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1. Introduction
Wheat (Triticum aestivum L.) is the staple food for a large 
part of the world’s population including that of Turkey; 
enormous population growth and changing lifestyles 
have posed challenges to wheat breeders to develop newer 
wheat varieties with high yielding performance, high 
quality seed, and resistance to pests and stress conditions 
(Motawei et al., 2007). A diverse group of pathogens 
including fungi, viruses, bacteria, and nematodes may 
attack wheat and cause significant yield losses. Among the 
fungal diseases of wheat, rusts are major disease-causing 
pathogens. Yellow rust, also known as stripe rust, caused 
by Puccinia striiformis f. sp. tritici, is a major disease-
causing agent that hampers the production of wheat 
in many parts of the world (Moldenhauer et al., 2006). 
Although fungicide applications may dramatically reduce 
crop losses, high cost, potential environmental problems as 
a result of fungicide applications, and increased fungicide 
tolerance through selective pressure on P. striiformis create 

major drawbacks. Therefore, the deployment of disease-
resistant varieties is still considered the most economically 
effective and environmentally safe method for controlling 
yellow rust (Line, 2002; Chen, 2005). Seedling resistance 
to yellow rust is mostly race-specific and is conditioned 
by the interaction of resistance alleles in the host and 
avirulence alleles in the pathogen (Torabi and Nazari, 
1998). Adult plant resistance, which has been reported 
to be more durable than seedling resistance (Dyck and 
Kerber, 1985), can also be race-specific (McIntosh et al., 
1995). Genes for adult plant resistance that are effective 
against a wide spectrum of rust pathotypes can provide 
horizontal resistance (Robinson, 1976).

The development and use of molecular marker 
technologies has also facilitated the subsequent cloning 
and characterization of disease-, insect-, and pest-
resistance genes from a variety of plant species including 
wheat (Hammond-Kosack and Jones, 1997; Meyers et al., 
1999). Polymerase chain reaction (PCR)-based assays for 
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plant DNA fingerprinting (Ateş Sönmezoğlu et al., 2012; 
Göçmen Taşkın et al., 2012; Surgun et al., 2012; György 
et al., 2013; Uslu et al., 2013), amplified fragment length 
polymorphism (AFLP), has been developed, which reveals 
significant levels of DNA polymorphism (Vos et al., 1995). 
The combination of bulk segregant analysis (Michelmore 
et al., 1991) and high polymorphic PCR-based markers 
permit the identification and mapping of useful molecular 
markers for breeding programs. The AFLP technique, with 
its high multiplex ratio and general robustness, has found 
various applications in plant genetics (Kiers et al., 2000; 
Quagliaro et al., 2001; Zhang et al., 2006; Karakas Metin 
et al., 2013). This technology has been successfully used 
in several applications such as marker-assisted breeding, 
construction of high-density molecular linkage maps, 
and for positional cloning of genes of interest (Breyne et 
al., 1997; Sorkheh et al., 2007). AFLP markers have been 
reported for different rust diseases in several plant species, 
including wheat for leaf rust (Prins et al., 2001; Jia et al., 
2004; Li et al., 2007) and for yellow rust (Shao et al., 2001; 
Imtiaz et al., 2004; Cao et al., 2005; Li et al., 2009). Although 
the AFLP technique can be used to identify a large number 
of markers rapidly, AFLP analysis is relatively costly and 
the method is technologically demanding, which limits its 
application in breeding programs. Thus, it is important to 
convert AFLP markers into convenient and inexpensive 
PCR-based markers such as sequence characterized 
amplified region (SCAR) markers for marker-assisted 
selection (MAS) (Wang et al., 2011), which is a powerful 
tool for breeding programs, since it provides significant 
advantages to traditional phenotypic screening. MAS is 
rapid and relatively inexpensive, and it is not hampered by 
pathogen unavailability. 

The objective of this study was to identify AFLP-based 
markers for yellow rust disease resistance using the bulk 
segregant analysis approach, which can be beneficial in 
selecting resistant genotypes in wheat breeding programs. 

