.  
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Materials and Methods 

 
Callus induction: Seeds of two cultivars of Juncus effusus L., viz. Nonglin-4 and Yinlin-1 
were surface-sterilized sequentially with 316 µM KMnO4, 70% ethanol, 1.0% NaOCl + 2 
drops Tween-20, and 3 rinsings of sterile water (Zhang et al., 2003). Seeds were germinated 
on hormone-free MS medium (Murashige & Skoog, 1962) with 0.8% agar under 16/8 h 
(light/dark) light at 19±2oC. The basal 1-2 mm caudex of the seedlings was cut and cultured 
on MS callus induction medium supplemented with 20 g L-1 sucrose, 8 g L-1 agar, 2 mg L-1 

2,4-D and 0.5 mg L-1 6-benzylaminopurine (BA) at 19 oC in the dark. After 30 d, calli were 
sub-cultured twice in the same medium (Xu et al., 2009b). Then embryogenic calli were 
cultured in the callus multiplication media with different hygromycin concentrations (25, 
50, 75 and 100 mg L-1) to find out the feat concentration for the selection of resistant calli. 
After 8 weeks of multiplication, the whitish-yellow-colored compact nodular calli were 
selected to culture on pre-medium (MS + 2,4-D 2 mg L-1 + BA 0.5 mg L-1 + AS 100 μmol 
L-1 + 2% sucrose + 0.8% Agar, pH 6.0) for three days. Then the calli were infected by 
Agrobacterium suspension with different OD values for 5~60 min. 

 
Agrobacterium multiplication: Agrobacterium tumefaciens EHA105 contained plasmid 
pKUB with T-DNA region of binary vector (Fig. 1) was obtained from Prof. Illimar 
Altosaar, Department of Biochemistry, University of Ottawa, Canada. The T-DNA 
region of binary vector included a neomycin phosphotransferase gene (npt II) under the 
control of nopaline promoter (Pnos), a hygromycin B phosphotransferase gene (hpt) and 
a β-glucuronidase (GUS) gene both under the control of CaMV35S promoter (P35S) 
(Cheng et al., 1998). Agrobacterium tumefaciens was cultured in 5 mL YEP liquid 
medium with 50 mg L-1 hygromycin at 28oC with overnight shaking at 180 rpm. This 
culture (5 mL) was transferred to 50 mL pre-culture medium with acetosyringone 100 
μM and 50 mg L-1 hygromycin, and shaked at 180 rpm for 36 h at 28oC. A. tumefaciens 
cells were harvested by centrifugation at 5000 rpm for 10 min., at 4oC, and resuspended 
in a liquid suspending medium (OD600 0.2-0.3) with 100 μM acetosyringone. The 
multiplied bacterial culture was used for infecting Juncus effusus L., calli. 

 
Gene transformation and plant regeneration: Embryogenic calli were immersed in the 
A. tumefaciens suspension for 5-60 min, and then transferred to callus induction medium 
supplemented with 0-250 μM acetosyringone. After co-cultivation for 2-8 days, calli 
were transferred into callus induction medium with 250 mg L-1 carbenicillin. They were 
grown for 2 days at 19oC in the dark to restrict the bacterial growth and to allow the calli 
recovery from co-cultivation shock (Zhao et al., 2002). The calli were then transferred to 
MS selection medium supplemented with 2 mg L-1 2,4-D, 0.5 mg L-1 BA, 20 g L-1 
sucrose, 8 g L-1 agar, 250 mg L-1 carbenicillin and 50 mg L-1 hygromycin. The calli were 
cultured in the dark at 19oC and subcultured into the same medium once every week.  

After seven subculturings, the putative transgenic calli were used for plant regeneration 
which proceded in two steps (Xu et al., 2009b). First, the embryogenic calli were cultured 
in the regeneration MS medium-1 (0.5 mg L-1 BA , 1 mg L-1 KT, 250 mg L-1 carbenicillin 
and 50 mg L-1 hygromycin) for 10 days. In the second step, the calli was transferred to 
regeneration MS medium-2 (3 mg L-1 IAA, 0.5 mg L-1 BA, 1 mg L-1 KT, 250 mg L-1 
carbenicillin and 50 mg L-1 hygromycin) until the shoots were visible. The putative 
transgenic shoots were transferred to the 1/2 MS rooting medium (20 g L-1 sucrose, 8 g L-1 
agar and 50 mg L-1 hygromycin). The resistant caudexs were cut to test the transient GUS 
expression. After 30 d growth in the culture medium, the resistant plants were transferred 
into pots with soil-perlite mixture after seedling hardening for about 3 days. 
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Fig. 1. The T-DNA region of pKUB binary vector in A. tumefaciens used for J. effusus L. transformation.  

