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Abstract Microsatellite and sequence-tagged site (STS)
markers tightly linked to the bacterial leaf blight (BLB)
resistance gene xa-5 were identified in this study. A sur-
vey was conducted to find molecular markers that
detected polymorphisms between the resistant (IRBBY)
and susceptible (‘IR24’) nearly isogenic lines for xa-5,
and between Chinsurah Boro II (CBII), an alternative
source of xa-5, and a widely planted variety (‘IR64’)
that lacks xa-5. Two F, populations, from the crosses
‘TR24’ x IRBB5 and CBII x ‘IR64’, were used to esti-
mate linkage based on marker genotype and reaction
to disease inoculation with Xanthomonas oryzae pv.
oryzae. Two RFLP clones, RZ390 and RG556, were
found to co-segregate with xa-5 and were converted
into STS markers. A microsatellite marker, RM390,
was developed based on a simple sequence repeat in the
5" untranslated region of the cDNA probe, RZ390, and
found to co-segregate with resistance. Two other
microsatellites, RM122 and RM13, were located
0.4cM and 14.1 cM away from xa-5. A germplasm
survey of diverse lines containing BLB resistance genes
using automated fluorescent detection indicated the
range of allelic diversity for each of the microsatellite
loci linked to xa-5 and confirmed their usefulness in
following genes through the narrow crosses typical of
a breeding program. The limited number of alleles
observed at the microsatellite loci linked to the resist-
ance gene in 35 xa-5-containing accessions suggested
either a single ancestral origin or a few independent
origins of the xa-5 gene. PCR-based markers, like
the ones developed in this study, are economical and
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easy to use, and have applicability in efforts to pyr-
amid the recessive xa-5 gene with other BLB resistance
genes.
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Introduction

The development of molecular markers diagnostic for
the selection of resistance genes is a goal of many rice
breeding programs. Several of the major resistance
genes to the bacterial leaf blight (BLB) pathogen, Xan-
thomonas oryzae pv. oryzae , have been tagged with
restriction fragment length polymorphism (RFLP) or
random amplified polymorphic DNA (RAPD) markers
(McCouch et al. 1992; Ronald et al. 1992; Yoshimura
et al. 1992; Yoshimura et al. 1995a, b). However, both
of these types of markers have limited application in
a breeding program. Although RFLP markers are
widely available for rice (Causse et al. 1994; Kurata
et al. 1994), they have proven too technically cumber-
some to be used for selection with large numbers of
plants. Since RAPD markers are normally dominant,
detect multiple loci and can have technical problems,
they are less useful for selection. Therefore, new types of
co-dominant, single-copy, polymerase chain reaction
(PCR)-based markers are desirable. Recently, many
RFLP markers have been converted into PCR-amplifi-
able sequence-tagged sites (STS) for specific locations
in the rice genome (Inoue et al. 1994; Williams et al.
1991), and a group of microsatellite markers spread
randomly throughout the rice genome has been de-
veloped (Wu and Tanksley 1993; Panaud et al. 1996;
Chen et al. 1997). PCR-based markers closely linked to
BLB resistance genes would be very useful for efficient
marker-assisted selection.



Nineteen genes for BLB resistance have been identi-
fied (Kinoshita 1991), the majority of which are domi-
nant and provide vertical, race-specific resistance
(Ogawa and Khush 1989). While these genes can be
phenotypically selected in backcross breeding pro-
grams, combining several genes at once requires
screening with the appropriate bacterial strains to
differentiate the overlapping phenotypic effects of these
genes (Mew et al. 1993). Some of the BLB resistance
genes, including xa-5, xa-8, xa-9 and xa-13, are re-
cessive, and progeny testing is required to detect
them in the heterozygous state. Of the recessive res-
istance genes, xa-5 was the first to be placed into
a linkage group through trisomic analysis and with
genetic  studies using morphological markers
(Yoshimura et al. 1984). Since then, nearly isogenic
lines (NILs) with single BLB resistance genes in
‘IR24’ (indica) and ‘Toyonishiki’ (japonica) back-
grounds have been developed by repeated backcrossing
(Ogawa et al. 1988). These NILs have been used to
characterize the resistance spectrum of the xa-5 gene,
both by itself (Ogawa et al. 1991) and in combination
with other BLB resistance genes (Yoshimura et al.
1995b), and also to determine the approximate location
of the xa-5 gene in relationship to RFLP markers at the
end of chromosome 5 (McCouch et al. 1992; Yoshi-
mura et al. 1995a). The xa-5 resistance gene is not near
any previously described resistance genes, while several
other BLB resistance genes show clear evidence of
clustering. The genes Xa-3, Xa-4, Xa-10 and Xa-21 are
all located on the short arm of chromosome 11, along
with several genes for resistance to rice blast, while Xa-1
and Xa-2 are located together on chromosome
4 (Causse et al. 1994).

Here we report new PCR-based markers (microsatel-
lite and STS) for the diagnosis of the xa-5 resistance
gene, map them in relation to previously described
molecular markers on chromosome 5 and investigate
their utility to evaluate BLB resistant and xa-5 contain-
ing germplasm useful to disease resistance breeding
programs in rice.

Materials and methods
Plant material

The resistant isoline containing xa-5 (IRBBS5), its susceptible
recurrent parent (‘IR24’) and the donor parent which provided
this resistance (IR1545-339) were used to survey marker poly-
morphisms. The IRBBS isoline was the product of four back-
crosses to ‘IR24’ (Ogawa et al. 1988), a variety that is suscep-
tible to all Philippine races of the pathogen (Ogawa and Khush
1989).

A segregating F, population of 122 plants, derived from a cross
between the resistant isoline, IRBBS, and the susceptible recurrent
parent, ‘TR24’, was used to determine linkage between the micro-
satellites on chromosome 5 and the xa-5 locus. A second population,
consisting of 85 F, plants from the cross Chinsurah Boro II x IR64,
was used to confirm the mapping of the xa-5 linked markers. Chin-
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surah Boro II (CBII) is an Aus landrace from India which contains
xa-5 as well as a second recessive gene, xa-13 (Singh et al. 1983;
Ogawa and Khush 1989). ‘IR64’ is an indica variety that is widely-
planted throughout tropical Asia and is known to contain the ‘Xa-4’
gene and several quantitative trait loci (QTLs) for BLB resistance (R.
Nelson, personal communication, IRRI).

In addition to the parents of the populations described above, 35
landraces and breeding lines containing the xa-5 resistance gene
(Sidhu et al. 1978; Singh et al. 1983) were screened to determine the
allelic diversity for each of the microsatellite markers most closely
linked to xa-5. These accessions were obtained from the Interna-
tional Rice Research Institute (IRRI). In some of these genotypes,
the resistance genes Xa-7 and xa-13 were present in addition to xa-5.
A group of eight differentials (Ogawa and Khush 1989) and 11
nearly isogenic lines (Ogawa et al. 1988), containing the BLB resist-
ance genes Xa-1, Xa-2, Xa-3, xa-5, Xa-4, Xa-7, Xa-10 , Xa-11, xa-13,
Xa-14 and Xa-21, and their recurrent parent ‘IR24’ were also in-
cluded in the analysis of allelic diversity.

