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on their resistance against apple scab and powdery mildew
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Abstract Apple scab and powdery mildew are the two
most destructive fungal diseases of apple, especially in
organic orchards, where synthetic pesticides are
prohibited. Only a limited choice of natural substances
for control of pests and diseases allowed to be used.
Growing resistant/tolerant cultivars can highly reduce
the number of the necessary plant protection treatments
resulting in lower costs and environmental impact. Be-
sides the newly developed cultivars, several old apple
cultivars are thought to be resistant/tolerant to the main
fungal diseases of apple; however, in most cases, the
degree and type of their resistance is not well character-
ized. To evaluate the resistance of ten old cultivars
against apple scab and powdery mildew, field evalua-
tions were carried out for 6 years. Molecular marker
analysis was also carried out: six different markers were
used for the detection of three major scab resistance
genes (Vf, Vh4, Vh2). The resistance gene Vf could not
be found in any old cultivar while the resistance genes
Vh2, Vh4 are possibly present in several cultivars. The
results are explaining the good disease tolerance of
several cultivars (e.g., ‘Batul’), and also suggest their
relevance in the breeding as well as in organic farming.
Some old cultivars showed good field resistance against
fungal diseases, even though their resistance against
scab could not be explained with the presence of the
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investigated major scab resistance genes. This suggests
that a few cultivars might possess polygenic resistance,
or maybe new major scab resistance genes.
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Introduction

The two most important fungal diseases of the domes-
ticated apple (Malusxdomestica Borkh.) are the apple
scab (Venturia inaequalis Cke.) and powdery mildew
(Podosphaera leucotricha Salm.) which are both re-
sponsible for huge economical loss worldwide in every
year. If we apply integrated pest management, then the
costs of the sprays against fungal diseases can exceed
even the half of the full production costs. In addition, the
pesticides permitted in organic farming have low effi-
ciency compared to the chemicals usable in convention-
al growing which increases the importance of alternative
defense strategies, such as the use of resistant cultivars
(Holb et al. 2005; MacHardy 1996; Reuveni et al. 2000).

Cultivars which are at least tolerant to the major
fungal diseases (apple scab and powdery mildew) are
needed especially by organic farmers. Recognizing the
increasing need of the market for resistant cultivars,
resistance breeding program was started in the 1990s
by the Department of Pomology, Corvinus University of
Budapest, with the aim of producing new apple cultivars
with excellent fruit quality and resistance against the
major diseases of apple [apple scab, powdery mildew
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and fire blight (Erwinia amylovora Burrill, Winslow
et al.)]. As part of the program, many old apple cultivars
of the Carpathian Basin were collected, and the collection
of fruit cultivars located in Soroksar had been established.
Besides their relevance in the breeding, many of these
cultivars have potential in the organic farming as well,
due to their good disease resistance, fruit quality, and
suitability to less intensive technology (Toth et al. 2005).

The method of molecular marker analysis gives us
new opportunities to evaluate the resistance of the cul-
tivars. Markers of resistance genes are often used to
fasten the breeding process by tracking the inheritance
of the R genes (marker assisted breeding). In the same
time, they are also capable to strengthen the results of
the phenotypic evaluations, which is necessary, because
the development of disease symptoms are influenced by
several factors (ecological conditions, pest control, com-
position of the present pathogen races, etc.). To make a
stable statement about the degree of resistance of a
cultivar, we have to understand the host-pathogen inter-
actions, and clarify the genetic background of the resis-
tance, as well (Kumar et al. 2011).

The polygenic or quantitative apple scab resistance is
based on several genes, and its effect is very variable
(from low to high degree of resistance). As it is not race
specific, it is more stable than the monogenic resistance;
however, it is very difficult to inherit it to a seedling. In
contrast to this, the monogenic or qualitative resistance
is based on one single gene so it can be inherited easily
with crossing. Its effect is based on gene-for-gene inter-
action between the pathogen and the host, and typically
characterized with hypersensitive response. Though the
polygenic resistance has still potential in the breeding, as
it is hard to inherit it, the breeding rather relies on the
small fruited apple species (Malus sp.) containing major
resistance genes (having monogenic resistance). The
Malus baccata jackii (Vbj), Malus baccata (Vb), Malus
micromalus and Malus atrosanguinea (Vm), the Malus
pumila ‘R12740-7A’ (Vr), and the most significant
Malus floribunda (Vf) species all played a role in the
production of the modern scab resistant apple cultivars
as gene sources (Gessler et al. 2006).