Pnos: nopaline promoter, Pubi: ubiquitin promoter, P35S: CaMV35S promoter, npt II: neomycin 

phosphotransferase gene, hpt: hygromycin phosphotransferase gene, LB: left boundary, RB: right 

boundary, H: Hind III, B: BamH I, E: EcoR I 
 

GUS histochemical assay: The GUS histochemical assay was carried out for putative 
transgenic calli and plantlets (Rueb et al., 1989) with some modifications. Tissues were 
soaked for 6-10 h at 37oC in the 5-bromo-4-chloro-3-indolyl glucuronide (X-gluc) 
coloration medium (100 mmol L-1 Sodium phosphate buffer, 10 mmol L-1 EDTA, 1 mmol 
l-1 X-gluc and 0.1% Triton) having pH 7.0. Then the tissues were dried with sterile 
blotting-paper to remove excess coloration medium, and immersed in anhydrous ethanol 
for assaying the transient GUS expression. 
 

Polymerase chain reaction: The mat rush genomic DNA was extracted from putative 
transgenic leaf tissues according to the CTAB method (Doyle et al., 1988). The cryIAb 
gene primer set, 5’-GCAACCATCAATAGCCGTTACA-3’ and 5’- GTCAATGGGATT 
TGGGTGATTT-3’, which produces a 0.872-kb fragment within the cryIAb gene, and the 
gus gene primer set, 5’ GGGATCCATCGGAGCGTAATG 3’ and 5’ 
GCCCACAGCAGCAGTTTCATA 3’, which amplifies a 0.563-kb fragment within the 
gus gene, were used for polymerase chain reaction (PCR) analysis. Each 25 µL reaction 
system contained 4 ng genomic DNA, 0.5 uM of each primer, 0.2 mM dNTP, 10 × Taq 
DNA polymerase reaction buffer, and 1U Taq DNA polymerase (Sheng Gong, China). 
The PCR protocol was set as: 4 min at 94oC, 30 cycles of 30 s at 94oC, 1 min at 54oC (for 
crylAb) or 50oC (for gus), and 80 s at 72oC with a final extension of 8 min at 72oC. The 
amplified PCR products were used for electrophoresis analysis in a 1% (w/v) agarose gel, 
and photo-documented under UV light (Lee et al., 2006). 
 

Statistical analysis: Data were analyzed using the SAS statistical software. Where the F-
test showed significant differences among means, multiple range tests were performed at 
the 0.05 level of probability (Steel et al., 1997). 

Results and Discussion 
 

Effect of co-cultivation duration on transient GUS expression: The co-cultivation duration 
is one of crucial factors influencing Agrobacterium-mediated gene transfer in plants and 
depends largely upon the Agrobacterium strain and the explant used for transformation. 
Generally, 2-3 days co-cultivation is considered suitable for Agrobacterium-mediated 
transformation, but in certain monocotyledonous plants (Toyama et al., 2003; Akutsu et al., 
2004) 4–9 days have been described. In the present study, after infection by A. tumefaciens, 
calli of both genotypes of J. effusus were cultured in the subculture medium for 2-8 days. Co-
cultivation period affected the transient GUS expression significantly, that was lowest for 2-
day of co-cultivation (Fig. 2). Extension of the co-cultivation period from 2 to 4 day 
significantly enhanced the frequency of explants showing GUS+ activity. There was gradual 
decrease in GUS expression frequency of explants when co cultivation was further increased 
from 4 to 8 d. It has been reported that too short or too long co-cultivation duration reduced 
the GUS expression in orchard grass (Lee et al., 2006; Hasan et al., 2008).  
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Fig. 2. Effect of co-cultivation duration (days) on transient GUS expression in seed-derived calli of 

J. effusus L. Acetosyringone 150 μM was supplemented in both the inoculation and co-cultivation 

media. Different letters indicate significant differences at p<0.05. 

