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ABSTRACT

Sunflower is one of the mos t significant oilseed crops in the world. Sunflower lines with high oleic content have high 
oxidative s tability of its oil. Orobanche cumana Wallr., which is a holoparasitic plant infecting the sunflower roots, is 
one of the limiting factors for sunflower production especially in Eas tern Europe and Turkey. Screening for high oleic 
acid content and broomrape resis tant sunflower genotypes by s tandard methods is time consuming and expensive. 
Molecular markers associated with high oleic acid trait or broomrape resis tance are useful and rapid tool in order to 
facilitate sunflower breeding program. In this s tudy, two markers were chosen; SSR marker and HO PCR specific 
fragment for genotyping the 250 sunflower inbred lines for high oleic acid content. According to our results, high oleic 
acid containing hybrids expressed a specific SSR band at 246 bp, and also HO PCR specific fragment at 870 bp. Also, 
determination of broomrape resis tance for these 250 sunflower inbred lines was done by SCAR and SSR markers. 
The analyzed SCAR markers (RTS28, RTS29, RTS40 and RTS41) and SSR markers (ORS1036 and ORS1040) were 
linked to the Or5 gene [provides resis tance to all five races (A-E)]. According to SCAR and SSR analysis, the s tudied 
sunflower inbred lines were resis tant to races A-E. These results allowed identification of sunflower hybrids for high 
oleic acid traits and broomrape resis tance by DNA markers.
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Introduction
Sunflower is one of the mos t significant oil crops 

in the world. Sunflower oil contains high level of 
unsaturated fatty acids (88%); linoleic acid (48-
74%), oleic acid (14-40%) and also saturated fatty 
acids; palmitic acid (4-9%) and s tearic acid (1-7%) 
(Singchai et al., 2013; Nagarathna et al., 2011). 
High oleic sunflower production accelerated the 
consumption for healthy frying oil, and also non-
food uses in recent years. Particularly, non-food 
applications require oleic acid content that is s table 
and higher than 90% (Vannozzi 2006; Ferfuia et al., 

2012). Increasing oleic acid content has become 
one of the significant goals to improve quality of 
vegetable oil (Lacombe et al., 2004). In order to 
achieve this aim, Sunflower lines and hybrids which 
have high oleic acid content in their seeds have been 
obtained by selection programs from HO (High 
oleic) Pervenets mutant by chemical mutagenesis 
(Soldatov 1976). The mean content of oleic acid of 
the seeds from Pervenet population is higher than 
65% in comparison to the normal LO varieties which 
is about 20% (Berville et al., 2009). Afterwards, 
new cultivars with changed fatty acid content were 
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developed by different researchers (Osorio et al., 
1995; Velasco et al., 2008; Leon et al., 2013; Alberio 
et al., 2016; Cvejic et al., 2016). 

Although the determination of high oleic acid 
content with analyzing seed oil is easy way, but 
marker assis ted selection s tudies with tightly linked 
markers to high oleic trait could speed up breeding 
process (Dehmer and Friedt 1998). The phenotypic 
determination (fatty acid analysis) does not allow 
rapid and early determination of HO genotypes and 
also cannot provide differentiation of homozygotes 
from heterozygotes for the mutation. The use of 
molecular markers has become popular tool for 
the genetic and breeding s tudies and it is rapid, 
cheaper and simple when suitable markers were 
developed (Varshney et al., 2005).Various sunflower 
lines and hybrids have been s tudied to dis tinguish 
HO genotypes from LO genotypes by different 
researchers and molecular marker types (Dehmer 
and Friedt 1998; Schuppert et al., 2006; Nagarathna 
et al., 2011; Grandon et al., 2012; Singchai et al., 
2013; Premnath et al., 2016; Dimitrijevic et al., 
2017). 