As the monogenic resistance is race specific, those
pathogen strains which genome does not contain the
proper avirulence factor can affect even the otherwise
resistant plants. The composition of scab races thus the
resistance of cultivars may vary in space and time de-
pending on the environmental factors (Sierotzki et al.
1994). As a result of the discovery of new V. inaequalis
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races which are able to infect the Vf resistant cultivars
(which was thought to be the most stable major gene),
the strategy of inheriting one single resistance gene in
order to produce new resistant cultivars is no longer
preferred by the breeders (Parisi et al. 1993). To achieve
more stable resistance, and avoid the occurrence of new
pathogen races, the modern approach is to accumulate
the different resistance genes (possibly several major
genes) in one cultivar, thus pyramiding resistance genes
(Broggini et al. 2011; Soriano et al. 2009).

The identification of resistance genes in different
genotypes and the identification of pathogen races in
different regions are an intensely studied field. Also, the
nomenclature of the major scab resistance genes has
been recently updated according to the gene-for-gene
interaction between the avirulence gene of the pathogen
and the resistance gene of the host (Bus et al. 2009).
Nevertheless, in this study, we stick to the old names of
the genes for the better understanding.

Several SCAR and SSR markers linked to the major
apple scab resistance genes have been developed and
suggested to the breeders, and it has been concluded that
the use of these markers is also necessary for the modern
evaluation of cultivars (Patzak et al. 2011; Urbanovich
and Kazlovskaya 2008; Patrascu et al. 2006; Patocchi
et al. 2009).

In the present study, our aim was to evaluate the
apple scab and powdery mildew resistance of ten old
apple cultivars on the field (in the collection of fruit
cultivars located in Soroksar), and carry out genetic
marker analysis, to possibly locate apple scab resistance
genes in the investigated genotypes. The new data from
one side may help to select new resistance sources for
the breeding, as well as it helps to characterize precisely
the disease resistance/susceptibility of the cultivars
which is one of the most important characteristic for
organic farmers.

Methods

Evaluation of the scab and powdery mildew resistance
on the field

The apple scab and powdery mildew resistance of
the investigated old cultivars were evaluated on the
field in the cultivar collection located in Soroksar
(Hungary). The gene bank is under integrated pest
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management; however, mild scab and mildew infec-
tion occurs year by year.

Four trees were studied per cultivar for 6 years,
and observations were made at least two times per
year. In the case of apple scab, we evaluated the
symptoms on the leaves, while the infected shoot
tips were observed in the case of powdery mildew.
In both cases, the percentage of the infected leaves
or shoots thus the incidence values of the patho-
gen were noted. Than we categorized our cultivars
in all year using a common four-grade scale de-
rived from the incidence values: S—susceptible,
MS—moderately susceptible, MR—moderately re-
sistant, and R—resistant.

Molecular marker analysis

The plant material was collected in Soroksar, and stored
under —20 °C until processing. The DNA extraction
from young leaf tissue or bud was made with QIAG
EN DNeasy® Plant Mini kit (Hilden, Germany).

Four SCAR and two SSR markers were used in
order to detect four major scab resistance genes. The
properties of the used markers can be seen in Table 1.
The ALO7 and the dominant AM19 markers were
used to detect the Vf gene, while the AD13 and
OPL19 were used to detect the Vh4 and VA2 genes,
respectively. We used the SSR markers CHO02c02a
and CHO05e03 to straighten our results concerning
Vh2 and Vh4 genes.

PCR was performed with a final volume of 16 ul
containing Taq polymerase (Fermentas, Canada). The
following conditions described by Boudichevskaia
et al. (2006) were used to amplify the AD13, AL07,
and AM19 SCAR markers: one cycle of 2 min 94 °C;
30 cycles of 1 min at 94 °C, 3 min at 58 °C, and 2 min

Table 1 The properties of the used markers

at 72 °C; and a final extension cycle of 10 min at
72 °C.

