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Abstract Based on the characterization of the resis-
tance phenotype and molecular analysis, several homo-
zygous lines carrying Xa2l against the bacterial blight
(BB) pathogen were obtained from previously trans-
formed indica rice, IR72. The homozygous line, T103-
10, with the best phenotype and seed-setting, was repeat-
edly tested under normal field conditions to evaluate its
levels of resistance to the BB pathogen in Wuhan, China,
in 1998 and 1999. The isolates of Xanthomonas oryzae
pv oryzae (Xo00) used in this experiments were PXO61,
PXO79, PX099 and PX0112 isolated from the Philip-
pines, T2 isolated from Japan, and Zhel73 isolated from
China. The results demonstrated that the transgenic ho-
mozygous line expressed the same resistance spectrum,
but with a shorter lesion length to each inoculated isolates
as the lesion length of the Xa21 donor line IRBB21. The
non-transformed control IR72 carrying Xa4 was resistant
to PX061, PX0O112, Zhel73 and T2, but susceptible to
PX099 and PXO79. The negative control variety 1R24
was susceptible to al isolates under field conditions. The
results demonstrated clearly that the Xa21 transgene led
to an excellent field performance of the introduced bac-
terial blight resistance trait on the recipient plants. The
yield performance of this transgenic homozygous line,
T103-10, is comparable with that of the control under
field conditions.
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Introduction

Recent advances in molecular biology are greatly in-
creasing our ability to characterize and manipulate dis-
ease resistance genes in plants. Several resistance genes
that commonly occur in tightly linked clusters, such as
Xa2l, PTO, CF9, Dm3, N, L6, RP1 and RPs, have been
cloned from rice, tomato, lettuce, flax, maize and Arab-
idopsis (Martin et al. 1993; Bent et al. 1994; Jones et al.
1994; Lawrence et a. 1994; Mindrinos et al. 1994;
Whitham et al. 1994; Song et a. 1995; Witsenboer et al.
1995). Detailed molecular analyses are now beginning to
unravel the complexity of these loci and the underlying
mechanisms determining their structure (Parniske et al.
1997; Song et a. 1997). We now know that most of
those genes encode similar nucleotide-binding sites
(NBS) and/or leucine-rich-repeat (LRR) motifs and act
early in a signalling pathway in the process of plant dis-
ease resistance (reviewed by Baker et a. 1997).

The cloned Xa21 is the first well-characterized dis-
ease resistance gene that has been described in rice
(Song et al. 1995). Aside from having the above com-
mon molecular features, it possesses a downstream ser-
ine-threonine kinase (STK) domain that is similar to
PTO kinase in tomato (Martin et al. 1993) and is capable
of autophosphorylation relative to intracellular signalling
at multiple sites (Song et a. 1997; Wang et al. 1998).
Thus, the structure of Xa21 confirms the evolutionary
link between different classes of plant disease resistance
genes.

Xa2l is known to confer resistance to most known
races of Xoo in both India and the Philippines (Ikeda et
al. 1990; Khush et al. 1990). For better use of this struc-
turally and functionally important bacterial blight (BB)
resistance gene, we introduced Xa21 into the genome of
the elite indicarice cultivar IR72 via the biolistic method
(Tu et al. 1998b). The transformant obtained was desig-
nated as T103. Molecular analysis of Ty and T, plants of
T103 demonstrated that the intact coding sequence of
Xa2l was present in the recipient genome, without rear-
rangement, and that the inheritance of the transgene in
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the T, generation fits the one-locus integration pattern.
The T, plants positive for the transgene proved to be
highly resistant to two prevalent races, 4 and 6, of Xoo.

Although many rice cultivars have been transformed
with insect, disease, virus, and herbicide resistance in
different laboratories (Datta et al. 1992, 1998; Lin et al.
1995a; Alam et al. 1998; Tu et al. 1998a), only transgen-
ic rice with the agronomically important bar gene has
been tested under field conditions (Oard et al. 1996).
Therefore, we isolated severa homozygous lines from
the previous transformants based on both a large-scale
phenotype bioassay and molecular anaysis in the subse-
guent generations, and one of them was tested under nor-
mal field conditions to evaluate the levels of resistance
to the BB pathogen. We report here the results obtained
from these tests.