Orobanche cumana Wallr. (broomrape) is a 
parasitic plant that can lead to advanced losses in 
yield, in agricultural lands cultivating sunflower, 
depending on the sunflower varieties and the 
level of contamination. The numerous and small 
sized seeds of broomrape causes contamination 
in sunflower fields quickly. Depending on attack 
intensity to the field and development s tage of 
sunflower during infection, decrease in sunflower 
yield could change 5 to 100% (Miladinovic et al., 
2014). Broomrape is reported by the main sunflower 
producer countries in the world like Russia, Ukraine, 
Romania, Bulgaria, Turkey, and Spain, as well as 
Serbia, Hungary, Moldova, Greece, Tunisia, Israel, 
Iran, Kazakhs tan, China, Mongolia, and Aus tralia 
(Molinero-Ruiz et al., 2009; Pacureanu-Joita et al., 
2012; Amri et al., 2012; Kaya 2014; Miladinovic 
et al., 2014; Marinkovic et al., 2014). Eight races 
(A-H) of O. cumana have been reported in Turkey 
(Kaya 2014). 

There are several methods of broomrape control 
with different level of efficiency (Louarn et al., 
2016). Sunflower breeders developed Orobanche-
resis tant hybrids from some wild Helianthus genus. 
Wild sunflowers have resis tant genes and these 
genes incorporated into sunflower inbred lines 
by classical methods. However, broomrape race 
composition changes rapidly. Breeding resis tant 
sunflower lines to this type of parasitic weed is an 
urgent and important task for breeders. To accelerate 

the process of sunflower breeding for resis tance 
to Orobanche, collaboration between the breeders 
from public ins titutions, universities and private 
companies should be needed. Since the mos t reliable 
method of screening broomrape resis tance is the use 
of molecular markers, various marker types have 
been used for the selection of resis tant genotypes 
(Imerovski et al., 2013; Perez-Vich et al., 2013).The 
objectives of this s tudy were (1) characterization 
of sunflower hybrids with high oleic acid content 
and broomrape resis tance by DNA markers and 
(2) tes t the effectiveness of different marker types 
for selection of high oleic and broomrape resis tant 
genotypes.

Materials and Methods
For the purpose of screening on high oleic 

acid and broomrape resis tant genotypes, 250 
sunflower F3 individuals were used. Leaves were 
collected from the field-grown plants, labeled with 
individual number and s tored at -80ºC until further 
use. i-genomic Plant DNA Extraction Mini Kit 
was used for DNA isolation from all samples. The 
quality of DNA was checked by 1% agarose gel 
electrophoresis, s tained with RedSafe Nucleic Acid 
S taining Solution and visualized by Gel Imaging 
Sys tem Vilber Lourmat Quantum S t5. Each of the 
extracted DNA was diluted as 50 ng per µl and was 
s tored at -20 ºC for later uses.

Genotyping of high oleic (HO) and low oleic 
(LO) sunflower individuals was performed with 
two primer pairs; SSR (N1-1F/N1-1R) and HO PCR 
specific fragment (N1-3F/N2-1R) that were chosen 
from the patent obtained by Berville et al., (2009) 
(Table 1). Amplified PCR products were controlled 
by 2% agarose gel electrophoresis and visualized 
by Gel Imaging Sys tem Vilber Lourmat Quantum 
S t5 (Figure 1 and Figure 2). SSR fragments were 
scored in a Beckman Coulter GenomeLab™ GeXP 
Genetic Analysis Sys tem and fragment sizes were 
calculated by its Software (Figure 3).Genotyping 
of resis tant (R) and susceptible (S) sunflower 
individuals was performed with four SCAR and two 
SSR markers (Lu et al., 1999; Lu et al., 2000; Tang 
et al., 2003; Iuoras et al., 2004; Imerovski et al., 
2012; Imerovski et al., 2013) (Table 2). Amplified 
PCR products were controlled by 2% agarose gel 
electrophoresis and visualized by Gel Imaging 
Sys tem Vilber Lourmat Quantum S T5 (Figure 4). 
SSR fragments were scored in a AATI Fragment 
AnalyzerTM and fragment sizes were calculated by 
PROSize 2.0 Data Analysis Software (Figure 5 
and Figure 6).