Bacterial inoculation

Philippine strains of Xanthomonas oryzae pv. oryzae (Xoo) were
used in inoculation experiments to determine resistant and suscep-
tible phenotypes. A single inoculation of the race-1 strain, PXO 61,
was used to study the segregation of xa-5 in the ‘IR24’ x IRBB5
population. Double inoculation was used to distinguish xa-5 and
Xa-4 segregation for the CBII x ‘IR64” population. The xa-5 gene,
but not the Xa-4 gene, provides resistance to the race-2 strain, PXO
86, while both genes provide resistance to PXO 61. All plants were
grown in the greenhouse and inoculated at 55 days after planting.
Six of the youngest leaves of four tillers were inoculated by scissors-
clipping at 5 cm below the leaf tips with a bacterial suspension
having an ODgo = 0.6. The inoculum was prepared from bacteria
revived from glycerol stocks maintained at Cornell University and
grown for 48 h in nutrient yeast sucrose broth at 30°C. After inocula-
tion the plants were maintained in a growth chamber with 11 h of
light, relative humidity above 70%, night temperatures of 28°C and
day temperatures of 32°C. At 14 days after inoculation the plants
were scored as resistant or susceptible, and lesion length was meas-
ured for the six inoculated leaves. The controls used during inocula-
tions were the four parents of the populations, the F,s of each cross
and the variety ‘IR8’, which is susceptible to both bacterial strains.
The 35 xa-5-containing varieties were also inoculated with race 1 to
confirm their disease reaction.

RFLP analysis

DNA was extracted according to the method of McCouch et al.
(1988) from a portion of the un-inoculated tissue, which was har-
vested at the time of BLB inoculation. RFLP survey filters were
made from DNAs of the recurrent parent (‘IR24’), isoline (IRBB5)
and donor parent (IR1545-339) digested with 9 restriction enzymes
(BamHlI, Bglll, Dral, EcoRI, EcoRV, HindIll, Pstl, Scal and Xbal).
Separate parental survey filters were made for DNAs of CBII and
‘IR64’. Genomic and cDNA probes from the high-density Cornell
map (Causse et al. 1994) and the landmarker sets (NIAR Staff 1993)
of the Japanese Rice Genome Program (JRGP) were selected, and
Southern analysis was conducted according to Causse et al. (1994).
Where the RFLP markers were polymorphic in the NIL parental
survey, an introgression was interpreted to be present where the
isoline had inherited a donor parent allele and absent where the
isoline had inherited a recurrent parent allele (McCouch et al. 1991).
The segregation of the polymorphic RFLP clones in each popula-
tion was determined with mapping filters prepared with DNA from
all the F, individuals digested with the appropriate restriction
enzyme.
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Sequencing, homology search and PCR primer design

Two RFLP clones (Causse et al. 1994) were sequenced by the
Cornell Biotechnology facility using M13 forward and reverse
primers and an Applied Biosystem 373A automated sequencer:
RZ390 was a 0.8-kb rice cDNA in a Lambda Zapll vector (Strata-
gene, La Jolla, Calif.), and RG556 was a 1.4-kb PstI genomic clone in
a pGEM4z vector (Promega, Madison, Wis.). The BLAST (basic
local alignment search tool) algorithm (Altschul et al. 1990) was used
to conduct a similarity search of standard, non-redundant DNA
sequence databases maintained by the National Center for Biotech-
nology Information. The sequence information was used to design
two sets of primers, from 19 to 24 bases long, for PCR amplification
of RZ390 (Forward-5" CCC TTG TTT CAG TGG CTC AG 3/
Reverse-5" TCG ATC TTT ACC GAA GTG G 3') and RG556
(Forward-5" ATA CTG TCA CAC ACT TCA CGG 3'/Reverse-5'
GAA TAT TTC AGT GTG TGC ATC 3'). These markers are
referred to as STS390 and STS556, respectively. A simple sequence
repeat near one end of the RZ390 clone was targeted with a second
reverse primer (5’ CCA AGA TCA AGA ACA GCA GGA ATC 3)
to develop a microsatellite marker called RM390.

STS analysis

The STS primers were used to amplify PCR products from
genomic template DNA of the four parents of the segregating
populations. The PCR conditions which optimized STS ampli-
fication were a hot start at 94°C for 2 min; 40 cycles of 94°C
denaturing for 1 min; 55°C annealing for 1.5 min and 72°C extension
for 2 min; and a 4 min extension at 72°C. For the parental survey,
the PCR products were digested at the appropriate temperature
with a panel of 31 restriction enzymes, with either four base-pair
(Alul, Cfol, Dpnl, Haelll, Hhal, Hpall, Mbol, Mspl, Mvnl, Rsal,
Sau3A, Spel, Taql, and Tru9l), five base-pair (BstNI, EcoRII and
Hinfl) or six base-pair (Apal, Apol, Acyl, BamHI, Bglll, Dral,
EcoRI, EcoRV, Hincll, HindI1l, Pstl, Scal, Xbal and X hol) recogni-
tion sequences. The digestion products were analyzed in 1 x TAE,
2% agarose gels. Both STS390 and STS556 were mapped by amplifi-
cation of PCR products for the F, individuals of the two segregating
populations, followed by digestion with the restriction enzyme, Alul,
and analysis on 1 x TBE, 2.5% Metaphor agarose (FMC, Rockland,
Me.) gels.

Microsatellite analysis

Microsatellite primer pairs (Research Genetics, Huntsville, Ariz.) for
three loci on chromosome 5, RM 13 (Panaud et al. 1996), RM 122 and
RM164 (Wu and Tanksley 1993), and one locus on chromosome 11,
RM21 (Panaud et al. 1996), were used in the parental survey. Total
plant DNA was used as the template for PCR amplification, with
a hot start of 92°C for 5 min; 35 cycles of 92°C denaturing for 1 min;
55°C annealing for 1 min and 72°C extension for 2 min and a 4-min
final extension at 72°C. Polymorphisms between the parents were
analyzed by running the PCR products from the genotypes in
adjacent lanes on 40-cm-long 4.5% denaturing polyacrylamide gels
(PAGE) run for 1.5 h at 75 constant watts and silver stained accord-
ing to the manufacturer’s instructions (Promega). Multiplexing,
which is the sequential loading of independent PCR amplification
products on a single PAGE gel at intervals of about 20 min, was
used for genotyping all the individuals of a population for a single
locus (Fig. 1) and for the simultaneous mapping of several different
microsatellite loci (Fig. 2). For the diversity analysis, the microsatel-
lites were loaded individually and compared to two size standards
(markers V and VIII from Boehringer-Mannheim, Indianapolis,
Ind.) that were used at regular intervals throughout the lanes of the
PAGE gel.