Materials and methods

Genetic materials

A T, homozygous line of the transgenic IR72 (Tu et al. 1998b),
T103-10, was used in the field tests. For itsisolation, 15 out of 20
T, progenies were subjected to a BB bioassay. In 1997, 30 plants
from each T, progeny and the IR72 control were grown in the
IRRI containment greenhouse under the following conditions:
29°C and 85% humidity at daytime and 25°C and 90% humidity at
night. Each plant was inoculated with two prevalent races, 4
(PXOT71) and 6 (PX099), of Xoo at the maximum tillering stage
using the leaf-clipping method (Kauffman et a. 1973). The plant
reaction to each race of Xoo was scored on six leaves 16 days after
inoculation. The T, progenies showing an identical phenotype re-
sistant to both races of Xoo (4 and 6) were identified as homozy-
gous and the identified homozygous plants were further confirmed
by Southern-blot analysis.

Plot design

Field evaluation of the efficiency of the homozygous line, T103-
10, resistant against the BB pathogen, was performed at the Hua-
zhong Agricultural University Research Farm, situated in Wuhan
(latitude 30°34' North; longitude 114°17' East), near the Yangtze
River, China. Transgenic plants were sown in a seedling bed 4
weeks before planting and transplanted to the paddy field in early
May, 1998 and 1999. Irrigation was provided as needed during
growth. The plot for disease testing in 1998 was divided into three
subplots and each subplot consisted of two rows, 1.86-m long and
0.53 m wide, with 11 plants spaced at 13 cm within arow and four
replications for each testing material. The plot for 1999 was divid-
ed into six subplots and each subplot consistes of two rows, but ex-
tended to 3.96-m long and 1.29-m wide, with 15 plants spaced at
19.8 cm within arow and three replications for each testing materi-
al. Non-transgenic IR72 and 1R24 were planted as susceptible con-
trols and Xa21 donor line IRBB21 was planted as the resistant con-
trol. Normal cultural practices for growing rice were followed dur-
ing the course of the experiment, except that no chemical treatment
was applied to alow for an optimum evaluation of the resistant re-
action of Xa21. The plots were inoculated at the maximum tillering
stage using the leaf-clipping method (Kauffman et al. 1973), with
one race per subplot. The races used for inoculation were Philip-
pines race 6, PX099, Japanese race 2, T2, and Chinese race 4, Zhe
173, in 1998 and the above three plus PX061, PXO79 and
PX 0112, which represent Philippines races I, 111 and V, in 1999.
Plant reactions to each race of BB in this experiment were scored
on three leaves 16 days after inoculation. Plants with a lesion
length of less than 6 cm were considered resistant. The inocula

were prepared by incubating the bacteria on Wakimoto's medium
for 72 h at 30°C and then suspending each pure culture in sterile
distilled water and adjusting the inocula to about 10° cells per ml.

The plots for the yield evaluation in 1999 were arranged in a
field separated from that used for disease testing and contained
three replications. The testing material in each replication was ran-
domly planted in a subplot. The area of the subplot was 12 m2.
The rest of the designs, including the negative and positive con-
trols, and field management were the same as those employed for
disease testing, except for the use of 3-5 plants per hill. The field
testing was done following the biosafty guidelines set by Chinese
Government.

DNA extraction and Southern-blot analysis

Five micrograms of DNA for each sample, estimated by agarose-
gel staining and fluorometry after treatment with RNaseA, was di-
gested with the EcoRV restriction endonuclease (Gibco-BRL,
Geithersburg, Md.) in afinal volume of 50 pl. The digested DNA
was electrophoresed on a 1% (w/v) agarose gel. After electropho-
resis, DNA fragments were denatured and transferred onto a hy-
bond-N* nylon membrane (Amersham, Arlington Heights, IIl.) ac-
cording to the manufacturer’s instructions. The Xa21 coding se-
quence, including the intron part from the plasmid digested with
the same enzyme as the corresponding blotted DNAS, was labeled
with (a-32P) dCTP using the Rediprime Labeling Kit (Amersham,
Arlington Heights, 111.) and employed as a hybridization probe.