 

Effect of acetosyringone on the transformation efficiency: Acetosyringone is thought 

to be an external signal molecule that induces vir genes and also the key factor in 

Agrobacterium-mediated transformation (Guo et al., 1998). It is known to enhance T-

DNA insertion by A. tumefaciens into recalcitrant plant hosts (Godwin et al., 1991). Here, 

the transformation efficiency was estimated by the transient GUS expression of 

transgenic calli 3 days after co-cultivation with A. tumefaciens. Increasing the 

concentration of acetosyringone from 50 to 150 mg L-1 enhanced the frequency of GUS+ 

expression significantly (Fig. 3). However, further increase beyond 150 mg L-1 caused a 

sharp reduction in GUS+ expression frequency in both genotypes. The lowest frequency 

GUS+ expressing calli were recorded without using acetosyringone. With 100 μM 

concentration of acetosyringone in orchard grass calli, Lee et al., (2006) obtained the 

highest frequency of GUS-expressing calli to both inoculation and co-cultivation media. 

 

Effect of A. tumefaciens concentration on transient GUS expression: Optimum 

concentration of A. tumefaciens in the media is important as low amount may result in 

reduction of GUS+ expression while higher concentration may cause contamination of 

explant tissues. It depends upon the Agrobacterium strain, plant tissue used (Gurlitz et 

al., 1987). Results revealed that concentration of A. tumefaciens in the medium affected 

the rates of calli survival and transient GUS+ expression significantly (Fig. 4). Survival 

rate of Nonglin-4 genotype calli decreased, but frequency of transient GUS expression 

enhanced by increasing the concentration of A. tumefaciens from 0.2 to 0.4 of OD600. 

With OD600 values from 0.4 to 0.8, the frequency of transient GUS expression reduced 

significantly, because it might have resulted in the assembling of bacteria themselves and 

difficulty of binding to calli. The highest rate of transient GUS expression was about 40% 

at A. tumefaciens concentration of 0.4. Results reported in wheat (Amoah et al., 2001) 

and Prunus cerasus L. (Song & Sink, 2005) conform to our findings. 
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Fig. 3. Effect of acetosyringone concentration on transient GUS expression in seed-derived calli of 

J. effusus L.  

Data were recorded after 3 days of co-cultivation with A. tumefaciens strain EHA105. Values 

represent the mean (±S.D.) of six independent experiments. Acetosyringone was supplemented in both 

the inoculation and co-cultivation media. Different letters indicate significant differences at p<0.05. 
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Fig. 4. Effect of A. tumefaciens concentration (OD600) on the rate of calli survival and transient 

GUS expression in Nonglin-4 genotype of J. effusus L. 

Different letters indicate significant differences within the same analysis at p<0.05. 
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Fig. 5. Effect of different infection durations on calli survival and GUS+ rates (%) in J. effusus. 

Data were recorded after being immersed in A. tumefaciens solution for the different time intervals. 

Values represent the mean (±S.D.) of five independent experiments. Different letters indicate 

significant differences within the same treatment at p<0.05. 
 

Table 1. Effect of different infection stages of calli on the regeneration  

of J. effusus L., genotype Nonglin-4. 

Infection stage 

(days) 

Regeneration  

rate (A, %) 

Hygromycin-

resistant rate (B, %) 

Transformation  

rate (A×B/100, %) 

0 0.56 ± 0.93 e 95.00 ± 7.07 a 0.53 ± 0.63 d 

4 2.04 ± 0.84 d 78.89 ± 2.72 b 1.61 ± 0.60 c 

8 6.11 ± 1.17 c 73.33 ± 6.20 c 4.48 ± 0.87 b 

12 13.02 ± 1.66 b 65.31 ± 2.37 d 8.50 ± 1.07 a 

16 15.56 ± 0.99 a 61.47 ± 1.33 e 9.56 ± 0.53 a 
Data were recorded after being influenced by A. tumefaciens at different times. Values represent 

the mean (±S.D.) of five independent experiments. Different letters indicate significant 

differences within the same column at p<0.05 
 

Effect of A. tumefaciens infection duration on transient GUS expression: Different 
infection durations affected the calli survival and GUS+ rates significantly (Fig. 5). 
Longer duration of A. tumefaciens infection damaged the callus tissues, while at shorter 
duration the transient GUS expression was not obvious. Frequency of calli survival 
reduced with the prolonging of infection duration. The GUS+ rate increased along with 
the prolonging of the infection duration. In order to get the balance of calli survival rate 
and GUS+ rate, 45-60 min infection duration was found appropriate.  
 