Fig. 1 Multiplex mapping of a single microsatellite marker, RM 122,
for 122 F, individuals of the population TR24’ x IRBBS5, on a 4%
polyacrylamide gel. Parental alleles for ‘IR24’ (E) and IRBBS (C) are
indicated for each of four (numbered) consecutive loadings of PCR
amplification product samples
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Fig. 2 Simultaneous mapping of two unlinked microsatellite
markers, RM13 on chromosome 5 and RM21 on chromosome 11,
for the population ‘IR24’ x IRBBS on a single 4% polyacrylamide
gel by multiplexing. Parental alleles for ‘IR24’ (C, B) and IRBB5
(I, F) are indicated and correspond to the designation in Table 2

Identification of fluorescently labeled microsatellite alleles

To obtain more accurate size estimates, we genotyped the varieties
with different alleles observed in silver-stained PAGE gels using
automated fluorescent detection. The forward primers of the RM 13,
RM21 and RM 122 markers were labeled with the fluorescien dyes
HEX, TET and FAM (Research Genetics), respectively. PCR ampli-
fication of the microsatellites was carried out as described above.



The three microsatellite PCR products for each variety were mixed
together, diluted 1:1 with water and combined with loading dye,
formamide and a size standard (TAMRA-350) in preparation for
co-electrophoresis. The samples were run in a 6% polyacrylamide
gel for 10 h with a 373A automated sequencer. The data were
collected and analyzed by Genescan software (Applied Biosystems).
The size of the bands for each allele, in base-pairs, was estimated by
the local Southern method, which compares the migration of the
sample fragment to that of adjacent bands of the internal-lane size
standards.The polymorphism information content (PIC) for the
microsatellite markers RM 13, RM122, RM390 and RM21 was cal-
culated according to Anderson et al. (1993), based on the allele
patterns of all the varieties used.

Linkage analysis

Full multipoint linkage analysis for the segregating polymorphic
markers and the xa-5 resistance gene was conducted with
MAPMAKER V. 2.0 (Lander et al. 1987) for each of the individual
populations. For the ‘TR24’ x IRBBS5 population, the maximum-like-
lihood map order for markers was determined with a LOD score
threshold of 3.0, and was used as a fixed sequence framework for
integrating linkage data from the CBII x ‘IR64’ population. JOIN-
MAP V. 1.4 (Stam 1993) was used to calculate the combined recombi-
nation frequencies for the two populations together and to align the
markers into a consensus map. All map distances (centiMorgans,
CM) are reported in Kosambi units, and critical LOD score thre-
sholds of 3.0 and 0.05 were used for determining linkage groups
(linklod) and for the calculation of map distances (maplod) in JOIN-
MAP V. 1.4. The segregation ratios of individual markers were cal-
culated with the software program QGENE V. 2.0 (Nelson 1994), and
skewing was indicated when the ratio deviated significantly from the
expected.

Results

Homology of RFLP clones tightly linked to xa-5
and development of PCR-based markers

Previous studies demonstrated that the RFLP clones
RG556 and RZ390 were tightly linked to xa-5
(McCouch et al. 1992; Yoshimura et al. 1995a). Using
450 bp of sequence data from each end of the RG556
genomic clone we found no homology with any of the
sequences in the GenBank, EMBL or DDBJ databases.
Full-length sequence data (823 bp) were obtained for
the RZ390 cDNA clone, which was found to have 95%
overall sequence similarity to a rice cDNA (EMBL
accession number X75670) previously reported by
Smith et al. (1994) that encoded cytochrome b5. The 5’
untranslated region (5 UTR) of the RZ390 clone was
almost twice as long (240 bp) as that of the cytochrome
b5 cDNA (132 bp) reported by Smith et al. (1994).
RZ390 and RG556 were converted into sequence
tagged sites (see Materials and methods) and a single
DNA fragment was produced by each PCR reaction.
The STS556 product was the same size as the genomic
clone, RG556 (1.4 kb). The STS390 product (1.2 kb) was
larger than the RZ390 cDNA clone (0.8 kb), indicating
the presence of at least one intron in the cytochrome b5
gene. Both STS markers were monomorphic between
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the parents of the two mapping populations; however,
restriction digestions produced useful polymorphisms.
For STS556, 4 enzymes (Alul, BstNI, HinfIIl and
Tru9l) of the 31 used produced polymorphisms be-
tween both sets of parents. For STS390, none of the
enzymes produced a polymorphism between CBII and
‘IR64’, and only the Alul digestion produced a poly-
morphism between ‘IR24’ and IRBBS.

The presence of a simple sequence repeat at the end
of the 5" untranslated region (5 UTR) of the RZ390
clone allowed us to design primers defining a new
microsatellite marker. A block of five tandem (CT)
repeats located 71 nucleotides from the end of the clone
was developed as a microsatellite marker, which was
named RM390. The primers consistently amplified
a single, strong PCR product from rice genomic DNA
template that included both the CT repeats and an
adjacent AT-rich region (sequence data not shown).
RM390 was monomorphic for the parents of the
‘IR24’ x IRBBS5 population and polymorphic for the
parents of the CBII x ‘IR64’ population.

Bacterial leaf blight resistance

Leaf inoculation of the F, individuals and controls
produced the expected phenotypes. Infection by race
1 of X oo clearly differentiated the susceptible genotypes
‘IR® and ‘IR24’, which had lesions averaging over
15 cm in length from the resistant genotypes IR1545
and IRBBS, which had typical brown necrotic lesions
averaging less than 1 cm long. The F; of the cross
‘IR24’ x IRBBS was susceptible, as predicted for the
recessive gene xa-5. The observed phenotypic classes
for the y? individuals fit the expected 3:1 ratio of
susceptible: resistant in a y* test (P > 0.75). The aver-
age lesion length was 17.6 cm (SE =0.82) for the
susceptible individuals and 0.8 cm (SE = 0.06) for the
resistant individuals in this population. ‘IR64’ was sus-
ceptible to race 2 and resistant to race 1, while CBII
was resistant to both races. The reaction to race 2 was
used to determine xa-5 resistance in the CBII x ‘IR64°
population for which the F, segregation fit the ex-
pected 3:1 ratio (P > 0.85).

High-resolution linkage map for the xa-5 region
on chromosome 5

The IRBBS isoline was shown to contain a large intro-
gression from the donor source, that included xa-5 and
spanned the entire short arm of chromosome 5 (Fig. 3).
The two microsatellite loci, RM13 and RM122, that
had been located to this arm of chromosome 5 by
Panaud et al. (1996) and Wu and Tanksley (1993),
respectively, were polymorphic in the NIL survey and
diagnostic for the introgression. In previous studies of
the same parents (McCouch 1992; Yoshimura et al.
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Fig. 3 Genetic linkage map for the IRBBS introgression (non-stip-
pled) on the short arm of chromosome 5 based on the segregation
data for 207 F, individuals of two populations, ‘TR24’ x IRBBS and
Chinsurah Boro II x ‘IR64’, showing the placement of xa-5 in
relation to 5 PCR-based markers (italicized) and 10 RFLP
markers (non-italicized). The map distances (cM) were determined
with JOINMAP V.14 (Stam 1993) and are reported in Kosambi
units. The locations of the centromere (Singh et al. 1995) and the
telomere (Kurata et al. 1994) as well as the orientation of the long
and short arms of chromosome 5 are indicated. The non-introg-
ressed region of this chromosome in the IRBBS isoline (darkly
stippled bar) and the markers which define the end of the introgres-
sion are shown.