Results
Isolation of the homozygous line from the T, generation

In the transgenic greenhouse of IRRI, all 120 plants from
4 of the 13 resistant T, generation-derived T, progenies
exhibited an identical resistant reaction to Philippines
Xoo races 4 (PXO71) and 6 (PX099) (Fig. 1). Thisresult
is similar to the reaction of the Xa21 donor line IRBB21
(Fig. 2b), but with a shorter lesion length, indicating that
they are homozygous in phenotype. The non-transgenic
IR72 and susceptible IR24 are both highly susceptible to
race 6, but IR72 is resistant to race 4 because it contains
endogenous Xad, whereas the susceptible IR24 does not
(Fig. 2a, ¢). To further confirm the homozygous state,
the primarily identified T, homozygous lines were then
subjected to Southern-blot analysis. The results indicated

80-
704
604
50
40
304
204
104

ORace 4
HRace 6

Number of plants

| NN N N N N N N

o
i

Lesion length in cm

Fig. 1 The resistance reaction of four homozygous lines in the T,
generation against Xoo races 4 and 6. A plant with alesion of less
than 6 cm was considered resistant
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Fig. 2a—c The resistance reaction of three control lines against

Xoo races 4 and 6. a IR72; b IRBB21;c IR24. A plant with a le-
sion of less than 6 cm was considered resistant
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that al of the plants from these four homozygous lines
showed the same band pattern, thus demonstrating that
they are also homozygous for the transgene (Fig. 3, the
data are presented for up to 15 plants). The plants from
the identified homozygous lines were allowed to self and
the harvested seeds were stored separately. One line with
the best plast phenotype and good seed-setting, designat-
ed as T103-10, was then used for field tests.

The other nine resistant T, generation-derived T,
progenies were segregating for their reaction to race 6 of
the BB pathogen. Of the 270 plants tested, 195 were re-
sistant and 75 were susceptible (Fig. 4). The segregation
followed a 3:1 ratio. This result was identical to the pre-
vious genetic analysis in the T, generation (Tu et al.
1998b) and further confirmed a one-locus integration
pattern. For reaction to race 4, however, 30 out of 270
plants in the nine T, preogenies had a lesion length lon-
ger than 6 cm (Fig. 4). Their lesion length in the reaction
to race 6 was aso 5-cm longer than that of the isolated
susceptible plants, including the non-transgenic control.
These observations seemed to suggest that the co-sup-
pression of both inserted Xa21 and homologous endoge-
nous Xa4 might have happened in those 30 plants. From
the number of plants that lost their resistance to race 4 of
Xoo, the frequency of co-suppression was estimated at
around 10%. This considerably high frequency of co-
suppression incidence seemed not to hamper the isola
tion of homozygous lines that were obtained at a normal
ratio in the T, generation, as mentioned above.

Resistance of the homozygous line, T103-10, against
multiple races under field conditions

Three prevalent races from the Philippines, Japan, and
China, respectively, were used for inoculation in both
1998 and 1999. The results, summarized in Tables 1 and
2, showed that the transgenic homozygous line, T103-10,
and the Xa21 donor line, IRBB21, were resistant to all
three races, whereas susceptible variety 1R24 was not.
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Fig. 3 Southern analysis of transgenic T plants. A total of 5 g of
plant genomic DNA and 30 pg of plasmid DNA was digested with
EcoRV and hybridized with the same enzyme-digested plasmid
DNA fragment. The arrow marks the expected 3.8-kb hybridizing
band, which appearsin the Xa21 donor line, and positive transgen-
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ic Ty and Ty plants. IR24, IRBB21, IR72-C, IR72-T, and IR72-T,
plants represent the Xa21 recipient line, the Xa21 introgression
line, the non-transgenic control plant, the transgenic primary plant,
and the transgenic homozygous plants, respectively
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Fig. 4 Segregation reaction of nine T, generation-derived T,
progenies against Xoo races 4 and 6. The plant with alesion length
of less than 6 cm was considered as resistant

