
Abstract The breeding of sugar beet varieties that com-
bine resistance to Cercospora and high yield under non-
diseased conditions is a major challenge to the breeder.
The understanding of the quantitative trait loci (QTLs)
contributing to Cercospora resistance offers one route to
solving this problem. A QTL analysis of Cercospora re-
sistance in sugar beet was carried out using a linkage
map based on AFLP and RFLP markers. Two different
screening methods for Cercospora resistance (a field test
at Copparo, Italy, under natural infection, and a newly-
developed leaf disc test) were used to estimate the level
of Cercospora resistance; the correlation between scores
from the field (at 162 days after sowing) and the leaf
disc test was significant. QTL analysis was based on F2
and F3 (half-sib family) generations derived from crosses
between diploid single plants of 93164P (resistant to
Cercospora leaf spot disease) and 95098P (susceptible).
Four QTLs associated with Cercospora resistance (based
on Lsmean data of the leaf disc test) on chromosomes
III, IV, VII and IX were revealed using Composite inter-
val mapping. To produce populations segregating for leaf
spot resistance as a single Mendelian factor, we selected
for plants heterozygous for only one of the QTLs (on
chromosome IV or IX) but homozygous for the others.
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Introduction

One of the most serious and widely distributed foliar dis-
eases of sugar beet in the world is Cercospora leaf spot
disease, caused by the fungus Cercospora beticola Sacc.
(Smith and Ruppel 1974). Resistance breeding can help
to maintain crop yield even under severe disease pres-
sure while reducing the levels of fungicide used. The de-
velopment of tolerant or resistant varieties can increase
sugar yield by up to 45% in the presence of Cercospora
infection (Schäufele and Wevers 1996). Koch (1972) re-
ported that under severe disease pressure higher sugar
content and juice purity was achieved by Cercospora re-
sistant varieties. However, the breeding of highly resis-
tant hybrids that have a root yield potential equal to that
of susceptible hybrids grown in the absence of Cerco-
spora infection is still a major challenge for plant breed-
ers (Smith and Campbell 1996).

The genetics of Cercospora resistance is not well un-
derstood; it is inherited quantitatively, with the main ef-
fects controlled by at least four or five major genes
(Smith and Gaskill 1970). Realised heritabilities of ap-
proximately 0.25 and nearly identical narrow-sense heri-
tabilities were reported by Smith and Ruppel (1974).
Based on variance analyses, two different broad-sense
heritabilities, i.e. 0.379 and 0.555, were found from
crosses between a resistant and two different susceptible
inbred lines (Smith and Ruppel 1974). Progress in breed-
ing for resistance to Cercospora has been slower than for
Rhizoctonia resistance in sugar beet, primarily because
the resistance to Rhizoctonia has a higher heritability
(Panella 1998).

Two factors often cause disappointingly slow progress
during selection for resistance to broadly adapted patho-
gens: first, no sufficiently reliable screening method is
available and second, resistance may be associated with
undesirable agronomic traits (Parlevliet 1989). The KWS
scoring scale (Anonymous 1970) is generally adopted as
the standard method to screen for Cercospora resistance
genotypes. Although this method may suffice for a crude
ranking of genotypes (resistant, medium and susceptible),
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a more precise quantitative scale is needed to facilitate a
deeper genetic analysis of Cercospora resistance. In order
to solve the second problem, plant breeders can use mole-
cular markers as a tool to improve the efficiency of plant
breeding. Based on a linkage map generated from mole-
cular markers it is possible to locate the gene of interest
[quantitative trait locus (QTL) localisation] and ultimate-
ly try to clone individual QTLs.

The aim of the investigation reported here was to lo-
calise putative QTL associated with Cercospora resis-
tance in sugar beet. The mapping of QTLs for Cercospo-
ra resistance may provide an approach to the problem
stated by Smith and Campbell (1996) of how to create a
sugar beet that combines resistance with high yield in the
presence or absence of Cercospora infection.

Materials and methods

Plant material

The F2 population was derived by selfing a single F1 plant of the
cross between single diploid plants of line 93164P (as mother
plant) and line 95098P (as pollinator). Parental line 93164P is
male-sterile and resistant to Cercospora leaf spot disease, and pol-
linator line 95098P is susceptible to Cercospora leaf spot but has a
good yielding ability.