1995a), 6 RFLPs were identified in the region: RG207,
RGS556, RZ390, CDO82, RG360 and RG182. In our
survey, we detected polymorphisms between the isolines
for four additional RFLP clones, G292, C597, G396
(NTAR Staff 1993) and RZ556 (Causse et al. 1994), that
were located in this region. It is interesting to note that
while most clones were single-copy, a cluster of linked
clones, 1.e. RZ390, RG556 and RZ556, detected mul-
tiple bands in Southern analysis. In these cases one
band was polymorphic for one or more enzymes, allow-
ing confirmation of the chromosome map position of at
least one member of each sequence family.

The present study used the combined data for 207
F, plants from the two segregating populations to
determine the location of xa-5 on chromosome 5 in
relation to the new microsatellite and STS markers as
well as the RFLP markers (Causse et al. 1994; NIAR
Staff 1993). The integrated genetic linkage map for

chromosome 5 (Fig. 3) which is based on the JOINMAP
analysis of the combined data for the two populations,
shows the placement of three microsatellites, RM13,
RM122 and RM390, and 2 STS markers, STS556 and
STS390, in relation to xa-5 and to 8 RFLP markers.
The xa-5 resistance gene (scored as a dominant/reces-
sive phenotype in the F, generation) showed perfect
co-segregation with 2 co-dominant RFLP markers,
RZ390 and RG556, and their respective STS markers.
However, RG556 and STS556 were located 0.4 cM
away from RZ390, STS390 and RM390 on the integ-
rated map. Therefore, the most likely location of the
xa-5 gene is the short genetic interval between these two
sets of markers.

Although RZ390 and RG556 hybridized to multiple
restriction fragments, the PCR-based markers RM 390,
STS390 and STS556 represented single loci that map-
ped to the region of interest on chromosome 5. The
new microsatellite marker RM390 co-segregated with
RZ390, the RFLP clone from which it was derived, in
the CBII x ‘IR64’ population; and as expected the CBII
allele of RM390 co-segregated with xa-5 resistance.
Polymorphism was not detected for STS390 in the
CBII x ‘IR64’ population, so this marker was mapped
only in the ‘IR24’x IRBBS5 population, where it co-
segregated with xa-5 and RZ390. The STS556 marker
was co-dominant and mapped to the same location in
both populations as the RFLP marker RG556.

Other PCR-based markers flanked the interval that
contained xa-5. The microsatellite marker RM 122 was
0.4 cM distal to the interval containing xa-5. In pre-
vious studies by Yoshimura et al. (1995a) and
McCouch et al. (1992), no recombinants were observed
between xa-5 and the markers RG207, RG556 or
RZ390, namely the interval shown here to contain
RM 122, probably because smaller numbers of F, indi-
viduals were used. The third microsatellite identified in
the region, RM 13, was 14.1 cM proximal to the interval
containing xa-3.

The positions of 3 JRGP markers, G292, C597 and
G396, were integrated with the 7 markers from the
Cornell map. Two JRGP markers, G292 and C597,
were distal to the interval containing xa-5, while G396
was 5.5 cM proximal to this interval. C597 and G396
have been converted into STS markers by our lab (data
ot shown) and by Inoue et al. (1994), respectively.
RZ556 and RG360 were placed onto the maximum-
likelihood map order for the ‘IR24’ x IRBBS popula-
tion with a LOD score below 3.0 in multipoint
analysis and were not included in the integrated map.
CDO580, a previously untested chromosome 5 marker
in the region, was monomorphic with the panel of
9 enzymes.

The end of the chromosome 5 introgression in the
IRBBS isoline was defined by the RFLP marker
RG182. The IRBBS5 isoline showed the recurrent
parent allele for both the microsatellite marker RM 164
and the RFLP marker RZ945; therefore both these



markers were outside the introgression. A spurious
introgression on chromosome 11, detected with RFLPs
by McCouch (1990), could be diagnosed in the present
study by the microsatellite marker RM21.

Germplasm analysis

The diversity of alleles in BLB resistant genotypes was
measured for 4 microsatellite markers (Table 1). Micro-
satellite alleles could easily be differentiated in silver-
stained gels (Fig. 4), and automated fluorescent
detection was very reliable for obtaining accurate size
estimates for those alleles (Table 2). Bulk DNA repres-
enting more than 5 plants per accession was used to
uncover any seed mixtures. None of the samples
showed more than one allele per locus for the four
microsatellites tested (Table 1), indicating that the land-
races were not heterogeneous for these loci. For the 35
varieties tested, the microsatellite RM21 showed the
highest degree of polymorphism (PIC = 0.72) with ten
alleles ranging in size from 130 to 164 bp (Table 2). Of
the microsatellites on chromosome 5, RM122 was
more informative (PIC = 0.64) than RM13 (PIC = 0.56).
However, RM13 had 7 alleles ranging in size from 129
to 145 bp, while RM122 had 5 alleles ranging in size
from 231 to 250 bp (Table 2). The RM390 locus showed
the least polymorphism (PIC = 0.46) of any microsatel-
lite tested, with only 2 alleles detected. For this locus,
the two alleles were estimated to be approximately 175
and 181 bp based on the evaluation of silver stained
gels (Fig. 4).

An analysis of the frequency of the alleles found in
the xa-5 containing germplasm showed that specific
alleles (indicated in parenthesis) predominated for the
xa-5-linked microsatellites RM 13 (f) and RM 122 (c and
e) on chromosome 5 (Table 2). In contrast, the unlinked
microsatellite RM21 on chromosome 11 had no single
predominant allele but rather five alleles (d,e, g, h,1),
each with a frequency of 8.5% or more, among the xa-5
source varieties. The distribution of microsatellite alle-
les was not correlated with the country of origin of the
xa-5-containing germplasm (Table 1). However, the
single southeast Asian variety among the genotypes,
‘Tolil 14’ from Malaysia, had rare microsatellite alleles
for all three loci discussed above. ‘Tolil 14’ could be
a javanica variety, while all of the other xa-5-containing
varieties are believed to be indica rices (Sidhu et al.
1978).

The germplasm analysis showed correlation between
the subspecific origin of the varieties analyzed and the
microsatellite alleles detected for RM13, RM122 and
RM21. The eight BLB differentials contributed new
alleles to those observed in the 35 xa-5- containing
genotypes. The two japonica BLB differentials,
Kogyoku and Chugoku 45, had different alleles than
the indica BLB differentials, Tetep and Cas209 (Table
1). Meanwhile, the IRRI varieties ‘IR8’, ‘IR20’, ‘IR24’
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and ‘TR64’ had a less predictable set of alleles, un-
doubtedly due to their varied and complex pedigrees.
As expected from their pedigree relationship, IRBBS
had the same allele as the donor parent IR1545-339
and the original source of xa-5 resistance gene, DZ192,
for all of the xa-5-linked microsatellites. Except for
IRBB2 and the RM21 locus, the NILs for other BLB
resistance genes contained the same allele at all four
microsatellite loci as the recurrent parent, ‘IR24°
(Table 1).