4(1):22-30, 2018



24

bitki ıslahçıları alt birliği
w w w. b i s a b . o r g . t r

Ekin Journal

Results and Discussion
The Pervenets mutation was labelled by the 

polymorphism of the SSR locus located on the Δ12-
desaturase gene intron (Berville et al., 2009). Berville 
et al., (2009) reported that 16 SSR motives (16 TTA 
repeats) associated with the Pervenets mutation and 
high oleic genotypes have this type of Δ12HOS 
allele. In our s tudy, according to DNA fragment 
analysis for SSR locus 246/246 Homozygous, 243/243 
Homozygous and 243/246 Heterozygous genotypes 
were identified (Figure 3). DNA sequence analysis was 
carried out to confirm repeat motifs corresponding to 
HO genotypes and 246/246 Homozygous genotypes 
were evaluated as HO genotypes. In order to confirm 
HO sunflower genotypes, all s tudied individuals were 
screened with HO PCR specific fragment (Berville 
et al., 2009). The Pervenets mutation was labelled 
by the 870 bp PCR fragment across the 5’ insertion 
point by HO PCR specific fragment (N1-3F/N2-1R) 
(Berville et al., 2009). The results showed that high 
oleic containing sunflower individuals (HO genotypes) 
showed a specific band at about 870 bp length which 
was absent in low oleic (LO) genotypes (Figure 2). 
Nagarathna et al. (2011) s tudied around 350 sunflower 
genotypes including RHA-lines, cms lines, inbreds and 
germplasm lines to screen high oleic genotypes with 
HO PCR specific fragment and also the determination 
of fatty acids (linoleic acid, oleic acid, palmitic acid and 
s tearic acid) was performed by gas chromatography. 
Nagarathna et al., (2011) reported that the genotypes 
having a specific band showed high oleic content and 
GC results supported the marker analysis results. 
Singchai et al., (2013) s tudied the developed lines 
those were used as the representative of low and high 
oleic acid sunflowers for genotyping by screening thirty 
seven SSR primers including 34 primers of ORS set, 
2 primers of HA set and HO PCR specific primer to 
identify DNA samples from two lines (high and low 
oleic acid contents). Grandon et al., (2012) s tudied F2 
mapping population that was obtained from a cross 
between R285 and R023 with 386 SSR markers for 
genotyping oleic acid trait and they also determined 
fatty acid composition by GC. They reported that 82 
of analyzed marker will be used for genotyping and 
selection of HO genotypes. Singchai et al., (2013) 
reported that out of the 37 SSR primers screened for 
polymorphism, 10 SSR primers including HO PCR 
specific primer generated differentiating bands between 
the high and low oleic lines. With the 10 SSR markers 

they s tudied, Singchai et al., (2013) reported that it 
is possible to identify the genetic markers linked to 
high oleic acid trait which may be useful for further 
sunflower breeding program. Dimitrijevic et al., (2017) 
s tudied parental lines (high oleic and low oleic), F1 and 
F2 individuals with molecular markers for FAD2-1D 
sequence. They reported that s tudied 2 markers 
enabled the discrimination of genotypes, while one 
was monomorphic. 

The analyzed sunflower hybrids were also 
controlled by molecular markers in order to determine 
broomrape resis tance. The analyzed SCAR markers 
(RTS28, RTS29, RTS40 and RTS41) and SSR markers 
(ORS1036 and ORS1040) were linked to the Or5 
gene [provides resis tance to all five races (A-E)]. 
According to SCAR and SSR analysis, the s tudied 
sunflower hybrids were resis tant to races A-E. Although 
the s tudied 250 sunflower hybrids were divided into 
three groups according to Orobanche inoculation result 
(Or6); Resis tant, Tolerant and Susceptible, we have not 
found the s tudied SCAR or SSR markers associated 
with Or6 in the analyzed sunflower individuals. 
Imerovski et al., (2013) carried out s tudy in order 
to determine broomrape resis tance of 20 cultivated 
sunflower inbred lines using SSR and RAPD markers. 
They reported that ORS1036 (240 bp) and ORS1114 
(246 bp) primer had unique fragments in lines with 
Or6 gene. Previously developed markers for Or genes 
were not always effective for identification of Or6 
genes in different germplasm. Further s tudies should 
be carried out to validate different marker types for 
Or6 in different genetic backgrounds. After MAS 
analysis, 26 high oleic type and broomrape resis tant 
sunflower hybrids were selected for further breeding 
s tudies. As a conclusion PCR analysis with molecular 
markers enabling to discriminate HO genotypes or 
broomrape resis tance was easy and reliable method. 
Consequently, these molecular markers may be used 
in selection programs to identify genotypes carrying 
the Pervenets mutation and to discriminate broomrape 
resis tant genotypes. However, these markers need 
validation in different sunflower populations, hybrids or 
lines in order to confirm their capability to identify high 
oleic acid contents, and also to inves tigate presence of 
Orobanche resis tant genes.
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Table 1. Characteris tics of markers used to analyze HO and LO sunflower genotypes