Fig. 5 Lesion length comparison between transgenic T103-10
plants (left) and control IR72 plants (right) inoculated with
PX 099, Philippines race 6 of Xoo, under field conditions

Table 1 Resistance perfor-

mance of transgenic homozy- Isolates Variety/line No. of plants Average RIS

gous line T103-10 against mul- tested/line lesion lengths

tiple races of Xoo under field (cm)

conditions in 1998 (Huazhong

Wuhan, China) IRBB21 7 5.74+0.34 MR
IR72 16 11.64+0.71 S
T103 66 2.27+0.08 R

Zhel73 IR24 16 8.52+0.51 S
IRBB21 8 0.70+0.11 HR
IR72 18 1.03+0.82 R
T103 72 0.261+0.01 HR
+
a R=resistant; S=susceptible; T2 :2?521 12 228;1822 ES
MR=moderately resistant; T103 71 0.89+0.07 HR

HR=highly resistant

Non-transgenic IR72, which carries Xa4, was resistant to
Chinese race 4, Zhel73 and Japanese race 2, T2, but was
susceptible to the Philippine race 6 PX099. Figure 5 il-
lustrates that the transgenic homozygous plants showed a
significant reduction in the severity of symptoms when
their lesion length was compared with that of non-trans-
genic plants. To further verify the resistance spectrum of
the transgenic homozygous line, T103, three more races,
Philippine were added for the inoculation of field-tested
material in 1999 (Table 2). The results revealed that
transgenic homozygous line T103-10, as well as donor
line IRBB21, were both resistant to all three additional
races of X00, indicating the similar resistance spectrum.
PX 099 is known as the most virulent among the nine
races isolated in the Philippines. The lesion length devel-
oped by this virulent race on donor line IRBB21 plants,
listed in Tables 1 and 2, reached 5.74+0.34 cm in 1998
and 8.00+1.20 cm in 1999, which ranked as moderate re-
sistant to moderately susceptible on the 0-9 IRRI SES
scale. The lesion length that appeared on transgenic ho-
mozygous line T103-10, however, was 2-3-fold shorter
than that of IRBB21 in both testing years. This sharp dif-
ference in lesion length between the transgenic line and

the non-transgenic control was also observed for the oth-
er races (Tables 1 and 2). These differences are due to
the complementation of Xa2l and Xa4 present in
transgenic line as compared to IRBB21 that has only
Xa2l.

Yield performance and agronomic traits of transgenic
homozygous line T103-10

The yield performance of transgenic homozygous line
T103 was observed in the plot separated from disease test-
ing in 1999. Non-transgenic IR72 was planted as a control
for a phenotype comparison. The data showed that T103-
10 grew 8.0-cm less in plant height, took 2 days longer to
flower, and set 2.9 more filled-seeds per panicle (Table 3).
It developed fewer but longer panicles, with 14.1 more
spikelets, although some of them were unable to develop
into mature seeds. The final seed production of T103-10
as predicted by its yield components, listed in Table 3,
however, showed no significant difference from that of the
IR72 control, both at about 5 tons per hectare.