2. Materials and methods
2.1. Plant material and yellow rust scores
A cross between the yellow rust resistant and susceptible 
winter-type Turkish wheat cultivars, Izgi2001 and ES14, 
respectively, was made in the wheat breeding program 
of the Anatolian Agricultural Research Institute (AARI). 
The aim of using these cultivars was to improve the 
competitiveness of public wheat-breeding programs 
through the intensive use of modern, particularly marker-
assisted, selection technologies. The seedling resistance of 
grown Turkish wheat parental cultivars and F2 generations 
covering 500 individuals was tested in the greenhouse using 
pathogen races originating from the local Turkish-wheat 
yellow rust populations. The most resistant and susceptible 
F2 progenies at the seedling and adult stage were selected 

after 15–20 days following inoculation. The infection 
types were recorded by using the 0–9 scale of McNeal et 
al. (1971) at the seedling stage and the 0–100 scale of Cobb 
at the adult stage (Peterson et al., 1948). The uredospores 
collection of the Central Research Institute of Field Crops 
(CRIFC) were dried in silica gels for 8–12 h and stored 
in glass tubes in liquid nitrogen prior to inoculation. The 
yellow rust spore population used in inoculations contains 
Yr2, Yr6, Yr7, Yr8, Yr9, Yr11, Yr12, Yr17, Yr18, Yr27, and 
YrA+ virulence, and is avirulent for Yr1, Yr5, Yr10, Yr15, 
Yr24, YrSP, and YrCV genes. Following spore inoculations, 
the most resistant and the most susceptible F2 progenies at 
the seedling and adult stages were collected at 15–20 days. 
2.2. DNA isolation and setting the bulk materials 
DNA extraction was performed according to Weining 
and Langridge’s (1991) method for young leaf tissue with 
modifications. Leaf tissues were collected and frozen in 
liquid nitrogen before being ground to a powder using 
the Retsch MM301 system. For bulk segregant analysis, 
equivalent amounts of genomic DNA from 30 resistant F2 
plants and 30 susceptible F2 plants were pooled to form 
resistant and susceptible bulks respectively.
2.3. AFLP analysis
AFLP analysis was established according to Vos et al. 
(1995). A total of 34 PstI/MseI primer combinations were 
used for AFLP analysis (Table 1). For each genotype, 500 
ng of genomic DNA was digested with MseI and PstI 
restriction endonucleases (5 U of each enzyme) for 2–3 h 
at 37 °C in 10X Buffer Tango at 40 µL final volume. The 
enzyme activities were terminated by incubating at +80 °C 
for 15 min. After controlling for complete digestion, double 
stranded adapters were ligated to the fragment ends. Next, 
10 µL of an adapter–ligation mixture (50 pmol MseI 
adapter, 5 pmol PstI adapter, 10X T4 DNA ligase buffer, 
and 1 U of T4 DNA ligase [MBI Fermentas, Germany]) 
was added to each sample, followed by incubation for 2 h 
at 22 °C. The adapter–ligation reaction was terminated by 
incubating at 65 °C for 10 min. The initial PCR reaction 
was prepared in a 25-µL total volume containing 2 µL of 
template DNA (100 ng), 50 ng of MseI and PstI primers, 
0.1 mM dNTPs, 1X PCR buffer, 2 mM MgCl2, and 1.25 
U of Taq polymerase (MBI Fermentas, Germany). The 
initial 19 cycles of PCR amplification were performed 
as follows:  94 °C denaturation for 30 s, 56 °C annealing 
for 30 s, and 72 °C polymerization for 1 min. The pre-
amplified DNA was diluted (1:5) and used for selective 
amplification. Selective amplifications were performed 
in a 25-µL reaction containing 5 µL of the diluted DNA, 
50 ng of MseI and PstI primers each having 3 selective 
nucleotides, 0.2 mM dNTPs, 1X PCR buffer, 2 mM MgCl2, 
and 1.5 U of Taq polymerase (MBI Fermentas, Germany). 
Samples were subjected to the selective amplification as 
indicated: [(94 °C, 60 s; 65 °C, 60 s; 72 °C, 60 s) × 1 cycle; 
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Table 1. Primer combinations used in the study and polymorphic bands rates (%).