Effect of different infection time on the plant regeneration: Juncus effusus L. calli 
were co-cultivated with both Agrobacterium tumefaciens containing or lacking the binary 
vector pKUB (Fig. 1), and kept for 20 days. Although some growth of Juncus effusus L., 
occurred in control, however, the calli capable of sub-culture to fresh medium 
supplemented with 50 μg mL-1 hygromycin B were only obtained from co-cultivation 
with A. tumefaciens containing pKUB. In the beginning, the hygromycin-resistant rate 
was higher and the regeneration rate was very low (Table 1). The regeneration rate 
enhanced with the progressing of infection time. The hygromycin-resistant rate was 
opposite to the regeneration rate. So the infection process suited at the 12th or 16th day 
after subculture when the transformation rate was significantly higher than that of others 
viz. 8.50 and 9.56%, respectively.   
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Fig. 6. Hygromycin-resistant calli and transgenic plants obtained by Agrobacterium mediated 

transformation of Juncus effusus L. 

A. hygromycin-resistant embryogenic callus; B. regenerated plants from embryogenic calli in the 

first three days; C. plants regenerated from embryogenic calli after one week; D. plants regenerated 

from embryogenic calli after two weeks; E. transient GUS expression in regenerated plants; F. 

transgenic plant in the pot.  

 

Selection and molecular confirmation of transgene expression: The putative 

transgenic calli were subjected to GUS histochemical assay for confirming the presence 

of transgene. The calli showing blue staining revealed the T-DNA, had successfully 

integrated into the genome of Juncus effusus L. After 7 sub-culturings, hygromycin-

resistant embryogenic calli of Nonglin-4 were selected for regeneration experiment (Fig. 

6A). The regenerated plants developed from resistant calli after 3 days (Fig. 6B), 1 week 

(Fig. 6C) and 2 weeks (Fig. 6D) in the regeneration media. Then these plants were 

transferred to 1/2 MS medium with 50 mg L-1 hygromycin for selection. Survived 

plantlets obtained from the resistant calli of genotype Nonglin-4 were used for GUS 

histochemical assay. Nearly all of the regenerated plants with hygromycin-resistance 

showed positive GUS expression (Fig. 6E). These resistant plants were used for further 

PCR confirmation for both cultivars viz. Nonglin-4 and Yinlin-1. For the PCR 

confirmation, two independent PCR analysis were carried out using the primer sets of Bt 

and gus genes. Non-transformed plants of Nonglin-4 and Yinlin-1 were used for the 

negative control. Electrophoresis revealed the expected 0.872 and 0.563 kb bands for Bt 

and gus genes respectively in both cultivars (Figs. 7, 8), which were not detected in 

control plants. Plantlet regeneration from PCR-positive embryogenic tissues of hybrid 

firs was also reported by Xu et al., (2009a). The resistant plants were transferred into soil 

after seedling hardening for 3 days.  
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Fig. 7. PCR detection results of Bt-transgene.  

PCR amplification was conducted with Bt specific primer for production of a 872-bp (Bt) fragment 

using genomic DNA of samples as the templates. Lane M: DL 2000 marker; NC: wild type used as 

negative control, PC: pKUB used as positive control. Lanes 1-3: transgenic plants of Nonglin-4; 

Lanes 4-6: transgenic plants of Yinlin-1. 
 

 

 

 
 
Fig. 8. PCR detection results of gus-transgene.  

PCR amplification was conducted with gus specific primer for production of a 563-bp (gus) gene 

fragment using genomic DNA of samples as the templates. Lane M: DL 2000 marker; NC: Wild 

type used as negative control; PC: pKUB used as positive control; Lanes 1-3: transgenic plants of 

Nonglin-4; Lanes 4-6: transgenic plants of Yinlin-1. 
 