19

Table 2 Resistance perfor-

mance of transgenic homozy- Isolates Variety No. of plants Lesion length R/S2
gous line T103-10 against mul- tested (cm)
tiple races of Xoo under field
conditionsin 1999 (Huazhong ~ PXO61 l&g% 88 égﬁgéﬁ ER
Agricultural University, oL
Wohan, Ching) IR24 9 16.43+1.32 HS
' IRBB21 90 0.97+£0.24 HR
PXO79 IR72 90 9.00+£0.86 S
T103 90 0.62+0.24 HR
IR24 90 14.11+1.46 HS
IRBB21 90 0.82+0.40 HR
PX099 IR72 90 9.37+1.21 S
T103 90 2.43+0.53 R
IR24 90 15.69+1.24 HS
IRBB21 90 8.00+1.20 MS
PX0112 IR72 90 0.72+0.13 HR
T103 90 0.39+0.09 HR
IR24 90 7.60+1.11 S
IRBB21 90 1.02+0.62 R
Zhe173 IR72 90 141053 R
T103 90 0.79+0.31 HR
IR24 90 11.16+1.89 S
IRBB21 90 1.58+0.73 R
. . — T2 IR72 60 0.71+0.45 HR
2 R=resistant; S=susceptible; T103 60 0.61+0.31 HR
HS=highly susceptible, =~ IR24 60 20.01+1.89 HS
M S=moderately susceptible; IRBB21 60 1.94+0.91 R

HR=highly resistant

Table 3 Agronomic traits of transgenic homozygous line T103-10 and the IR72 control under normal field conditions (Huazhong Agri-

cultural University, Wuhan, China 1999)

Variety/line  Sowing-  Plant Panicles  Filling Non-filling  Tota Seed- 1000- Predicted Observed
heading height plant seeds/ seeds/ seeds/ setting  seed yield yield
duration  (cm) panicle plant panicle rate (%) weight (t/ha) (t/ha)

(©)

T103-10 98 85.6 16.2 67.9 411 108.9 62.4 20.8 4.29 4.89

IR72 control 96 93.6 17.1 65.0 29.8 94.8 68.5 21.3 4.43 497

Discussion however, repeated fields trials will be carried out exten-

Bacteria blight is the most destructive bacteria disease of
rice worldwide (Mew 1987; Leach et a. 1995). Yield losses
caused by this disease can reach 50% in some areas of Asia
(Adhikari et al. 1995). Chemical contral is difficult and in-
efficient because of increased public concern over the envi-
ronment, and because the pathogen enters the host plant
through the hydathodes, multiplies in the epidermis, and
moves to the xylem vessals, where the infection becomes
systemic and chemicals cannot reach it (Ronad 1997).
Earlier, we demonstrated that the elite transgenic in-
dicarice IR72 with Xa21 was resistant to the BB patho-
gen and had the same spectrum of resistance as that of
the donor line IRBB21 (Tu et a. 1998b). Similar results
were reported using the same rice variety (Zhang et al.
1998). In the present report, we evaluated the resistance
levels of transgenic line under field conditions in China
for two years and verified earlier results. The present
yield-data of transgenic and control plants were compa-
rable. For a more critical evaluation of the usefulness
and adaptability of the transgenic homozygous line,

sively over the next 1 or 2 years at multiple sites. We
hope that the evaluated homozygous line will become
available to farmers, in regions where the origina IRRI
breeding line is adaptable, in the near future.

We also noticed that an increased level of resistance
to the BB pathogen persisted in transgenic plants
through generations, indicating its stable inheritance.
The heritable increased level of resistance to the BB
pathogen can, in turn, provide an advantage for genetic
engineering over classical breeding in cases where the
highest levels of resistance are desirable and can be
achieved in a short time. It is also noteworthy that vari-
ous national agricultural systemsin Asia are making ef-
forts to incorporate the other Xa genes into popular culti-
vars through marker-aided selection. The availability of
various cultivars with different resistance genes could
significantly decrease the yield loss brought about by
Xoo. Assuming a minimum yield loss of 1% due to this
disease, around $32.5 million could be saved over 30
million ha with an average yield of 5.5 t/ha in China,
whereas a yield loss of 0.75% covering 132.5 million ha
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with an average yield of 3.6 t/hain Asia translates into
$715.5 million. Thus, trangenic rice with BB resistance
would have alarge economic impact.