The amplification conditions for OPL19 were as
described by Bus et al. (2005): one cycle of 2 min 45 s
at 94 °C; 40 cycles of 55 s at 94 °C, 55 s at 55 °C, and
1 min 39 s at 72 °C; and a final extension cycle of
10 min at 72 °C. For the amplification of the SSR
markers, we used the following conditions, described
by Patocchi et al. (2009): one cycle of 15 min at 94 °C;
40 cycles of 40 s on 94 °C, 1 min 30 s on 55 °C, and
1 min 30 s on 72 °C; and finally 30 min at 60 °C and
10 min at 72 °C. The PCR products of the SCAR
markers were separated on 2 % agarose gel, while the
fragment analysis of the SSR markers was made by the
Agricultural Biotechnology Center (Hungary) and was
evaluated with the Peak Scanner software (Applied
Biosystems).

Results
Field evaluations

In the period of 2010 to 2015 (in Soroksar, Hungary),
the investigated cultivars showed very high disease
resistance, while the susceptible reference cultivars—
‘Gala’ for apple scab and ‘Jonathan’ for powdery
mildew—had considerable symptoms. All of the in-
vestigated cultivars proved to be at least tolerant to
scab in all years except 2013 (see Table 2). The
ecological conditions were the most favorable for
the disease in the year of 2013, thus both ‘Maté
Dénes’ and ‘Vilmos renet’ showed moderate suscep-
tibility; however, they showed no symptoms in the
other years.

Marker Size (bp) Type R gene Dominance Reference
ALO7 570 SCAR 44 Codominant Tartarini et al. 1999
AM19 526 SCAR 44 Dominant Tartarini et al. 1999
ADI13 950 SCAR Vrl/Vh4 Codominant Boudichevskaia et al. 2006
OPL19 433 SCAR VrlVh2 Codominant Bus et al. 2002
CHO05¢03 173 SSR Vh2 Codominant Bus et al. 2005
165 Vh4
CHO02c02a 170 SSR Vrl/VxIVh4 Codominant Bus et al. 2005
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Table 2 Scab resistance on the field of the ten selected old apple cultivars

Cultivar 2010 2011 2012 2013 2014 2015
Gala® S S S S S S
Batul® R R R R R R
Citrom alma R R R R R R
Kanadai renet R R R R R R
Maté Dénes R R R MS R R
Pényik alma® R R R R R R
Sandor car R R R R R R
Sikulai® R R R R R R
Szabadkai szercsika” MR R R R R R
Tordai piros kalvil® R R MR S R R
Vilmos renet” R R R MS R R
R resistant, MR moderately resistant, MS moderately susceptible, S susceptible
# Susceptible control
® Cultivars previously recommended by Téth et al. (2005)

The degree of powdery mildew resistance on the renet’ and ‘Szabadkai szercsika’ All the other culti-

field is shown in Table 3. The years 2012 and 2015 vars were uninfected in the period of the study.
could not be evaluated, since even the highly sus-
ceptible control cultivar ‘Jonathan’ had no or only

had moderate symptoms. The ‘Tordai piros kalvil’ Marker analysis

showed considerable amount of symptoms in the

year of 2011, while heavy infection occurred in The results of the marker analysis carried out to detect
2014, resulting in moderate symptoms on ‘Kanadai the major scab resistance genes are shown in Table 4.

Table 3 Powdery mildew resistance on the field of the ten selected old apple cultivars

2010 2011 2012 2013 2014 2015
Jonathan® S S R S S MR
Batul® R R R R R R
Citrom alma R R R R R R
Kanadai renet R R R R MR R
Maté Dénes R R R R R R
Ponyik alma? R R R R R R
Sandor car R R R R R R
Sikulai? R R R R R R
Szabadkai szercsika’ R R R R MS R
Tordai piros kalvil® R MS R MR R R
Vilmos renet® R R R R R R

R resistant, MR moderately resistant, MS moderately susceptible, .S susceptible
# Susceptible control

® Cultivars previously recommended by Téth et al. (2005)
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Table 4 The detected markers linked to apple scab resistance genes

ALO7 AM19 ADI13

CHO02c02a

CHO05¢03 (165 bp) ~ OPLI9  CHO5€03 (173 bp)

Gala® - - - 0
Reka® 0 - - 0
M. pumila® - - + +
Prima® + + 0 0
Batul® - - ++ ++
Citrom alma - - - -
Kanadai renet - - + +
Maté Dénes - - - -
Pényik alma® - - - -
Sandor car - - - -
Sikulai® - - - -
Szabadkai szercsika® - - - -
Tordai piros kalvil® - - - -

Vilmos renet® - - - -

+ o |
o+ + 1
[ |

++ ++

[
+ + o+
+ + o+

[
+ + +

+

— no resistant allele was found, + heterozygous resistant, ++ homozygous resistant, 0 no evaluation were made or lost data

# Susceptible or resistant control
® Cultivars previously recommended by Téth et al. (2005)

The Vf gene could not be detected in the investigated
old apple cultivars, neither with the ALO7 nor AM19
markers. However, the Vf resistant control cultivar
‘Prima’ showed the expected result.