M/P
Primer combination                    Polymorphic bands
Msel- Pstl- Number %

1B CCT GTT 3 1.95
1C CCT GAC 5 3.24
2B CAC GTT 3 1.95
2C CAC GAC 2 1.30
2D CAC TGG 2 1.30
3A ACC CCA 2 1.30
3B ACC GTT 3 1.95
3C ACC GAC 5 3.24
3D ACC TGG 4 2.60
4A CCA CCA - 0.00
4B CCA GTT 4 2.60
4C CCA GAC 4 2.60
4D CCA TGG 3 1.95
5A CAA CCA 5 3.24
5B CAA GTT 4 2.60
5C CAA GAC 9 5.84
5D CAA TGG 4 2.60
6A ACG CCA 2 1.30
6B ACG GTT 1 0.65
6C ACG GAC 10 6.49
6D ACG TGG 7 4.54
7B CGT GTT 15 9.74
7C CGT GAC 10 6.49
7D CGT TGG - 0.00
8B CGA GTT 8 5.19
8C CGA GAC 8 5.19
8D CGA TGG 8 5.19
9A CAT CCA - 0.00
9B CAT GTT 3 1.95
9C CAT GAC 6 3.90
9D CAT TGG 4 2.60
10B CAG GTT 3 1.95
10C CAG GAC 3 1.95
10D CAG TGG 4 2.60

Pstl adapter 
Msel adapter Ligation

5’-CTC GTA GAC TGC GTA CAT GCA-3’ 
5’-TGT ACG CAG TCT AC-3’ 
5’-GAC GAT GAG TCC TGA G-3’ 
5’-TAC TCA GGA CTC AT-3’

Primers 
Pst1 
Mse1

Pre-amplification 5’-GAC GAT GAG TCC TGA GTA A-3’ 
5’-CTC GTA GAC TGC GTA CAT GCA-3’
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(94 °C, 60 s; 65–56 °C, decrease of 1 °C each cycle, 60 s; 72 
°C, 90 s) × 10 cycle], (94 °C, 60 s; 56 °C, 60 s; 72 °C, 60 s) 
× 22 cycle; +4 °C (∞). All PCR amplifications were carried 
out using a Gene Amp PCR System 9700 thermocycler 
(Applied Biosystems). The selective amplification products 
were denatured and resolved in 6% polyacrylamide gel 
electrophoresis at 70 W for 3 h using a Sequi-Gen GT 
Sequencing Cell system (Bio-Rad), and the products were 
visualized by silver staining. For confirmation of putative 
polymorphisms between parental samples and bulk 
segregants as well as the members of the respective pooled 
groups, AFLP reactions were triplicated for each primer 
combination.  
2.4. Cloning DNA sequencing of AFLP marker and 
SCAR primer design
The selected polymorphic bands from yellow rust resistant 
genotypes were cut out from the polyacrylamide gels and 
re-amplified using the same primer combinations to be 
purified by Wizard SV Gel and PCR Clean-Up System 
(Promega). The amplified polymorphic fragments were 
cloned using pGEMT-Easy Vector systems (Promega). 
Following the blue–white colony screening of the positive 
transformants, the cloned fragments from positive 
colonies were verified by PCR amplification using T7 
and SP6 universal primers. Sequence analyses of the 
recombinant plasmids were performed using M13-47 
sequencing primers and the GenomeLab GeXP Genetic 
Analysis System (Beckman Coulter).

The sequence data of the cloned polymorphic AFLP 
fragments were used to design SCAR primers with Primer 
Premier 5.0 software. A total of 4 primer combinations 
including 2 forward and 3 reverse primers were generated 
as SCAR markers (Table 2); these markers were tested on 
the parental varieties (Izgi2001, ES14) as well as yellow 
rust resistant F2 individuals to confirm their specificity in 
selection of resistant genotypes. The PCR reactions were 
carried out in 25-μL volumes containing 50 ng of template 
DNA, 2.5 µL of 10X PCR reaction buffer, 2.5 U of Taq 
DNA polymerase, 1.5 μL of 25 mM MgCl2, 0.5 μL of 2 mM 
dNTPs, and 5 pmol each of forward and reverse primers. 
The annealing temperature of the SCAR primers was 
optimized first, using the following cycling parameters: 1 

cycle of 2 min at 94 °C; 30 cycles of 30 s at 94 °C, 30 s at 
an annealing temperature, and 80 s at 72 °C. Then 5 μL of 
PCR products from each sample were examined in a 1.5% 
agarose gel to confirm whether the SCAR primers were 
amplified successfully.