Conclusion 
 

Earlier, there was no protocol available for the transformation of Bt gene into mat 
rush (Juncus effusus L.) mediated by Agrobacterium. Therefore, an efficient system of 
gene transformation mediated by Agrobacterium for Juncus effusus L., was developed by 
optimizing different factors. The transient GUS expression and hygromycin-resistance 
tests were facile and reliable for selecting the positive transformants. Through this 
protocol, transgenic Juncus effusus L., plants were produced from seeds to embryogenic 
calli, then to plantlets. This transformation system may help to manipulate the desired 
traits though transgenic techniques. So, the currently developed protocol of 
Agrobacterium-mediated transformation of Bt gene into mat rush with some 
optimizations is highly successful and reproducible.  

        M         PC        NC       1         2         3         4         5         6 

        M         PC        NC       1         2         3         4         5         6 

 

 

200 

 
 

100 
 

750 
 

500 
 

250 

100 

 

 

200 

 
 

100 
 

750 
 

500 
 

250 

100 



AGROBACTERIUM-MEDIATED Bt GENE TRANSFORMATION IN JUNCUS  2623 

 



LING XU ET AL., 2624 

References 

 

Akutsu, M., T. Ishizaki and H. Sato. 2004. Transformation of monocotyledonous Alstroemeria by 

Agrobacterium tumefaciens. Plant Cell Rep., 22: 561-568. 

Amoah, B.K., H. Wu, C. Sparks and H.D. Jones. 2001. Factors influencing Agrobacterium-mediated 

transient expression of uidA in wheat inflorescence tissue. J. Exp. Bot., 52: 1135-1142. 

Arencibia, A., R.I. Vázquez, D. Prieto, P. Téllez, E.R. Carmona, A. Coego, L. Hernández, G.A. de 

la Riva and G. Selman-Housein. 1997. Transgenic sugarcane plants resistant to stem borer 

attack. Mol. Breed., 3: 247-255. 

Cheng, X., R. Sardana, H. Kaplan and I. Altosaar. 1998. Agrobacterium-transformed rice plants 

expressing synthetic cryIA(b) and cryIA(c) genes are highly toxic to striped stem borer and 

yellow stem borer. Proc. Natl. Acad. Sci. USA, 95: 2767-2772. 

Doyle, J.J. and J.L. Doyle. 1988. Isolation of plant DNA from fresh tissue. Focus, 12: 13-15. 

Estruch, J.J., N.B. Carozzi, N. Desai, N.B. Duck, G.W. Warren and M.G. Koziel. 1997. Transgenic 

plants: an emerging approach to pest control. Nature Biotechnol., 15: 137-141. 

Godwin, I., T. Gordon, B. Ford-Lloyd and H.J. Newbury. 1991. The effect of acetosyrigone and pH 

on Agrobacterium mediated transformation vary according to plant species. Plant Cell Rep., 9: 

671-675. 

Guo, G.Q., F. Maiwald, P. Lorenzen and H.H. Steinbiss. 1998. Factors influencing T-DNA transfer 

into wheat and barley cells by Agrobacterium tumefaciens. Cereal Res. Commun., 26: 15-22. 

Gurlitz, R.H.G., P.W. Lamb and A.G. Matthysse. 1987. Involvement of carrot cell surface proteins 

in attachment of Agrobacterium tumefaciens. Plant Physiol., 83: 564-568. 

Hasan, M., A.J. Khan, S. Khan, A.H. Shah, A.R. Khan and B. Mirza. 2008. Transformation of 

tomato (Lycopersicon esculentum Mill.) with Arabidopsis early flowering gene APETALAI 

(API) through Agrobacterium infiltration of ripened fruits. Pak. J. Bot., 40: 161-173. 

Lee, S.H., D.G. Lee, H.S. Woo, K.W. Lee, D.H. Kim, S.S. Kwak, J.S. Kim, H. Kim, N. Ahsan, M.S. 

Choi, J.K. Yang and B.H. Lee. 2006. Production of transgenic orchardgrass via Agrobacterium-

mediated transformation of seed-derived callus tissues. Plant Sci., 171: 408-414. 