Markers linked to the VA4 gene were detected in two
cultivars. In the ‘Kanadai renet’ and ‘Batul’ cultivars, all
the three markers AD13, CH02c02a, and CHO05¢03
(165 bp), were detected. In addition the Vh4 gene in
‘Batul’ seems to be homozygous which was also
strengthened by the SSR markers.

The markers of VA2 gene were detected in seven
from ten cultivars, however in the case of ‘Batul’,
‘Szabadkai szercsika’ and ‘Tordai piros kalvil’ only
the OPL19 SCAR was shown, the SSR marker
CHO05e03 (173 bp) could not strengthen the result. In
the case of ‘Maté Dénes’, ‘Ponyik’, ‘Sandor car’, and
“Vilmos renet’ both marker gave the same result.

Discussion

Many resistance sources have already been selected
from old cultivars, and it is not rare that they show
similar field resistance to newly bred scab resistant
cultivars (Kellerhals et al. 2012). In our case, the

investigated old cultivars were highly resistant to apple
scab and powdery mildew in general. However, no Vf'
resistant cultivar was found by the marker analysis. The
Vf gene was inherited to apple cultivars through the
modern breeding which explains the lack of Vfresistant
old cultivars. In contrast, the detected markers are sug-
gesting the presence of the VA2 and Vh4 genes. This
result is confirmed by the fact that M. pumila (Mill.) had
an important role in the development of the apple culti-
vars in the Carpathian Basin (Nagy-Toth 1998). These
results are consistent with the results of other authors
(Patzak et al. 2011; Urbanovich and Kazlovskaya 2008)
who also stated the absence of V'fin old cultivars, while
the marker alleles of AD13 and OPL19 were often
detected.

In previous studies some of the investigated old
cultivars were recommended for organic farming:
‘Batul’, ‘Vilmos renet’, ‘Ponyik’, ‘Sikulai’, ‘Tordai
piros kalvil’, and ‘Szabadkai szercsika’ were character-
ized with acceptable fruit quality and good overall dis-
ease resistance (Balint et al. 2013; Toth et al. 2004,
2005, 2012).

The suitability of these cultivars in organic orchards
is confirmed by the field evaluations and the genetic
marker analysis as well. Moreover, ‘Batul’ which has
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excellent fruit quality, possibly contains FB_ MRS fire
blight resistance, and considered to be one of the most
known old apple cultivars originated in the Carpathian
Basin (Téth et al. 2005; Papp et al. 2011, 2015) is
proved to be homozygous VA4 genotype, which is often
associated with higher degree of resistance, and also
bears higher value in the breeding. Using old cultivars
as the basis of resistance breeding is a widespread
strategy (Kellerhals and Duffy 2006; Lateur and Populer
1994), so hopefully based on our results some of the
studied old cultivars, such as ‘Batul’ (Vh4Vh4), ‘Vilmos
renet’ (Vh2vh2), or ‘Kanadai renet’ (Vh4vh4), may play
a role in the breeding in the future as resistance source.
The results are suggesting that some old cultivars have
good field resistance against apple scab and powdery
mildew; however, the scab resistance could not be ex-
plained with the presence of major resistance genes (for
example ‘Sikulai’). This suggests that few cultivars might
possess polygenic resistance or, with lower chance but
possibly, yet unknown major resistance genes.