3. Results
3.1. Yellow rust scoring 
In order to establish resistant and susceptible bulks that 
can be used in BSA for tagging yellow rust resistance in 
wheat, we first undertook disease inoculation assays on 
the parental genotypes. Infection type of selected resistant 
(R) F2 individuals was 0–1, while it was 8–9 in susceptible 
(S) F2 individuals. The score of Izgi2001 (resistant parent) 
was 0, while that of ES14 (susceptible parent) was 8 in 
greenhouse assays. In the field assays, the coefficient 
of infection (CI) value of Izgi2001 was 0, while that of 
ES14 was 80. For BSA, 30 resistant and 30 susceptible F2 
seedlings underwent investigation.
3.2. AFLP analysis 
Thirty-four AFLP primer pairs were initially tested to 
check whether they revealed polymorphic bands between 
the resistant (Izgi2001) and susceptible (ES14) parents 
(Table 1). Thirty-one primer pairs (91%) amplified 154 
polymorphic fragments in parents, and the remaining 
3 primer pairs (9%) amplified monomorphic fragments. 
These polymorphic primers were also screened against 
resistant and susceptible bulks of seedling and adult plant 
stages. The M-ACG/P-GAC primer combination amplified 
a DNA fragment of 133 bp that was present in the resistant 
parent (Izgi2001) and resistant F2 individuals, but not 
in the susceptible individuals. The 133-bp fragment was 
present in 29 out of 30 individuals in resistant bulk at 
the seedling plant stage and 26 out of 30 individuals in 
resistant bulk at the adult plant stage, but it was absent in 
the susceptible individuals (Figures 1 and 2). 

For the purpose of utilizing the markers for yellow 
rust resistance for fast selection in breeding programs, it is 
important to convert AFLP markers to SCAR markers. The 
polymorphic AFLP marker (M-ACG/P-GAC133bp) from 
Izgi2001 (resistant line) and 55 resistant F2 individuals (29 
from seedling stage and 26 from adult stage) in the resistant 

Table 2. Primer combinations for SCAR markers.

Primer name Forward primer (5’–3’) Reverse primer (5’–3’) Tm (°C)

SM1 CAA ACC ACC ACC AAC TAC A ACG GGG CAT TGA CAA CAC T 66

SM2 ACC ACC AAC TAC AAC ACC C GCC ATC GAG AAT CAG TTA GAC 66

SM3 CAA ACC ACC ACC AAC TAC A GCC ATC GAG AAT CAG TTA GAC 57

SM4 CAA ACC ACC ACC AAC TAC A GGA CGG GGC ATT GAC A 57
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Figure 1. Bulk segregant analyses of M-ACG/P-GAC marker at seedling stage in a) resistant F2 individuals; b) susceptible F2 
individuals. M: 50-bp DNA ladder, E: ES14, I: Izgi2001, RB: Resistant Bulk, SB: Susceptible Bulk, 1–30: F2 individuals.

Figure 2. Bulk segregant analyses of M-ACG/P-GAC marker at adult stage in a) resistant F2 individuals; b) susceptible F2 individuals. 
M: 50-bp DNA ladder, E: ES14, I: Izgi2001, RB: Resistant Bulk, SB: Susceptible Bulk, 1–30: F2 individuals.
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bulks for both seedling and adult stages was cloned and 
sequenced. Figure 3 indicates that sequence of the target 
band amplified by M-ACG/P-GAC in Izgi2001. Based 
on the sequence, the 4 combinations of SCAR markers 
including 2 forward and 3 reverse primers were designated 
using Primer Premier 5.0 software; their sequences are 
shown in Table 2. The results with 4 primer combinations 
derived from the AFLP marker sequence showed that 
there is no polymorphic band between resistant parent 
and susceptible parent for the SCAR marker. Thus, the 
AFLP fragment (133 bp) was not successfully converted 
into a dominant SCAR marker. 