No Primer type Primer name Primer sequences (5’ → 3’)

1 SSR

N1-1F TTGGAGTTCGGTTTATTTAT

N1-1R TTAGTAAACGAGCCTGAAC

2 HO PCR specific 
prime

N1-3F GAGAAGAGGGAGGTGTGAAG

N2-1R AGCGGTTATGGTGAGGTCAG

Table 2. Characteris tics of markers used to analyze resis tant (R) and susceptible (S) sunflower individuals

No Primer type Primer name Primer sequences (5’ → 3’)

1 SCAR
RTS28-F 
RTS28-R

AGT AGA CGG GCA AAG CGA AAG GAT
AGT AGA CGG GTT GAA TAT GTT GAA

2 SCAR
RTS29-F 
RTS29-R

GCTTCCCCTTAATGATCCGGAAGA
GCTTCCCCTTGGCTAGAAGATGAA

3 SCAR
RTS40-F 
RTS40-R

TCCACCGAGCTACCAGTTCCGGAG
TCCACCGAGCGAGCATATTCCGAG

4 SCAR
RTS41-F 
RTS41-R

TCGTGTTGCTGATCGGAAAGGAAC
TCGTGTTGCTCAACAGTGGAGAAT

5 SSR
ORS1036-F 
ORS1036-R

CCCTTTCACTTCCTATTTTCTATTCA
CTAAGAGGGGTCGGTATGATTTC

6 SSR
ORS1040-F 
ORS1040-R

CTGCTGATCGTTTCTTGGATAGA
TGCTAATCCTTCTAATCAACTTCCAC

4(1):22-30, 2018
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Figure 2. PCR amplification of HO and LO genotypes with HO PCR specific fragment

Figure 1. Amplified fragments with SSR primer for sunflower individuals 

Figure 1. Amplified fragments with SSR primer for sunflower individuals 

Figure 2. PCR amplification of HO and LO genotypes with HO PCR specific fragment

Figure 3. DNA fragment analyses results for SSR (N1-1F/N1-1R) primer 

Figure 1. Amplified fragments with SSR primer for sunflower individuals 

Figure 2. PCR amplification of HO and LO genotypes with HO PCR specific fragment

Figure 3. DNA fragment analyses results for SSR (N1-1F/N1-1R) primer 
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Figure 4. Amplified fragments with SCAR and SSR primers for sunflower individuals 

Figure 5. DNA fragment analyses results for ORS1036 primer 

Figure 6. DNA fragment analyses results for ORS1040 primer 
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Figure 4. Amplified fragments with SCAR and SSR primers for sunflower individuals 

Figure 5. DNA fragment analyses results for ORS1036 primer 

Figure 6. DNA fragment analyses results for ORS1040 primer 
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Figure 6. DNA fragment analyses results for ORS1040 primer 



© Plant Breeders Union of Turkey (BİSAB)

29

References
Alberio C, Izquierdo NG, Galella T, Zuil S, Reid 

R, Zambelli A and Aguirrezabal LA (2016). 
A new sunflower high oleic mutation confers 
s table oil grain fatty acid composition across 
environments. European Journal of Agronomy 
73: 25-33.

Amri M, Abbes Z, Ben Youssef S, Bouhadida M, 
Ben Salah H and Kharrat M (2012). Detection 
of the parasitic plant, Orobanche cumana on 
sunflower (Helianthus annuus L.) in Tunisia. 
Afr. J. Biotechnol. 11:4163-4167.

Berville A, Lacombe S, Veillet S, Granier C, Leger 
S and Jouve P (2009). Method of selecting 
sunflower genotypes with high oleic acid 
content in seed oil, The Patent Cooperation 
Treaty (PCT), WO 2005/106022 A2.