In the long run, the susceptibility of the cultivars may
vary by time, so further field observations are necessary.
More objective degree of resistance of the investigated
cultivars could only be obtained by evaluating them in
untreated conditions. Recently, new apple scab resistance
markers have been developed by fine mapping (Cova
etal. 2015; Padmarasu et al. 2014). Carrying out analyses
with newly developed markers in the future may explain
the genetic background of the resistant phenotypes which
were lacking the resistance genes in the present study, or
clarify the controversial data experienced concerning to
the VA2 gene. The investigation of the major genes of
powdery mildew resistance could be also efficient. The
potential of the old apple cultivars which were previously
suggested to organic farmers is confirmed by the newer
examinations; however, the establishment of test orchards
or on-farm experiments would be necessary.
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References

Balint J, Thiesz R, Nyaradi II, Szabo KA (2013) Field evaluation
of traditional apple cultivars to induced diseases and pests.
Notulae Botanicae Horti Agrobotanici 41(1):238-243

@ Springer

Boudichevskaia A, Flachowsky H, Peil A, Fischer C, Dunemann F
(2006) Development of a multiallelic SCAR marker for the
scab resistance gene Vrl1/Vh4/Vx from R12740-7A apple
and its utility for molecular breeding. Tree Genet Genomes
2:186-195

Broggini G, Bus V, Parravicini G, Kumar S, Groenwold R, Gessler
C (2011) Genetic mapping of 14 avirulence genes in an EU-
B04 x 1639 progeny of Venturia inaequalis. Fungal Genet
Biol 48:166-176

Bus VGM, Alspach PA, Hofstee ME, Brewer LR (2002) Genetic
variability and preliminary heritability estimates of resistance
to scab (Venturia inaequalis) in an apple genetics population.
N Z J Crop Hortic Sci 30:83-92

Bus VGM, Rikkerink EHA, Weg WE, Rusholme RL, Gardiner
SE, Bassett HCM, Kodde LP, Parisi L, Laurens FND,
Meulenbroek EJ, Plummer KM (2005) The Vh2 and Vh4
scab resistance genes in two differential hosts derived from
Russian apple R12740-7A map to the same linkage group of
apple. Mol Breed 15:103-116

Bus V, Rikkerink E, Aldwinckle HS, Caffier V, Durel CE,
Gardiner S, Gessler C, Groenwold R, Laurens F, Le Cam B
(2009) A proposal for the nomenclature of Venturia
inaequalis races. Acta Horticult 814:739-746

Cova V, Lasserre-Zuber P, Piazza S, Cestaro A, Velasco R, Durel
CE, Malnoy M (2015) High-resolution genetic and physical
map of the Rvil (Vg) apple scab resistance locus. Mol Breed
35:16. doi:10.1007/s11032-015-0245-1

Gessler C, Patocchi A, Sansavini S, Tartarini S, Gianfranceschi L
(2006) Venturia inaequalis resistance in apple. Crit Rev Plant
Sci 25:473-503

Holb 1J, Heijne B, Withagen JCM, Gall JM, Jeger MJ (2005)
Analysis of summer epidemic progress of apple scab at
different apple production systems in the Netherlands and
Hungary. Ecol Epidemiol 95(9):1001-1020

Kellerhals M, Dufty B (2006) In: Boos M (ed) Use of genetic
resources and partial resistances for apple breeding. [Nutzen
von Genressourcen und Teilresistenzen in der Apfelziichtung.].
Ecofruit - 12th International Conference on Cultivation
Technique and Phytopathological Problems in Organic Fruit-
Growing: Proceedings to the Conference from 3 1st January to
2nd February 2006, Weinsberg, pp 157-160

Kellerhals M, Duffy B, Nybom H, Ahmadi-Afzadi M, Hofer M,
Richter K, Lateur M (2012) European pome fruit genetic
resources evaluated for disease resistance. Trees 26:179—
189. doi:10.1007/s00468-011-0660-9

Kumar S, Bink MCAM, Volz RK, Bus VGM, Chagné D (2011)
Towards genomic selection in apple (Malusxdomestica
Borkh.) breeding programmes: prospects, challenges and
strategies. Tree Genet Genomes 8:1-14

Lateur M, Populer C (1994) Screening fruit tree genetic resources
in Belgium for disease resistance and other desirable charac-
ters. Euphytica 77(1-2):147-153

MacHardy WE (1996) Apple scab, biology, epidemiology and
management. APS Press, Minnesota, 545 pp

Nagy-Toth F (1998) Régi erdélyi almafajtak. Erdélyi Muzeum-
Egyesiilet, Kolozsvar