Leaf spot resistance tests

Field trials were carried out in Copparo, north of Bologna, Italy, a
location well known to have severe Cercospora epidemics on a
regular basis. For the field trial, 89 F3 half-sib families were used,
obtained from the open pollination of F2 plants. The experimental
design was a lattice design (5×5) with two replications. The plot
size was 8.1 m2 with a final plant density of 84 plants per plot
(=103,700 plants/ha). Seeds were planted using a commercial
planter in March 1996, 24 cm apart within the row; harvest was in
October 1996. The visual symptoms of the leaf spot severity rat-
ings were recorded according to the KWS-scale index (1=no dis-
ease to 9=fully diseased) as described previously (Anonymous
1970). The data were averaged over the replications.

For the leaf disc resistance test, 196 individual F2 plants (in-
cluding the 89 F2 plants used for the half-sib family production
and testing described above) were cloned in vitro. From each F2
individual, 2 cloned plants (designated A and B) were tested inde-
pendently. The plants were maintained in the greenhouse at 20°C
and 16 h of light. No pesticides or fungicides were applied during
the growing period of the plants.

The leaf disc test was done principally according to Koch
(1997). The leaf discs (approx. 14 mm in diameter) were cut from
single fresh, healthy, fully developed sugar beet leaves and placed
in single rows (8 leaf discs/row) in plastic petri dishes (20×20 cm)
on the surface of 5% (w/v) water agar. The leaf discs were inocu-
lated with aqueous suspensions of C. beticola spores from the iso-
late Pi maintained on potato dextrose agar (PDA agar, Difco Lab,
Detroit). One-milliliter aliquots of the spore suspension, adjusted
to an inoculum density of 100,000 spores/ml, were evenly sprayed
onto the surface of the leaf discs surface using an atomiser con-
nected to an air-compressor. The inoculated leaf discs were kept in
a growth chamber (Weis Technik, Weis Umwelt Technik GmbH,
Reiskirchen) for 9–11 days (18°C, 16 h of light, ca. 100% relative
humidity). After 9–11 days, leaf spot infection was measured as
the percentage of infected leaf area, by visual observation.

Two independent experiments representing two different envi-
ronments were made with leaf discs from clones A and B. Each of
the experiment used a randomised incomplete block designs with

14 blocks (=14 petri dishes, each containing 14 genotypes) nested
in eight replications. The mean value of Cercospora leaf spot in-
fection used for QTL analysis was calculated from both tests. Leaf
discs from the resistant sugar beet line 93164P and the susceptible
line KWS 1171 were used as controls.

Procedure CORRELATION (SAS institute 1991) was used 
to calculate correlation coefficients between the field and leaf 
disc test. A mixed model implemented by using Procedure
MIXED (Littel et al. 1995) of the SAS programme package was
applied to calculate Lsmeans (least squares means) values for the
data of the leaf disc test with genotype×block×replications and
clone×block×replications considered as random effects. Lsmeans
are usually called the adjusted mean in standard textbooks (Littel
et al. 1995).

DNA extraction, AFLP and RFLP

From each F2 individual 5 g of fresh leaves was taken for DNA
isolation, which was performed essentially as described by
Saghai-Maroof et al. (1984). For AFLP analysis, the DNA concen-
tration was adjusted to 10–12 ng/µl by comparison with phage λ
DNA of known concentration. Radioactive AFLP marker analysis
was performed essentially as described by Vos et al. (1995). The
AFLPs were principally scored as dominant markers. RFLP analy-
sis was carried out as described by Barnes et al. (1996), with
probes selected to give an approximately even coverage of the ge-
nome to provide a framework of codominant markers.

Construction of linkage map and QTL analysis

The UNIX version of MAPMAKER/EXP v. 3.0 (Lander et al. 1987;
Lincoln et al., 1993) on a Sun sparc 10 workstation was used to
construct a genetic map of the F2 population. Grouping of the
markers were done in two steps: (1) the ”group” command with a
LOD score=11.0 and 25 cM (Haldane 1919) as proposed by Hall-
den et al. (1996) was used to determine all pairs of linked markers
for the statistical acceptance of linkage and as critical distance be-
tween two linked markers; (2) after excluding unlinked markers
produced from the first steps, grouping of the markers was done
once more by using the ”group” command with a LOD score of 3
and a critical distance of 25 cM. The numbering of linkage groups
I–IX was according to Schondelmaier and Jung (1997). With error
detection on, a framework marker was established based on the
output of the LOD 1 of ”order” command. The framework mark-
ers were used for QTL analysis by combining them with the data
from the field trials and leaf disc test. A PC version of PLABQTL v.
4.0 (Utz and Melchinger, 1996) was used to analyse QTLs. In or-
der to avoid false positives, we set a stringent LOD score of 2.4 as
the threshold value for the detection of QTLs. Cov SELECT (used
selected markers as cofactor) was used in calculating QTLs using
PLABQTL.