Cvejic S, Jocic S, Dimitrijevic A, Imerovski I, 
Miladinovic D, Jockovic M and Miklic V 
(2016). An EMS mutation altering oil quality in 
sunflower inbred line. In Kaya Y and Hasancebi 
S (eds) Proceedings of the 19thinternational 
sunflower conference. ISA, Edirne, p. 422-430.

Dehmer KJ and Friedt W (1998). Development of 
molecular markers for high oleic acid content 
in sunflower (Helianthus annuus L.). Indus trial 
Crops and Products 7: 311-315.

Dimitrijevic A, Imerovski I, Dragana M, Cvejic S, 
Jocic S, Zeremski T, Sakac Z (2017). Oleic 
acid variation and marker-assis ted detection 
of Pervenets mutation in high- and low-
oleic sunflower cross. Crop Breed. Appl. 
Biotechnol. 17: 235-241.

Ferfuia C, Turi M and Vannozzi GP (2012). Maternal 
effect on response of oleic acid content to 
temperature in high oleic sunflower. Helia 35: 
19-28.

Grandon NG, Moreno MV, Scorcione MC, Gieco 
JO, Alvarez D, Paniego N, Heinz R (2012). 
Characterization of sunflower inbred lines 
(Helianthus annuus L.) for high oleic acid 
content using SSR markers. p. 217.In: Proc. 
18th Int. Sunfl. Conf., Mar del Plata, Argentina. 
Int. Sunfl. Assoc., Paris, France.

Imerovski I, Dimitrijevic A, Miladinovic D, Dedic 
B, Jocic S and Miklic V (2012). Towards 
Orobanche resis tance in sunflower - SSR 
analysis of novel resis tance source. p. 1043-
1047. In: Proc. 18th Int. Sunfl. Conf., Mar 
del Plata, Argentina. Int. Sunfl. Assoc., Paris, 
France.

Imerovski I, Dimitrijevic A, Miladinovic D, Dedic 
B, Jocic S, Kovacevic B and Obreht D (2013). 

Identification of PCR markers linked to different 
Or genes in sunflower. Plant Breeding 132:115-
120. 

Iuoras M, S tanciu D, CiucaM, Nas tase D and Geronzi 
F (2004). Preliminary s tudies related to the 
use of marker assis ted selection for resis tance 
to Orobanche cumana Wallr. in sunflower. 
Romanian Agricultural Research 21: 33-37.

Kaya Y (2014). Current Situation of Sunflower 
Broomrape around the World. In Current 
Situation of Sunflower Broomrape around the 
World, Proceedings of the Third International 
Symposium on Broomrape (Orobanche spp.) 
in Sunflower, Cordoba, Spain, International 
Sunflower Association (ISA): Paris, France, 
pp 9-18.

Lacombe S, Kaan F, Griveau Y and Berville A 
(2004). The Pervenets high oleic mutation: 
Methodological s tudies. Helia 40: 41-54.

Leon AJ, Zambelli AD, Reid RJ, Morata MM, Kaspar 
M, Martinez-Force E, Garces R, Salas JJ and 
Venegas-Caleron M (2013). Isolated mutated 
nucleotide sequences that encode a modified 
oleate des taurase sunflower protein, modified 
protein, methods and uses. WIPO Patent 
WO/2013/004280, Jan 10.

Louarn J, Boniface MC, Pouilly N, Velasco L, 
Perez-Vich B, Vincourt P and Munos S (2016). 
Sunflower Resis tance to Broomrape (Orobanche 
cumana) is Controlled by Specific QTLs for 
Different Parasitism S tages. Front. Plant Sci. 
7: 590.

Lu YH, Gagne G, Grezes-Besset B and Blanchard 
P (1999). Integration of a molecular linkage 
group containing broomrape resis tance gene 
Or5 into an RFLP map in sunflower. Genome 
42:453-456.

Lu YH, Melero-Vara JM, Garcia-Tejada JA and 
Blanchard P (2000). Development of SCAR 
markers linked to the gene Or5 conferring 
resis tance to broomrape (Orobanche cumana 
Wallr.) in sunflower. Theor. Appl. Genet. 100: 
625-632.