Discussion

Microsatellites were the most practical markers for
tagging and for marker-assisted selection of the tar-
geted BLB resistance gene. Microsatellite markers have
advantages for applied plant breeding because they are
co-dominant, are based on PCR amplification, repres-
ent single loci and detect high levels of polymorphism
(Morgante and Olivieri 1993). Microsatellite markers
provide the high levels of polymorphism needed to
follow genomic segments through the narrow crosses
and closely related pedigrees of a rice breeding pro-
gram (Panaud et al. 1996). In our parental and NIL
surveys, the microsatellite markers detected a high level
of polymorphism, despite the fact that the xa-5 donor
and the recurrent parents were both indica rices. Micro-
satellites were especially effective for whole genome
analysis of NILs, because many loci could be screened
simultaneously on a single polyacrylamide gel at min-
imal cost and effort. Multiple loading (multiplexing) of
a single polyacrylamide gel at regular intervals with the
same microsatellite marker facilitated the evaluation of
large populations (Fig. 1). A typical wide sequencing
gel, with 64 well combs, loaded five times could regular-
ly analyze the genotypes of 320 individuals. Such high
throughput genotyping would be useful for map-based
cloning efforts and for QTL or gene-tagging studies
with large mapping populations. The mixing of two or
three microsatellite markers of different sizes followed
by co-electrophoresis also permitted the efficient use of
resources (Fig. 2) and enabled the simultaneous posit-
ive and negative selection of several regions of the
genome.

STS markers are easily developed once sequence
data are available for cloned genomic DNA (Inoue
et al. 1994); however, they are usually less polymorphic
than the RFLPs from which they were derived
(Ghareyazie et al. 1995). The use of STS markers for the
selection and incorporation of resistance genes for rice
blast has been recommended (Hittalmani et al. 1995).
In our study, we found that polymorphisms between
the parents of the mapping populations for the 2 STS
markers used in this study were only detectable after
digestion with a panel of multiple restriction enzymes.
Therefore mapping of the STS markers required the
additional costly and time-consuming step of digesting
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Table 1 Allele variation for four

microsatellite (RM) loci in 35 Variety Origin BLB gene Microsatellite allele
xa-5-containing varieties, eight
BLB resistance differentials, 11 RM122 RM390 RMI13 RM21

nearly isogenic lines for bacterial
leaf blight resistance genes and Sources of xa-5

their recurrent parent Tolil14* Malaysia xa-5 a a b i
Aus32? Bangladesh xa-5 c a f h
Aus251 Bangladesh xa-5 e a f i
Ausd49 Bangladesh xa-5 e b f i
DB3 Bangladesh xa-5 e a e i
DF1 Bangladesh xa-5 e a f d
DL5 Bangladesh xa-5 e a f i
DNJ142 Bangladesh xa-5 e b e i
DV29 Bangladesh xa-5 e b f d
DV32 Bangladesh xa-5 e b e e
DV139 Bangladesh xa-5 e b f h
DZ192 Bangladesh xa-5 c a f i
Kaliboro 600 Bangladesh xa-5 c a f i
Pankiraj® Bangladesh xa-5 c a f h
Bageri® Nepal xa-5 e b e h
Bangaluwa? Nepal xa-5 c a f e
Devarasi Nepal xa-5 b a f e
Dudhi Nepal xa-5 b a f e
Lal Ahu Nepal xa-5 b a f i
Lal Sar Nepal xa-5 c b f i
Lalaka Gadur Nepal xa-5 c a f e
Matury Nepal xa-5 c a f i
Nakhi® Nepal xa-5 c a f e
Rerm Bilash Nepal xa-5 c a f i
Sajani Nepal xa-5 b a f e
Sokan Dhum? Nepal xa-5 e a c g
Tally Nepal xa-5 e b f g
ARCS5756 India xa-5 b a a d
PI1180060-1* India xa-5 c a f i
RP 291-20 India xa-5 e b f i
DZ78 Bangladesh xa-53, xa-7 e a e i
DV8§s5* Bangladesh xa-5, xa-7 e b f g
DV86 Bangladesh xa-5, xa-7 e b f i
BJ1 India xa-5, xa-13 [ b f i
Chinsurah Boro I1*® India xa-5, xa-13 e b f i
BLB differentials
Kogyoku?® Japan Xa-1 d a g f
Tetep® Vietnam Xa-1, Xa-2 e b e i
Chugoku 45° Japan Xa-3 d a g f
1R20* IRRI Xa-4 e a c 1
IR64*° IRRI Xa-4 d a a a
IR1545-339 IRRI xa-5 c a f i
Cas 209* IRRI Xa-10 e a d b
IR8? IRRI Xa-11 e a b i
Nearly isogenic lines
IRBBI1 IRRI Xa-1 e a b c
IRBB2 IRRI Xa-2 e a b i
IRBB3 IRRI Xa-3 e a b c
IRBB4 IRRI Xa-4 e a b c
IRBB5*? IRRI xa-5 c a f i
IRBB7 IRRI xa-7 e a b c
IRBB10 IRRI xa-10 e a b c
IRBBI11 IRRI xa-11 e a b c
IRBB13 IRRI xa-13 e a b c
IRBB14 IRRI xa-14 e a b c
IRBB21 IRRI xa-21 e a b c
IR24%® IRRI None e a b c
Total no. of alleles 5 2 7 10

?Varieties used to confirm allele sizes through automated fluorescent detection
® Varieties that were used as parents in crosses to produce the two F, populations used in this study
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Fig. 4 Allelic diversity of four microsatellite loci, RM21, RM13,
RM122 and RM390, for the bacterial leaf blight resistance differen-
tials or mapping parents, ‘IR8’ (7), Cas 209 (2), ‘IR20’ (3), Chugoku
45 (4), Tetep (5), Kogyoku (6), DV85 (7), DZ78 (8), DZ192 (9),
IR1545-339(10), IRBB5 (11), ‘IR24’ (12), IR64 (13), Chinsurah Boro
I1(/4) and BJ1 (15). Allele designations (A—I) correspond to molecu-
lar-weight estimates from Table 2

the PCR product. An advantage of the 2 new STS
markers was that they were single-copy and represent-
ed the specific loci of interest on chromosome 5 even
though the RFLP clones RZ390 and RG556, from
which they were derived, hybridized to multiple bands
in Southern analysis. Homologous RFLP loci for the
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Table 2 Allele designation, allele length in base pairs (bp) with
standard deviation (SD) and allele frequency among 35 varieties
containing xa-5 (see text) for three microsatellite loci, RM 13, RM21
and RM122, analyzed by automated fluorescent detection and
Genescan software (ABI)