Results

Field tests

Eighty-nine F3 half-sib populations were grown in the
field under natural infection pressure. Figure 1 shows the
results of infection ratings. Leaf spot infection was deter-
mined at three different stages of development, 114 (c1),
149 (c2) and 162 (c3) days after sowing. In 1996 leaf
spot infection began late, as shown by the low infection
rates at the first two observations, which were 3.6 and
4.1, respectively. At the third developmental stage (c3),
leaf spot infection increased dramatically to 8 on the
KWS scale. A high variation in the disease rating was
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found among F3 families at all stages of development
(Fig. 1).

Leaf disc test

A newly-developed leaf disc test (Koch 1997) was applied
to determine the infection rate of C. beticola in sugar beet.
The test system was optimised with respect to spore con-
centration under the inoculation and environmental condi-
tions (humidity, temperature) used for the test.

Results were obtained from tests with 196 F2 clonal
plants. From each individual genotype two different
clones were tested. In general, the diseased area ranged
between 7% and 23% of the leaf surface, with a mean
value of 17% (Fig. 2). The observed variation is compa-
rable to that found in the field test.

Using the leaf disc test, we require only 1 plant of
each genotype for the Cercospora severity scoring, and
evaluation can be finished in a relatively short time
(about 11 days). In contrast, a large amount of seed is
needed for standard field test methods (the production of

sufficient seed can be a problem, especially when the ge-
notypes under study are wholly or partially self-incom-
patible).

Correlation between rates of C. beticola infestation 
resulting from leaf disc and standard field tests

The artificial environment used for the leaf disc test, and
the influence that this may have on host/pathogen-inter-
actions, led us to question of the extent to which the re-
sults of the test are good indicators of Cercospora resis-
tance under field conditions. Therefore, we compared the
rates of infection resulting from the two methods using
correlation analysis. Except between c2 and c3, the cor-
relations between variables used to measure rates of in-
fection from the field test were not significant (Table 1).
The correlation between infection rates resulting from
the leaf disc and standard field test (c3) proved to be sig-
nificant (Table 1), with the highest correlation (0.51) be-
tween Lsmean and c3. No correlation was seen, howev-
er, between the leaf disc test results and either c1 or c2.

Fig. 1 C. beticola infection of
89 F3 half-sib families from
field tests under natural infec-
tion at three stages of develop-
ment, c1, c2 and c3. The KWS
scale system was used for de-
termining the severity of infec-
tion with 1=uninfected and
9=fully diseased. Each column
represents mean values from
two replications

Fig. 2 Infection with C. betico-
la, measured as the percentage 
of diseased leaf area using the
leaf disc test with 196 clonal 
plants from the F2 population.
From each F2 individual two
clones (A and B) were tested.
Lsmean values were calculated
from eight replicated experi-
ments of each clonal plant
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QTL analysis

A total of 261 polymorphic loci were evaluated in 
the F2 population. Of these, 226 (182 AFLPs and 
44 RFLPs) could be mapped, giving rise to a linkage
map of 744 cM covering the nine chromosomes of 
sugar beet. On average, 25 marker loci were located on
each chromosome, with an average spacing of 3.1 cM.
We used AFLP anchor markers to allocate the linkage
groups to the nine chromosomes of beet (Schondelmaier
and Jung 1997) thus facilitating later comparisons of
QTL results.

For QTL analysis, a final sparse map was created by
selecting only framework markers using the ”order”
command of MAPMAKER/EXP with LOD>1. This strategy
was used always keeping several points in mind: (1)
tightly linked markers with a distance ≤1 cM which had
been placed on the map using the ”place” command
could generally only be ordered on the chromosomes
with LOD <1; (2) there is a significant risk of mapping
loci in the wrong order if they are within a short distance

(<2 cM) of each other (Hallden et al., 1996); (3) PLABQTL

gives more reliable results when the distances between
markers are greater than 1 cM.