Murashige, T. and F. Skoog. 1962. A revised medium for rapid growth and bioassays with tobacco 

tissue cultures. Physiol. Plant., 15: 473-479. 

Rueb, S. and L.A.M. Hensgens. 1989. An improved histochemical staining for B-D-glucuronidase 

activity in monocotyledonous plants. Rice Genet. Newsl., 6: 168-169. 

Sarma, K.S. and S.M.D. Rogers. 2000. Plant regeneration from seedling explants of Juncus effusus. 

Aqua. Bot., 68: 239-247. 

Shrawat, A.K. and H. Lorz. 2006. Agrobacterium-mediated transformation of cereals: a promising 

approach crossing barriers. Plant Biotechnol. J., 4: 575-603. 

Song, G.Q. and K.C. Sink. 2005. Optimizing shoot regeneration and transient expression factors for 

Agrobacterium tumefaciens transformation of sour cherry (Prunus cerasus L.) cultivar 

Montmorency. Scientia Hort., 106: 60-69. 

Steel, R.G.D., J.H. Torrie and D.A. Dickey. 1997. Principles and Procedures of Statistics: A 

Biometrical Approach. 3rd Ed. McGraw Hill Book Co. Inc. New York. 

Stewart, S.D., J.J. Adamczyk Jr, K.S. Knighten and F.M. Davis. 2001. Impact of Bt cottons 

expressing one or two insecticidal proteins of Bacillus thuringiensis Berliner on growth and 

survival of noctuid (Lepidoptera) larvae. J. Econ. Entomol., 94: 752-760. 

http://www.itis.gov/servlet/SingleRpt/SingleRpt?search_topic=all&search_value=Bacillus+thuringiensis&search_kingdom=every&search_span=exactly_for&categories=All&source=html&search_credRating=All


AGROBACTERIUM-MEDIATED Bt GENE TRANSFORMATION IN JUNCUS  2625 

Toyama, K., C.H. Bae, J.G. Kang, Y.P. Lim, T. Adachi, K.Z. Rui, P.S. Song and H.Y. Lee. 2003. 

Production of herbicide-tolerant zoysiagrass by Agrobacterium-mediated transformation. Mol. 

Cell, 16: 19-27. 

Wright, D. 1992. The complete book of basket and basketry. In: David and Charles (ed.), Columbia 

Books, London. pp. 208-210. 

Xu, J., Y.Z. Wang, H.X. Yin and X.J. Liu. 2009a. Efficient Agrobacterium tumefaciens-mediated 

transformation of Malus zumi (Matsumura) Rehd using leaf explant regeneration system. 

Electronic J. Biotechnol., 12: 1-8. 

Xu, L., U. Najeeb, R. Raziuddin, W.Q. Shen, J.Y. Shou, G.X. Tang and W.J. Zhou. 2009b. 

Development of an efficient tissue culture protocol for callus formation and plant regeneration 

of wetland species Juncus effusus L. In Vitro Cell. Dev. Biol. - Plant, online: DOI 

10.1007/s11627-009-9228-4. 

Ye, G.Y., H.W. Yao, Q.Y. Shu, X. Cheng, C. Hu, Y.W. Xia, M.W. Gao and I. Altosaar. 2003. High 

levels of stable resistance in transgenic rice with a cry 1Ab gene from Bacillus thuringiensis 

Berliner to rice leaf folder, Cnaphalocrocis medinalis (Guenée) under field conditions. Crop 

Protec., 22: 171-178. 

Zhang, G.Q., W.J. Zhou, H.H. Gu, W.J. Song and E.J.J. Momoh. 2003. Plant regeneration from the 

hybridization of Brassica juncea and B. napus through embryo culture. J. Agron. Crop Sci., 

189: 347-350. 

Zhao, Z.Y., W.N. Gu, T.S. Cai, L. Tagliani, D. Hondred, D. Bond, S. Schroeder, M. Rudert and D. 

Pierce. 2002. High throughput genetic transformation mediated by Agrobacterium 

tumefaciences in maize. Mol. Breed., 8: 323-333. 

 

(Received for publication 12 February 2009) 