Marinkovic R, Jockovic M, Marjanovic-Jeromela A, 
Marisavljevic D and Sakac Z (2014). Resis tance 
evaluation of different inbreds and hybrids of 
sunflower to broomrape (Orobanche cumana 
Wallr.). Ratar. Povrt. 50(3): 53-59.

Miladinovic D, Jocic S, Dedic B, Cvejic S, 
Dimitrijevic A, Imerovski I, Malidza G (2014). 
Current situation of sunflower broomrape in 
Serbia. In Current Situation of Sunflower 
Broomrape around the World, Proceedings of the 

4(1):22-30, 2018



30

bitki ıslahçıları alt birliği
w w w. b i s a b . o r g . t r

Ekin Journal

Third International Symposium on Broomrape 
(Orobanche spp.) in Sunflower, Cordoba, Spain, 
International Sunflower Association (ISA): 
Paris, France, pp 33-38.

Molinero-Ruiz ML, R. Garcıa-Ruiz, JM Melero-Vara 
and Dominguez J (2009). Orobanche cumana 
race F: performance of resis tant sunflower 
hybrids and aggressiveness of populations of 
the parasitic weed. Weed Res. 49: 469-478.

Nagarathna TK, Shadakshari YG and Ramanappa 
TM (2011). Molecular analysis of sunflower 
(Helianthus annuus L.) genotypes for high oleic 
acid using microsatellite markers. Helia 34: 
63-68.

Osorio J, Fernández-Martinez JM, Mancha M and 
Garces R (1995). Mutant sunflower with high 
concentration in saturated fatty acid in the oil. 
Crop Science 35: 739-742.

Pacureanu-Joita M, Ciuca M and Sava E (2012). 
Broomrape (Orobanche cumana Wallr.), the 
mos t important parasite in sunflower: virulence, 
race dis tribution, hos t resis tance. Proc. p. 1052-
1057. In: Proc. 18th Int. Sunflower Conf., Mar 
del Plata, Argentina. Int. Sunflower Assoc., 
Paris, France.

Perez-Vich B, Velasco L, Rich PJ and Ejeta G (2013). 
Marker-assis ted and physiology-based breeding 
for resis tance to root parasitic Orobanchaceae. 
p. 369-392. In: D.M. Joel, J. Gressel, L. and J. 
Musselman (eds.), Parasitic Orobanchaceae. 
Springer, New York, USA.

Premnath A, Narayana M, Ramakrishnan C, 
Kuppusamy S and Chockalingam V (2016). 

Mapping quantitative trait loci controlling oil 
content, oleic acid and linoleic acid content 
in sunflower (Helianthus annuus L.). Mol 
Breeding (2016) 36:106

Schuppert GF, Tang S, Slabaugh MB and Knapp 
SJ (2006). The sunflower high-oleic mutant 
Ol carries variable tandem repeats of FAD2-
1, a seed-specific oleoyl-phosphatidyl choline 
desaturase. Molecular Breeding 17: 241-256.

Singchai A, Muangsan N and Machikowa T (2013). 
Evaluation of SSR markers associated with high 
oleic acid in sunflower. International Journal of 
Biological, Food, Veterinary and Agricultural 
Engineering, 7: 631-634.

Soldatov KI (1976). Chemical mutagenesis in 
sunflower breeding. Proc. 7th International 
Sunflower Conference, 27 June - 3 July, 
Krasnodar, Russia, Pp. 352-357.

Tang S, Heesacker A, Kishore VK, Fernandez A, 
Sadik ES, Cole G and Knapp SJ (2003). 
Genetic mapping of the Or5 gene for resis tance 
to Orobanche race E in sunflower. Crop. Sci. 
43:1021-1028.

Velasco L, Perez-Vich B and Fernández-Martínez JM 
(2008). A new sunflower mutant with increased 
levels of palmitic acid in seed oil. Helia 31: 
55-60.

Vannozzi GP (2006). The perspectives of use of high 
oleic sunflower for oleochemis try and energy 
raws. Helia 29: 1-24.

Varshney RK, Graner A and Sorrels ME (2005). Genic 
microsatellite markers in plants: features and 
applications. Trends Biotechnol 23(1): 48-55. 