Allele length (bp) SD? Frequency (%)
RM 13
A 1455 0.06 2.9
B 142.5 0.07 2.9
C 140.5 0.25 2.9
D 138.5 n.a. 0
E 136.1 0.38 14.3
F 130.6 0.07 771
G 128.7 0.00 0
RM 21
A 164.3 n.a. 0
B 158.0 n.a. 0
C 151.3 n.a. 0
D 149.4 n.a. 8.5
E 146.8 0.00 20.
F 1424 0.00 0
G 139.2 0.00 8.5
H 1339 0.18 114
1 132.2 0.80 48.6
J 130.1 n.a. 2.9
RM 122
A 249.8 n.a. 2.9
B 242.7 n.a. 14.3
C 241.0 0.37 314
D 235.2 0.19 0
E 231.0 0.55 514

#Standard deviation based on determination of allele length in
varieties containing identical alleles in silver-stained gels. Unique
alleles have no estimate of standard deviation

RZ390 and RG556 clones are known to exist on chro-
mosome 1 (Liet al. 1995) and chromosome 7 (Causse et
al. 1994), respectively. The homologue of the cDNA
clone, RZ390, that encodes cytochrome b5 but does not
contain the same 5 UTR found in our clone (Smith et
al. 1994) could represent the duplicate copy of this gene.
To identify the chromosome 5 locus we developed
a forward primer from sequence specific to the 5" un-
translated region of RZ390. In practical terms, both
new STS markers were co-dominant, single-locus and
easier to use than the RFLPs from which they were
derived. An advantage of both microsatellites and STSs
was that small-scale DNA extractions were sufficient
for implementation of these PCR-based assays. In con-
trast, screening with RFLPs was tedious and costly
because of the need for large amounts of DNA, multiple
enzyme digestions, duplicate filters and numerous
single-probe hybridizations.

The effective use of marker-assisted selection in
backcross or pedigree breeding programs requires that
the marker and the target gene be very tightly linked
(Michelmore 1995). Two of the microsatellite markers
described, RM390 and RM122, as well as both of the
newly designed STS markers meet this requirement.
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The use of 2 tightly linked markers flanking xa-5
should preclude the misclassification of genotypes
(Hittalmani et al. 1995). Marker-assisted selection
could simplify the process of combining the recessive
xa-5 resistance gene with other dominant BLB resist-
ance genes that have overlapping effects or race speci-
ficities. Another useful marker for pyramiding disease
resistance traits is the microsatellite RM21, which is
known to be located in the region of chromosome 11
(Panaud et al. 1996), which contains the cloned Xa-21
gene (Song et al. 1995) as well as other genes for blast
and BLB resistance (Causse etal. 1994). The pyr-
amiding of BLB resistance genes is of interest to study
the complementary interactions of these genes
(Yoshimura et al. 1995a) and to produce new varieties
with a broader spectrum and potentially more durable
resistance (Mew et al. 1993).

Differentiation of japonica and indica subspecies was
observed in the germplasm we tested and has been
reported in previous assessments of genetic diversity in
rice using microsatellites (Xiao et al. 1996; Yang et al.
1994). Our interest in this study, however, was to apply
the microsatellite markers to the practical purpose of
dissecting finer levels of genetic diversity among BLB-
resistant genotypes. The analysis of genetic variation at
resistance gene loci using hypervariable PCR-based
markers has been recommended for the screening of
wild or cultivated germplasm for alternate resistance
sources and for the selection of novel resistance haplo-
types (Michelmore 1995). We obtained the high resolu-
tion needed to identify the hypervariable microsatellite
alleles by automated fluorescent detection, which has
proven benefits for efficient data acquisition (Kresovich
et al. 1995; Reed et al. 1994). Less polymorphic types of
markers, such as RFLPs and isozymes, generally do
not allow the differentiation of closely-related geno-
types (Becker and Huen 1995). In this regard, 3 of the
microsatellite markers we used, RM13, RM21 and
RM122, were very informative due to their high degree
of polymorphism, while the microsatellite locus RM 390
was not. The lack of allelic diversity for RM390 may be
explained by its location in the transcribed region of
the cytochrome b5 gene rather than in non-transcribed
DNA. Simple sequence repeats occurring in tran-
scribed DNA may cause disruptions through frameshift
mutations and small-scale insertions/deletions that
limit the number of alleles possible at these loci
(Morgante and Olivieri 1993). The lack of polymor-
phism in transcribed sequences is not limited to
microsatellites. Notably, fewer enzymes produced poly-
morphisms with the STS marker developed from the
cDNA clone RZ390 than with the STS marker de-
veloped from the genomic clone RG556. The level of
polymorphism for plant microsatellites identified main-
ly from expressed sequences found in public databases
has been shown to be related to the length of the simple
sequence repeat they contain (Akkaya et al. 1992;
Becker and Huen 1995). Therefore, a microsatellite

such as RM 390, encompassing fewer than ten repeating
units, may tend to be inherently less polymorphic.

None of the xa-5-linked microsatellites showed a spe-
cific unique allele present in all of the xa-5 containing
varieties that could be used to predict the presence of
the gene in untested germplasm without disease screen-
ing. The allelic diversity for the linked microsatellites in
the xa-5-containing varieties may indicate either that
several alleles of the xa-5 resistance gene were gener-
ated independently from multiple mutation events or,
alternatively, that a single mutation event occurred
hundreds or thousands of years ago and the gene has
been widely dispersed since that time. The first hypoth-
esis is supported by the fact that the germplasm repre-
sented a wide array of landraces from a large geo-
graphic area. The xa-5 gene has been found in a total of
40 genotypes (of which we used 35 in our analysis) by
allelism tests performed by Olufowote et al. (1977),
Singh et al. (1983) and Sidhu et al. (1978, 1979). These
genotypes are not likely to be closely related, except in
cases where breeding lines were from the same national
agricultural program. In support of the second hypoth-
esis, it is noteworthy that the xa-5 gene is most preva-
lent among landraces belonging to isozyme group II
(Aus and Boro ecotypes), which is a distinctive sub-
group derived from the indica subspecies (Busto et al.
1990). This suggests that the center of origin for
the xa-5 gene is likely to be the Indian subcontinent
(Pakistan, Nepal, India or Bangladesh). Trade routes
throughout southeast Asia could have long-ago distrib-
uted the xa-5 resistance gene from a single source found
in a limited region to multiple gene pools in new envi-
ronments where it could have been useful against the
prevalent, unadapted races of the pathogen. Several
donor varieties for the xa-5 gene have been identified in
more distant countries of Southeast Asia (Malaysia and
Indonesia) (Sidhu et al. 1978, 1979), and varietal group-
ing based on the reaction pattern to the Philippine
races of the pathogen suggests that xa-5 may also be
found in a few select varieties from Burma, Cambodia,
Vietnam, Sri Lanka (Ogawa et al. 1986), China, Laos
and Thailand (Busto et al. 1990). Meanwhile, the xa-5
pattern of race resistance has not been found for any
varieties from Korea, Japan, Taiwan or the Philippines
(Busto et al. 1990).