QTLs were first identified on the basis of field test
data using a LOD score of 2.4 as the threshold. Altogeth-
er, five QTLs were found, one on each of chromosomes
IV, VII and IX and two on chromosome VIII (Table 2).
The highest explained phenotypic variance was shown
by the QTL located on chromosome IV (R2=25.1%).
Based on a dominant/recessive model, all QTLs had ad-
ditive effects except the locus on chromosome IX, which
showed partially recessive gene action.

QTLs were also sought based on data from the leaf
disc tests, again using a LOD score of 2.4 as the thresh-
old. Four QTLs were located, on chromosomes III, IV,
VII, and IX (Table 2). The highest explained phenotype
variation was again shown by the QTL located on chro-
mosome IV (R2=20.2%). Two QTLs showed partially re-
cessive allele effects (chromosomes III and VII), one
QTL was partially dominant (chromosome IX) and the
locus on chromosome IV showed additive effects.

Table 1 Coefficient of correla-
tion between all variables used
in field and leaf disc tests to 
estimate the degree of plant
susceptibility to Cercospora
leaf spot disease. P values of
the correlation coefficients are
indicated in italics

c2a c3a Clone Ab Clone Bb Lsmeansc Meand (A-B)

0.1603 0.04994 0.18314 0.0866 0.08194 0.15406 c1
0.1452 0.6519 0.0954 0.4334 0.4587 0.1618

0.39402 0.14436 0.15107 0.14995 0.16884 c2 
0.0002 0.1901 0.1702 0.1734 0.1247

0.27915 0.50527 0.50743 0.44772 c3
0.0101 0.0001 0.0001 0.0001

0.53338 0.45757 0.87628 Clone A
0.0001 0.0001 0.0001

0.9414 0.87493 Clone B
0.0001 0.0001

0.79821 Lsmeans
0.0001

a c1, c2, c3, Mean values of Cercospora leaf spot rating in the field experiment at the first, second
and third time points
b Clone A, Clone B, Mean values, respectively, of Cercospora leaf spot rating of clonal plant A or
plant B determined by leaf disc test
c Lsmeans, Least squares means for genotype effect [=adjusted mean (A–B)] generated by Proc
Mixed of SAS programme based on data of clone A and clone B. Clonal plant A and B are clonal
plants, generated in vitro, of single F2 plants

Table 2 Location of QTLs associated with C. beticola leaf spot
resistance. Infection rate was determined by the leaf disc test
method (Lsmeans) or standard field test (c3). QTLs were identi-
fied by composite interval mapping using computer program
PLABQTL ver. 4.0 (Utz and Melchinger 1996). Chromosome desig-
nation was according to Schondelmaier and Jung (1997).

Lsmeans=least squares means for genotype effect [=estimated
mean (A–B)] calculated by Proc Mixed of the SAS computer pro-
gramme package, based on data of clonal plant A and B. Clonal
plant A and B are clonal plants of single F2 individuals, produced
by in vitro micropropagation. c3 is the third observation of leaf
spot infection using the KWS scale

Test method Chromosome Left marker LOD Score R2 Additive Dominant d/a

Field IV E335905d 5.32 25.1 –0.522 –0.107 0.205
Field VII M31 4.04 19.7 –0.411 –0.020 0.048
Field VIII P324708 C 3.36 17.6 0.083 –0.447 –0.037
Field VIII P324701d 4.10 19.9 –0.524 –0.415 0.217
Field IX E355111 C 3.68 18.1 –0.307 0.249 –0.811
Leaf disc III M30 2.66 6.9 –0.824 0.171 –0.208
Leaf disc IV M17 8.56 20.2 –1.497 –0.003 0.002
Leaf disc VII M34 2.40 6.2 0.710 –0.256 –0.361
Leaf disc IX E355111 C 8.06 18.8 –1.441 –0.584 0.405
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The resistance alleles derived from the resistant par-
ent was contributed in reducing leaf spot infection ex-
cept for the QTL on chromosome VII (marker locus
M34) detected from leaf disc test data (Table 2). The re-
sistance alleles with the highest effects were from QTLs
located on chromosomes IX (marker E355111 C) and IV
(marker M17); these reduced leaf spot infection by
–2.03% and –1.5% respectively (Table 2). Graphical pre-
sentation of QTL associated with resistance to C. betico-
la disease based on the leaf disc test is presented in 
Fig. 3.