This study shows that conventional and molecular
breeding techniques could be a powerful combination in
rice breeding. Genetic transformation is a one-step pro-
cess of introducing novel genes into a desirable genetic
background of important crops. Because it is a fast and
efficient gene-integration tool, it could well be the an-
swer to catching up with the pathogen’s ability to mutate
fast and render once-resistant plants susceptible. For in-
stance, rice cultivars carrying the Xa4 gene for resis-
tance, which were widely deployed in the Philippines
from the early 1970s, became susceptible to the predom-
inant race of Xoo within 5 years (Mew et a. 1992).
Transformation techniques could help to develop trans-
genic plants in less than 2 years to minimize the effects
of the breakdown of resistance in the host plant. With the
availability of resistance genes from other sources, the
strategic deployment of transgenic rice with gene-pyra-
miding may provide desirable resistance in rice breeding.

Acknowledgements Financial support from BMZ/GTZ (Germa-
ny) and the Rockefeller Foundation (USA) is gratefully acknow!-
edged. We thank Dr. Xinghua Ling and Professors Zhongming
Peng and Duanping Zhang for providing the Xoo strains and their
suggestions for field testing and field management in Wuhan, Chi-
na, in 1998. We also thank Dr. T.W. Mew for discussion and help.
Finaly, thanks are due to colleagues Norman Oliva and Michelle
Viray for technical, and Bill Hardy for editorial assistance.

References

Adhikari TB, Cruz CMV, Zhang Q, Nelson RJ, Skinner DZ, Mew
TW, Leach JE (1995) Genetic diversity of Xanthomonas oryz-
aepv oryzae in Asia. Appl Environ Microbiol 61:966-971

Alam MF, Datta K, Abrigo E, Vasguez A, Senadhira D, Datta SK
(1998) Production of transgenic degpwater indicarice plants ex-
pressing a synthetic Bacillus thuringiensis crylA(b) gene with
enhanced resistance to yellow stem borer. Plant Sci 135:25-30

Baker B, Zambryski P, Staskawicz B, Dinesh-Kumar SP (1997)
Signaling in plant-microbe interactions. Science 276:726—733

Bent AF, Kunkel BN, Dahlbeck D, Brown KL, Schmidt R,
Giraudat J, Leung J, Staskawicz BJ (1994) RPS2 of Arabidop-
sis thaliana: a leucine-rich repeat class of plant disease resis-
tance genes. Science 265:1856-1860

Datta SK, Datta K, Soltanifar N, Donn G, Potrykusl (1992) Herbi-
cide-resistant indica rice plants from IRRI breeding line IR72
after PEG-mediated transformation of protoplasts. Plant Mol
Biol 20:619-629

Datta K, Vasguez A, Tu J, Torrizo L, Alam MF, Oliva N, Abrigo
E, Khush GS, Datta SK (1998) Constitutive and tissue-specific
differential expression of the crylA(b) gene in transgenic rice
plants conferring enhanced resistance to rice insect pests. The-
or Appl Genet 97:20-30

Ikeda R, Khush GS, Tabien RE (1990) A new resistance gene to
bacterial blight derived from O. longistaminata. Jon J Breed
40 (Suppl 1):280-281

Jones DA, Thomas CM, Hammond-Kosack KE, Balint-Kurti PJ,
Jones JDG (1994) Isolation of the tomato Cf-9 gene for resis-
tance to Cladosporium fulvum by transposon tagging. Science
266:789-793

Kauffman HE, Reddy APK, Hsieh SPY, Merca SD (1973) Anim-
proved technique for evaluating resistance of rice varieties to
Xanthomonas oryzae. Plant Dis Rep 57:737-741

Khush GS, Bacalangco E, Ogawa T (1990) A new gene for resis-
tance to bacterial blight from O. longistaminata. Rice Genet
Newslett 7:121-122

Lawrence GJ, Ellis JG, Finnegan EJ (1994) Cloning a rust resis-
tance gene in flax. In: Daniels MJ (ed) Adv Mol Genet Plant-
Microbe Interact 3. Kluwer, New York, pp 303-306

Leach JE, Leung H, Nelson RJ, Mew TW (1995) Population biol-
ogy of Xanthomonas oryzae pv oryzae and approaches to its
control. Curr Opin Biotechnol 6:298-304