Padmarasu S, Sargent DJ, Jaensch M, Kellerhals M, Tartarini S,
Velasco R, Troggio M, Patocchi A (2014) Fine-mapping of
the apple scab resistance locus Rvil2 (Vb) derived from
‘Hansen’s baccata #2’. Mol Breed 34:2119-2129. doi:10.
1007/s11032-014-0167-3


http://dx.doi.org/10.1007/s11032-015-0245-1
http://dx.doi.org/10.1007/s00468-011-0660-9
http://dx.doi.org/10.1007/s11032-014-0167-3
http://dx.doi.org/10.1007/s11032-014-0167-3

Org. Agr. (2016) 6:183-189

189

Papp D, Ficzek G, Stégern MM, Nétin B, Kiraly I, Toth M (2011)
Karpat-medencei régi almafajtak beltartalmi értékei és
perspektivai a XX. szazad hazai gyiimolcsnemesitésében.
Kertgazdasag 40(1):23-27

Papp D, Zs B, Balotai B, Toth M (2015) Identification of marker
alleles linked to fire blight resistance QTLs in apple geno-
types. Plant Breed. doi:10.1111/pbr.12258

Parisi L, Lespinasse Y, Guillaumes J, Kriiger J (1993) A new race
of Venturia inaequalis virulent to apples with resistance due
to the Vf gene. Phytopathology 93:533-537

Patocchi A, Frei A, Frey JE, Kellerhals M (2009) Towards im-
provement of marker assisted selection of apple scab resistant
cultivars: Venturia inaequalis virulence surveys and standard-
ization of molecular marker alleles associated with resistance
genes. Mol Breed 24:337-347

Patrascu B, Pamfil D, Sestras R, Botez C, Gaboreanu I, Barbos A,
Qin C, Rusu R, Bondrea I, Dirle E (2006) Marker assisted
selection for response attack of Venturia inaequalis in differ-
ent apple genotypes. Notulae Botanicae Horti Agrobotanici
Cluj-Napoca 34:121-133

Patzak J, Paprstein F, Henychova A (2011) Identification of apple
scab and powdery mildew resistance genes in Czech apple
(Malus xdomestica) genetic resources by PCR molecular
markers. Czech J Genet Plant Breed 47(4):156-165

Reuveni M, Cohen H, Zahavi T, Venezian A (2000) Polar — a potent
Polyoxin B compound for controlling powdery mildews in apple
and nectarine trees, and grapevines. Crop Prot 19:393-399

Sierotzki H, Eggenschwiler M, Boillat O, McDermott JM, Gessler
C (1994) Detection of variationin virulence toward suscepti-
ble apple cultivars in natural populations of Venturia
inaequalis. Ecol Epidemiol 84(10):1005-1009

Soriano JM, Joshi SG, Van Kaauwen M, Noordijk Y, Groenwold
R, Henken B, Van de Weg WE, Schouten HJ (2009)
Identification and mapping of the novel apple scab resistance
gene Vd3. Tree Genet Genomes 5:475-482

Tartarini S, Gianfranceschi L, Sansavini S, Gessler C (1999)
Development of reliable PCR markers for the selection of
the Vf gene conferring scab resistance in apple. Plant Breed
118:183-186

Toth M, Sz K, Késa K, Zs R, Hevesi M (2004) First selections of
the Hungarian apple breeding program for multiple resis-
tance. Int J Horticult Sci 10(3):9-13

Toth M, Baliko E, Zs S (2005) Evaluation of fruit quality of old
apple cultivars originating from the foot of the Carpathian
Mountains, for utilization in breeding and in ecological farm-
ing. Int J Horticult Sci 11(3):15-21

Toth M, Ficzek G, Kiraly I, Sz K, Hevesi M, Halasz J, Zs S (2012)
‘Artemisz’, ‘Cordelia’, ‘Hesztia’ and ‘Rosmerta’: new
Hungarian multiresistant apple cultivars. HortSci 42(2):
1795-1800

Urbanovich O, Kazlovskaya Z (2008) Identification of scab resis-
tance genes in apple trees by molecular markers. Scientific
works of the Lithuanian university of agriculture.
Sodininkyste ir Darzininkyste 27(2):347-357

@ Springer


http://dx.doi.org/10.1111/pbr.12258

	Suitability of old apple varieties in organic farming, based on their resistance against apple scab and powdery mildew
	Abstract
	Introduction
	Methods
	Evaluation of the scab and powdery mildew resistance on the field
	Molecular marker analysis

	Results
	Field evaluations
	Marker analysis

	Discussion
	References