Discussion

We have measured leaf spot resistance in a F2 popula-
tion derived from a cross between a susceptible and a
resistant sugar beet. In contrast to previous reports, we
have determined infection rate at the single plant level
using a modified leaf disc test procedure. These data
were compared to data from a field test under natural in-
oculation.

For field scoring of the leaf spot disease we used the
KWS method, which has been frequently applied by 
beet breeders in the past. Disease severity was scored at
114 (c1), 149 (c2) and 162 (c3) days after sowing (which
correspond to stage C on the beet scale of development –
Winner 1974). Equal means between the first two obser-
vations between July and August indicate the slow de-
velopment of C. beticola populations in the field. The
correlation between c1 and c2 was not significant. This
demonstrates that any differentiation between resistant
and susceptible genotypes was not possible at early stag-
es of development.

However, C. beticola severities increased dramatical-
ly within the 13 days following c2, resulting in an aver-
age infection score of 8 on the KWS scale. The maxi-
mum score of 9 was achieved by more than 12% of the
F3 populations tested, suggesting that the highest degree
of infection had been reached 162 days after planting.
No further observations were considered necessary. Nat-
ural inoculation at this site was severe enough to give a
clear differentiation between suseptible and resistant F3
lines, thus providing the possibility to map correspond-
ing resistance genes. Artificial inoculation with C. beti-
cola spore suspensions, however, had to be carried out at
locations with a low infection pressure (Ruppel and 
Gaskill 1971; Adams et al. 1995). Another method for
determining leaf spot resistance in the field has been de-
scribed by Rossi and Battilani (1989a); by this method,
the severity is evaluated for each leaf and the rate com-
puted as leaf area affected/total leaf area×100.

Although the KWS scale gives reliable results for the
screening of whole populations, the repeatability is low
at the single plant level. This was demonstrated by Rossi
and Battilani (1989b) in a field experiment with beet
populations. After rating the population with 7 on the
KWS scale they found a large variation between individ-
ual plants when measuring the diseased leaf area.

There is obviously a need for an accurate measure-
ment of leaf spot infection. This is one of the reasons
why the new leaf disc test method was developed. From
a practical point of view, its greatest advantage over test-
ing in the field is that we can determine resistance at the
single plant level. Significant correlation coefficients be-
tween different experiments with different clonal plants
strongly suggest that this test gives reliable results.
These results, determined as percentage diseased leaf ar-

Fig. 3 Graphical presentation
of QTLs associated with leaf
spot resistance as determined
from leaf disc test data. Chro-
mosome numbers in Roman 
numerals are according to
Schondelmaier and Jung
(1997). The codes of marker
loci are listed on the right, and
the map distances are listed on
the left (Haldane centiMor-
gans). The map was construct-
ed using MAPMAKER/EXP v. 3.0
(Lander et al. 1987; Lincoln 
et al. 1993). PLABQTL v. 4.0
(Utz and Melchinger 1996) 
was used for QTL detection.
Shaded columns represent
QTLs for Cercospora resis-
tance. M codes for RFLP mark-
ers. E and P code for AFLP
markers generated using primer
combinations of EcoRI/MseI
and PstI/MseI, respectively



ea, were positively correlated with the third field obser-
vation (c3). The highest coefficient of correlation was
between Lsmean and c3. It can be concluded that selec-
tion for resistance to Cercospora based on c3 and on the
leaf disc test (lsmean) will both be highly efficient. Be-
cause of this result, we decided to use c3 and Ismean for
exploring QTLs for Cercospora resistance.

By combining genetic marker information with data
from disease scoring, we were able to estimate the loca-
tions of QTLs for leaf spot resistance by composite inter-
val mapping (CIM) (Jansen 1993; Zeng 1994) using the
PLABQTL computer sofware program (Utz and Melchinger
1996). This algorithm was proposed to improve precision
of QTL mapping (Jansen 1993; Zeng 1994). Based on
Lsmean data, four QTLs were found, located on chromo-
somes III, IV, VII and IX, respectively. The putative loca-
tions of QTLs on chromosomes IX based on lsmean were
confirmed by the result of QTL analysis based on c3 data,
and vice versa.