Lin W, Anuratha CS, Datta K, Potrykus |, Muthukrishnan S, Datta
SK (1995) Genetic engineering of rice for resistance to sheath
blight. Bio/Technology 13:686-691

Martin CB, Brommonschenkel SH, Chunwongse J, Frary A, Ganal
MW, Spvey R, Wu T, Earle ED, Tanksley SD (1993) Map-
based cloning of a protein kinase gene conferring disease re-
sistance in tomato. Science 262:1432—-1436

Mew TW (1987) Current status and future prospects of research
on bacterial blight of rice. Annu Rev Phytopathol 25:359-382

Mew TW, VeraCruz CM, MeddlaES (1992) Changesin race frequency of
Xanthomonas oryzae pv oryzae in response to the planting of rice culti-
varsin the Philippines. Plant Dis 76:1029-1032

Mindrinos K, Katagiri F, Yu GL, Ausubel FM (1994) The Ari-
bidopsis thaliana disease resistance gene RPS2 encodes a pro-
tein containing a nucleotide-binding site and leucine-rich re-
peats. Cell 78:1089-1099

Oard JH, Linscombe SD, Braverman MP, Joderi F, Blouin DC,
Leech M, Kohli A, Vain P, Cooley JC, Christou P (1996) De-
velopment, field evaluation, and agronomic performance of
transgenic herbicide-resistant rice. Mol Breed 2:359-368

Parniske M, Hammond-Kosak KE, Golstein C, Thomas CM,
Jones DA, Harrison K, Wulff BBH, Jones JDG (1997) Novel
disease resistance specificities result from sequence exhange
between tandemly repeated genes at the Cf-4/9 locus of toma-
to. Cell 91:821-832

Ronald PC (1997) The molecular basis of disease resistance in
rice. Plant Mol Biol 35:179-186

Song WY, Wang GL, Chen LL, Kim HS, Pi LY, Holsten T,
Gardner J, Wang B, Zhai WX, Zhu LH, Fauquet C, Ronald P
(1995) A receptor kinase-like protein encoded by the rice dis-
ease resistance gene, Xa21. Science 270:1804-1806

Song WY, Pi L-Y, Wang GL, Gardner H, Holsten T, Ronald PC
(1997) Evolution of the rice Xa21 disease resistance gene fam-
ily. Plant Cell 9:1279-1287

Tu J, Datta K, Alam MF, Fan Y, Khush GS, Datta SK (1998a) Ex-
pression and function of a hybrid Bt toxin gene in transgenic rice
conferring resistance to insect pests. Plant Biotechnol 15:195-203

Tu J, Ona |, Zhang QF, Mew TW, Khush GS, Datta SK (1998b)
Transgenic rice variety IR72 with Xa21 is resistant to bacterial
blight. Theor Appl Genet 97:31-36

Wang GL, Ruan DL, Song WY, Sideris S, Chen LL, Pi LY, Zhang
S, Zhang Z, Fauquet C, Gant BS, Whalen MC, Ronad PC
(1998) Xa21D encodes a receptor-like molecule with a leucine-
rich repeat domain that determines race-specific recognition
and is subject to adaptive evolution. Plant Cell 10:765-779

Whitham S, Dinesh-Kumar SP, Choi D, Dehl R, Corr C, Baker B
(1994) The product of the tobacco mosaic virus resistance N:
similarity to Toll and the interleukin-1 receptor. Cell
78:1101-1115

Witsenboer H, Kesseli RV, Fortin MG, Stanghellini M, Michel-
more RW (1995) Sources and genetic structure of a cluster of
genes for resistance to three pathogens in lettuce. Theor Appl
Genet 91:178-188

Zhang S, Song WY, Chen L, Ruan D, Taylor N, Ronald P, Beachy
R, Fauquet C (1998) Transgenic €eliteindicarice varieties, resis-
tant to Xanthomonas oryzae pv oryzae. Mol Breed 4:551-558