If a single xa-5 mutation is the source of the resist-
ance gene in all the donor sources, the evolution of
several alleles at closely linked microsatellite loci may
reflect the antiquity of this gene. The Bangladeshi
breeding line DZ192 was the original source of xa-5
used since the early 1970s to construct the genotype
IR1545-339 (‘IR24’x DZ192) and the isoline IRBBS5
(‘IR24°/5/IR1545-339) (Ogawa et al. 1991). Since these
genotypes share the same allele for the xa-5-linked loci,
the microsatellites can be assumed to be mutationally
stable over at least the past 25 years of the pedigree of
the IRBB5 isoline. Similarly, Panaud et al. (1996) re-
ported long periods of stability for microsatellite alleles



as reflected in the pedigree of ‘IR8’, which encompasses
more than 50 years of breeding and production. How-
ever, the precise mutation rate for rice microsatellite
loci and the exact time-frame necessary for the evolu-
tion of new microsatellite alleles would be difficult to
ascertain. The predominance of certain alleles among
the xa-5-containing varieties for the chromosome
5 microsatellites that we found in this study indicates
that linkage disequilibrium may exist between these
alleles and xa-5, which can be taken as molecular evid-
ence of a single, albeit ancestral, source of the resistance
gene. In contrast, little indication of linkage disequilib-
rium was found between xa-5 and the unlinked micro-
satellite RM21 on chromosome 11, which had a wider
distribution  of alleles among the germ-
plasm tested. The evolutionary relationships among
possible alleles of the xa-5 gene and clarification of its
probable origin awaits the cloning of the actual gene
and in-depth structural and functional analysis.
Linkage analysis for the IRBBS5 introgression on
chromosome 5 integrated markers from two highly
saturated maps of the region, provided an estimate of
the size of the DZ192-derived introgression and
showed that the xa-5 resistance gene was located very
close to the telomere. The parental origin of a critical
section of chromosome 5, from xa-5 to CDOS82, was
obscure in previous studies (McCouch 1990; Yoshi-
mura et al. 1995a) due to monomorphism for the ma-
jority of the RFLP clones in the region. We were able to
confirm that the IRBBS5 introgression on this chromo-
some was continuous down the entire short arm be-
cause the alleles for the marker loci, RZ556, G396 and
RM13, all proximal to xa-5, were inherited from the
donor source. This introgression may include the cen-
tromere, which is located between RG182 and RZ945
(Singh et al. 1995). The mapping of 2 RFLP markers,
G292 and C597, distal to xa-5 allowed us to estimate
the genetic distance from the resistance gene to the
telomere of this chromosome, which has been mapped
with a telomere-specific repeat clone, TEL1 (Kurata et
al. 1994). Chromosomal regions adjacent to telomeres
are believed to have higher rates of recombination than
the rest of the genome and therefore a low ratio of
genetic to physical distance, which makes genes in these
regions good candidates for map-based cloning by
chromosome landing (Tanksley et al. 1995). The mo-
lecular markers which co-segregated or were closely-
linked to xa-5 will be used for screening large-insert
DNA libraries with the aim of physically mapping the
region and eventually cloning the resistance gene.

Acknowledgements We would like to thank F. Onishi for DNA
extraction and growth chamber assistance, N. Van Eck for green-
house managment, the Japanese Rice Genome Program for RFLP
clones, S. Hittalmani for crosses, M. Jackson for seed of xa-5-contain-
ing genotypes, R. Ikeda for seed of nearly isogenic lines, E. Radwanski
for valuable suggestions and C. Morehouse for formatting the manu-
script. This work was supported by a Plant Science Center (USDA-
DOE-NSF-Cornell Biotechnology Program) fellowship to MWB.

183

References

Akkaya MS, Bhagwat AA, Cregan PB (1992) Length polymor-
phisms of simple sequence repeat DNA in soybean genetics.
Genetics 132:1131-1139

Altschul SF, Gish W, Miller EW, Myers EW, Lipman DJ (1990)
Basic local alignment search tool. J Mol Biol 215:403-410

Anderson JA, Churchill GA, Autrique JE, Tanksley SD, Sorrells ME
(1993) Optimizing parental selection for genetic linkage maps.
Genome 36:181-186

Becker JB, Heun M (1995) Barley microsatellites: allele variation
and mapping. Plant Mol Biol 27:835-845

Busto GA, Ogawa T, Endo N, Tabien RE, Ikeda R (1990) Distribu-
tion of genes for resistance to bacterial blight of rice in Asian
countries. Rice Genet Newsl 7:127-128

Causse M, Fulton TM, Cho YG, Ahn SN, Wu K, Xiao J, Chun-
wongse J, Yu Z, Ronald PC, Harrington SB, Second GA,
McCouch SR, Tanksley SD (1994) Saturated molecular map of
the rice genome based on an interspecific backcross population.
Genetics 138:1251-1274

Chen X, Temnykh S, Xu Y, Cho YG, McCouch SR (1997) Develop-
ment of a microsatellite framework map providing genome-wide
coverage in rice (Oryza sativa L.) Theor Appl Genet (in press)

Ghareyazie B, Huang N, Second G, Bennett J, Khush GS (1995)
Classification of rice germplasm I. Analysis using ALP and
PCR-based RFLP. Theor Appl Genet 91:218-227

Hittalmani S, Foolad MR, Mew T, Rodriguez RL, Huang N (1995)
Development of a PCR-based marker to identify rice blast resist-
ance gene, Pi-2(t) in a segregating population. Theor Appl Genet
91:9-14

Inoue T, Zhong HS, Miyao A, Ashikawa I, Monna L, Fukoaka S,
Miyadera N, Nagamura Y, Kurata N, Sasaki T, Minobe Y (1994)
Sequence-tagged sites (STSs) as standard landmarkers in the rice
genome. Theor Appl Genet 89:728-734

Kinoshita T (1991) Report of the committee on gene symbolization,
nomenclature and linkage groups. Rice Genet Newsl §:2-25

Kresovich S, Szewc-McFadden AK, Bliek SM, McFerson JR (1995)
Abundance and characterization of simple-sequence repeats
(SSRs) isolated from a size-fractionated genomic library of Brass-
ica napus L. (rapeseed). Theor Appl Genet 91:206-211

Kurata N, Nagamura Y, Yamamoto K, Harushima Y, Sue N, Wu J,
Antonio BA, Shomura A, Shimizu T, Lin SY, Inoue T, Fukuda A,
Shimano T, Kuboki Y, Toyama T, Miyamoto Y, Kirihara T,
Hayasaka K, Miyao A, Monna L, Zhong HS, Tamura Y, Wang
ZX, Momma T, Umehara K, Yano M, Sasaki T, Minobe
Y (1994) A 300 kilobase interval genetic map of rice including 883
expressed sequences. Nat Genet 8:365-372

Lander ES, Green P, Abrahamson J, Barlow A, Daly MJ, Lincoln
SE, Newburg L (1987) MAPMAKER: an interactive computer
package for constructing primary genetic linkage maps of experi-
mental and natural populations. Genomics 1:174-181