To confirm these results, we also used MAPMAKER/QTL

v.1.1 (Lander et al. 1987; Lincoln et al. 1993) and QTL
CARTOGRAPHER (Basten et al. 1997) to detect QTLs (data
not shown). Based on Lsmean trait data, MAPMAKER/QTL

(LOD score >3) identified significant QTLs on chromo-
some IV (M17) and IX (E355111 C), similar to PLABQTL.
In addition a second significant QTL was found on chro-
mosome IV (E345904d). QTL CARTOGRAPHER (using
CIM or model 6 (LOD score >3) revealed QTLs on chro-
mosome IV (M17), VII (M33), and IX (E355111 C).
Two additional QTLs were found on chromosome IX
(E335906d and E354704D). The MAPMAKER/QTL and
QTL CARTOGRAPHER programmes are based on likeli-
hood procedures in detecting QTL; the difference be-
tween them is that QTL CARTOGRAPHER uses CIM or IM
alternatively, whereas MAPMAKER relies only on IM.
PLABQTL is different from QTL CARTOGRAPHER in the al-
gorithm used to detect QTLs. PLABQTL uses regression
procedures (Haley and Knott 1992) instead of likelihood.

QTLs for leaf spot disease in sugar beet have not been
identified before. Based on field experiment data of F2
and F1 populations, the number of genes controlling re-
sistance was estimated by Smith and Gaskill (1970) us-
ing the Castle-Wright formula. They found that at least
four to five loci were probably involved in leaf spot re-
sistance, which is in rough accordance with our findings
(based on leaf disc test). Given the low heritability of
this trait (Smith and Ruppel 1974), it is important to con-
firm the robustness of QTLs associated with leaf spot re-
sistance in different genetic backgrounds and environ-
ments.

The molecular markers presented here can be valu-
able tools both for marker assisted selection and for at-
tempts at cloning the QTLs. For breeding, the QTLs lo-
cated on chromosome IV and IX are of the greatest inter-
est because these loci have the largest LOD scores (8.56
and 8.08) and R2 values. The resistance alleles at both of
these loci contribute the strongest resistance effects
(–2.3% and –1.5%) with gene actions partially dominant
and additive for the loci on chromosome IX and chromo-

some IV, respectively. The existence of significant addi-
tive gene action for leaf spot disease in sugar beet was
also reported by Smith and Ruppel (1974). As a first step
towards cloning the QTLs, plants have been selected
which are heterozygous for only one of the loci (on ei-
ther chromosome IV or IX) but homozygous for all of
the others. After selfing the selected plants, populations
will be created segregating for leaf spot resistance as a
single Mendelian factor. Fine mapping can be carried out
to select markers for use as probes to screen our beet
YAC library (Kleine et al. 1995). A similar strategy has
recently been presented by Yano et al. (1997) for genes
controlling heading date in rice.

Acknowledgements The authors thank Monika Bruisch and
Maggy Hoebrechts for their excellent technical assistance. This
work was supported by a scholarship from the Deutscher Akade-
mischer Austauschdienst (DAAD), Germany.

References

Adams H, Schäufele WR, Märländer B (1995) A method for the
artificial inoculation of sugarbeet with Cercospora beticola
under field conditions. Z PflzKrankh PflzSchutz 102:320–322

Anonymous (1970) KWS Cercospora-Tafel. Kleinwanzlebener
Saatzucht AG

Barnes S, Massaro G, Lefèbvre M, Kuiper M, Verstege E (1996)
A combined RFLP and AFLP genetic map for sugar beet. In:
Proc 59th IIRB Cong., International Institute for Bat Research,
Brussels, pp 555–560

Basten CJ, Weir BS, Zeng ZB (1997) QTL Cartographer Version
1.12. A reference manual and tutorial for QTL mapping.
Program in Statistical Genetics, Dept. of Statistics, North
Carolina State University. 86p

Haldane JBS (1919) The combination of linkage value and the 
calculation of distance between the loci of linked factors. 
J Genet 8:299–309

Haley CS, Knott A (1992) A simple regression method for map-
ping quantitative trait loci in line crosses using flanking mark-
ers. Heredity 69:315–324

Hallden C, Hjerdin A, Rading IM, Säll T, Fridlundh B,
Johannisdottir G, Tuvesson S, Akesson C, Nilson NO (1996)
A high density RFLP linkage map of sugar beet. Genome 39:
634–645

Jansen RC (1993) Interval mapping of multiple quantitative trait
loci. Genetics 135:205–211

Kleine M, Cai D, Eibl C, Hermann RG, Jung C (1995) Physical
mapping and cloning of translocation in sugar beet (Beta vul-
garis L.) carrying a gene for nematode (Heterodera schachtii)
resistance from B. procumbens. Theor Appl Genet 90:399–406

Koch G (1997) Genetische Untersuchungen zur Cercospora beti-
cola-Resistenz in Zuckerrüben. Vortr Pflanzenzücht 37:54–64

Koch F (1972) Zielsetzungen und Ergebnisse der Züchtung von
Zuckerrüben auf Resistenz gegen Cercospora beticola und
Toleranz gegen Vergilbungsviren. Z PflzKrankh PflzSchutz 79:
291–307

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 ex-
perimental and natural populations. Genomics 1:174–181

Lincoln SE, Daly MJ, Lander ES (1993) Constructing genetic
linkage maps with MAPMAKER/EXP version 3.0: a Tutorial and
reference manual. Whitehead Institute, Cambridge, Mass.

Littell RC, Milliken GA, Stroup WW, Wolfinger RD (1996) SAS®

system for mixed models. SAS Institute, Cary, N.C.
Panella L (1998) Screening and utilizing Beta genetic resources

with resistance to Rhizoctonia root and Cercospora leaf spot
in sugar beet breeding programme. In: Frese L, Panella L, 

1181



1182

Srivastava HM, Lange W (eds) Rep 4th Int Beta Genet Re-
sources Workshops World Beta Network Conf. Int Crop Net-
work Ser 12:62–72

Parlevliet JE (1989) Identification and evaluation of quantitative
resistance. In: Leonard KJ, Fry WE (eds) Plant Disease 
Epidemology, vol 2: genetics, resistance, and management, 
McGraw-Hill, New York, pp 215–248

Rossi V, Battilani P (1989a) Assessment of intensity of Cercospo-
ra disease on sugarbeet. I. J Phytopathol 124:63–66

Rossi V, Battilani P (1989b) Assessment of intensity of Cercospo-
ra disease on sugarbeet. II. J Phytopathol 124:67–70

Ruppel EG, Gaskill JO (1971) Techniques for evaluating sugar-
beet for resistance to Cercospora beticola in the field. J Am
Soc Sugar Beet Technol 16:384–389

Saghai-Maroof MA, Soliman KM, Jorgensen RA, Allard RW
(1984) Ribosomal DNA spacer-length polymorphisms in bar-
ley: Mendelian inheritance, chromosomal location, and popu-
lation dynamics. Proc Natl Acad Sci USA 81:8014–8018

SAS institut (1991) SAS system for regression, version 2nd edn.
SAS Institute, Cary, N.C.

Schäufele WR, Wevers JDA (1996) Possible contribution of toler-
ant and partially resistant sugar beet varieties to the control of
the foliar disease Cercospora beticola. In: Proc 59th IIRB
Congr., International Institute for Bat Research, Brussels, pp
19–32

Schondelmaier J, Jung C (1997) Chromosomal assigment of the
nine linkage groups of sugar beet (Beta vulgaris L.) using pri-
mary trisomics. Theor Appl Genet 95:590–596

Smith GA, Gaskill JO (1970) Inheritance of resistance to Cercospora
leaf spot in sugar beet. J Am Soc Sugar Beet Technol 16:
172–180

Smith GA, Ruppel EG (1974) Heritability of resistance to Cerco-
spora leaf spot in sugarbeet. Crop Sci 14:113–115

Smith GA, Campbell LG (1996) Association between resistance to
Cercospora and yield in commercial sugarbeet hybrids. Plant
Breed 115:28–32

Utz HF, Melchinger AE (1996) PLABQTL: a program for composite
interval mapping of QTLs. J Quantitative Trait Loci vol 2.
http://probe. Nalusda.gov: 8000/otherdocs/jqtl/

Vos P, Hogers R, Blecker M, Reijans M, Van der Lee T, Hornes M,
Frijters A, Pot J, Peleman J, Kuiper M, Zabeau M (1995)
AFLP: a new technique for fingerprinting. Nucleic Acids 
Res 23:4407–3314

Winner C (1974) Die Jugendentwicklung der Zuckerrübe in ihrer
Bedeutung für das spätere Wachstum und den Ertrag. Zucker 27:
517–527

Yano M, HarushimaY, Nagamura Y, Kurata N, Minobe Y, Sasaki
T (1997) Identification of quantitative trait loci controlling
heading date in rice using a high-density linkage map. Theor
Appl Genet 95:1025–1032

Zeng ZB (1994) Precision mapping of quantitative trait loci. Ge-
netics 136:1457–1468