Li Z, Pinson SRM, Stansel JW, PArk WD (1995) Identification of
quantitative trait loci (QTLs) for heading date and plant height
in cultivated rice (Oryza sativa L.. Theor Appl Genet 91:
374-381

McCouch SR (1990) Construction and applications of a molecular
linkage map of rice based on restriction fragment length poly-
morphism (RFLP). PhD thesis, Cornell University, USA

McCouch SR, Kochert G, Yu ZH, Wang ZY, Coffman R, Khush
GS, Tanksley SD (1988) Molecular mapping of rice chromo-
somes. Theor Appl Genet 76:815-829

McCouch SR, Khush GS, Tanksley SD (1991) Tagging genes for
disease and insect resistance via linkage to RFLP markers. In:
Proc 2nd Int Rice Genet Symp. International Rice Research
Institute, Manila, Philippines, pp 443-448

McCouch SR, Abenes ML, Angeles R, Khush GS, Tanksley
SD (1992) Molecular tagging of a recessive gene, xa-5, for
resistance to bacterial blight of rice. Rice Genet Newsl §:
143-145



184

Mew TW, Alvarez AM, Leach JE, Swings J (1993) Focus on bacter-
ial blight of rice. Plant Dis 77:5-12

Michelmore R (1995) Molecular approaches to manipulation of
disease resistance genes. Annu Rev Phytopathol 15:393-427

Morgante M, Olivieri AM (1993) PCR-amplified microsatellite
markers in plant genetics. Plant J 3:175-182

Nelson JC (1994) Molecular mapping in bread wheat. PhD thesis,
Cornell University, USA

NIAR Staff (1993) More than one thousand markers mapped by
RFLP. Rice Genome (Rice Genome Research Program,
Tsukuba, Japan) 2:4-8

Ogawa T, Khush GS (1989) Major genes for resistance to bacterial
blight in rice. In: Bacterial blight of rice. International Rice
Research Institute, Manila, Philippines, pp 177-192

Ogawa T, Busto GA, Yamamoto T, Khush GS, Mew TW (1986)
Grouping of rice varieties based on reaction to four Philippine
races of Xanthomonas campestris pv. oryzae. Rice Genet Newsl
3:84-86

Ogawa T, Yamamoto T, Khush GS, Mew TW, Kaku H (1988)
Near-isogenic lines as differentials for resistance to bacterial
blight of rice. Rice Genet Newsl 5:106-107

Ogawa T, Tabien RE, Yamamoto T, Busto GA, Ikeda R (1991)
Breeding of near-isogenic lines for resistance to bacterial blight.
In: Proc 2nd Int Rice Genet Symp. International Rice Research
Institute, Manila, Philippines, pp 742-743

Olufowote JO, Khush GS, Kauffman HE (1977) Inheritance of
bacterial blight resistance in rice. Phytopathology 67:772-775

Panaud O, Chen X, McCouch SR (1996) Development of micro-
satellites and characterization of simple sequence repeat poly-
morphism in rice (Oryza sativa L.). Mol Gen Genet 252 :597-607

Reed PW, Davies JL, Copeman JB, Bennett ST, Palmer SM,
Pritchard LE, Gough SCL, Kawaguchi Y, Cordell HJ, Balfour
KM, Jenkins SC, Powell EE, Vignal A, Todd JA (1994) Chromo-
some specific microsatellite sets for fluorescence-based, semi-
automated genome mapping. Nat Genet 7:390-395

Ronald PC, Albano B, Tabien R, Abenes L, Wu K, McCouch S,
Tanksley SD (1992) Genetic and physical analysis of the rice
bacterial blight disease resistance locus, Xa-21. Mol Gen Genet
236:113-120

Sidhu GS, Khush GS, Mew TW (1978) Genetic analysis of bacterial
blight resistance in seventy-four cultivars of rice, Oryza sativa L.
Theor Appl Genet 53:105-111

Sidhu GS, Khush GS, Mew TW (1979) Genetic analysis of resistance
to bacterial blight in seventy cultivars of rice, Oryza sativa L.,
from Indonesia. Crop Improv 6:19-25

Singh RJ, Khush GS, Mew TW (1983) A new gene for resistance to
bacterial blight in rice. Crop Sci 23:558-560

Singh K, Ishii T, Parco A, Huang N, Brar DS, Khush GS (1995)
Centromere mapping and orientation of molecular linkage map
of rice (Oryza sativa L.). Proc Natl Acad Sci USA 93:6163-6168

Smith MA, Stobart AK, Shewry PR, Napier JA (1994) Tobacco
cytochrome b5: cDNA isolation, expression analysis and in vitro
protein targeting. Plant Mol Biol 25:527-237

Song WY, Wang GL, Chen L, Kim HS, Wang B, Holsten T, Zhai
WX, Zhu LH, Fauquet C, Ronald P (1995) The rice disease
resistance gene, Xa-21, encodes a receptor-like protein kinase.
Science 270:1804-1806

Stam P (1993) Construction of integrated genetic linkage maps by
means of a new computer package: JOINMAP. Plant J 3:739-744

Tanksley SD, Ganal MW, Martin GB (1995) Chromosome land-
ing:a paradigm for map-based cloning in plants with large
genomes. Trends Genet 11:63-68

Williams MNYV, Pande N, Nair S, Mohan M, Bennett J (1991)
Restriction fragment length polymorphism analysis of poly-
merase chain reaction products amplified from mapped loci of
rice (Oryza sativa L.). Theor Appl Genet 82:489-498

Wu K, Tanksley SD (1993) Abundance, polymorphism and genetic
mapping of microsatellites in rice. Mol Gen Genet 241:225-235

Xiao J, Li J, Yuan L, McCouch SR, Tanksley SD (1996) Genetic
diversity and its relationship to hybrid performance and hetero-
sis in rice as revealed by PCR-based markers. Theor Appl Genet
92:637-643

Yang GP, Saghai Maroof MA, Xu CG, Zhang Q, Biyashev RM
(1994) Comparative analysis of microsatellite DNA polymorphism
in landraces and cultivars of rice. Mol Gen Genet 245:187-194

Yoshimura A, Mew TW, Khush GS, Omura T (1984) Genetics of
bacterial blight resistance in a breeding line of rice. Phytopathol-
ogy 74:773-777

Yoshimura S, Yoshimura A, Saito A, Kishimoto N, Kawase M,
Yano M, Nakagahara M, Ogawa T, Iwata N (1992) RFLP
analysis of introgressed chromosomal segments in three near-
isogenic lines of rice for bacterial blight resistance genes, Xa-1,
Xa-3 and Xa-4. Jpn J Genet 67:29-37

Yoshimura S, Yoshimura A, Iwata N, McCouch SR, Abenes ML,
Baraoidan MR, Mew TW, Nelson RJ (1995a) Tagging and com-
bining bacterial blight resistance genes using RAPD and RFLP
markers. Mol Breed 1:375-387

Yoshimura S, Yoshimura A, Nelson RJ, Mew TW, Iwata N (1995b)
Tagging Xa-1, the bacterial blight resistance gene in rice, using
RAPD markers. Breed Sci 45:81-85