4. Discussion
Bulked segregant analysis (BSA) is a time- and labor-
saving approach for QTL-MAS analysis to eliminate the 
screening of a relatively large number of individuals in the 
population without compromising the represented marker 
diversity within the population. Although BSA was first 
applied to the identification of qualitative markers linked 
to single-gene–controlled traits such as disease resistance 
(Michelmoore et al., 1991), it has also recently been applied 
for quantitative traits (QTLs) such as heat tolerance 
(Zhang et al., 2009), salt tolerance (El-Kadi et al., 2006), 
and drought tolerance (Venuprasad et al., 2009; Kanagaraj 
et al., 2010; Vikram et al., 2011). Despite the fact that the 
BSA approach may not consider all recombination options 
in the population for molecular markers, it has still been 
proven to be powerful enough to identify major qualitative 
traits that are useful for molecular marker screening.

AFLP is a very powerful tool for generating markers 
for genetic mapping and for generating markers around 
a specific locus of interest (Thomas et al., 1995; Vos et al., 
1995). AFLP markers have been reported for yellow rust 
diseases in several plant species including wheat (Imtiaz 
et al., 2004; Li et al., 2009). In our work, 34 AFLP primer 
combinations were screened, and 31 primer combinations 
displayed polymorphism in a Izgi2001 × ES14 F2 
segregated population against central Anatolian Yr strains 
(Yr1, Yr5, Yr10, Yr15, Yr24, YrSP, and YrCV) at both adult 
and seedling stages.

One AFLP marker linked to yellow rust was acquired: 
M-ACG/P-GAC133bp, which was found to be linked to yellow 
rust resistance. However, it is difficult to employ the AFLP 
technique directly in a MAS program or for map-based 
gene cloning because of its high cost and complicated 

methodology. Converting AFLP markers into easy-to-use 
markers such as SCAR is critical. The converted SCARs 
are highly reliable, relatively inexpensive, and can be easily 
manipulated. Thus, they are valuable in practical breeding 
programs where large numbers of individuals need to be 
genotyped at low cost (Kelly et al., 2003), and for map-based 
gene cloning (Bradeen and Simon, 1998; Qu et al., 1998; Xu et 
al., 2001). In the literature, there are examples of converting 
AFLP markers into SCAR markers (Shan et al., 1999; Xu et 
al., 2001; Boukar et al., 2004; Shirasawa et al., 2004). Li et al. 
(2009) used AFLP technology in combination with BSA for 
mapping the yellow rust resistance gene YrC591 in wheat, 
and a SCAR marker (SC-P35M48) derived from an AFLP 
marker (P35M48373) was identified as being closely linked 
to the resistance gene. In contrast to these studies, several 
studies in the literature revealed the inability to convert AFLP 
fragments with sizes <200 bp (De Jong et al., 1997; Negi et 
al., 2000). According to Horn et al. (2003), the possibility of 
converting AFLP markers into sequence-specific markers is 
often restricted because of the markers being too short, and 
the fact that most AFLP polymorphisms seem to originate 
in differences within the restriction sites. Bradeen and 
Simon (1998) pointed out that the AFLP fragment is too 
short for designing an appropriate PCR primer to amplify 
a polymorphic band, while Prins et al. (2001) reported that 
different AFLP fragments of the same size may migrate 
together in the gel, and a target polymorphic band may 
contain contaminating fragments from adjacent bands. 
This is not the case for M-ACG/P-GAC133bp marker in our 
study, because of the uniform sequence data of the marker 
from different lines including resistant parent and resistant 
F2 individuals from both stages. Shan et al. (1999) found 
that the restoration of the original polymorphism remains 
difficult since the cloning procedure required for the AFLP 
conversion often contributes to the loss of the original 
polymorphism (Wei et al., 1999). 

In our study, the amplified AFLP fragment was cloned 
and sequenced and then used to produce extended 
primers. The P-GAC/M-ACG133bp  marker fragment was too 
short and so, based on its sequence, we were only able to 
design a maximum of 4 primer combinations including 2 
forward and 3 reverse primers to try to convert it to fast 
PCR-based markers; we did not succeed in converting 
the AFLP marker into a SCAR marker, which may be 
attributed to the following reasons: (1) the fragment was 
too short to have a suitable primer combination site within 

Figure 3. Sequence of target band amplified by M-ACG/P-GAC in Izgi2001. Italic letters indicate the primer sequence; letters with 
underlining indicate the open reading frame (ORF).
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it;  (2) the presence of mutations or deletions at the primer 
binding sites; (3) the large genome size of wheat (1.6 × 109 
bp). There is 3500 kb average in 1 cM of the wheat genome; 
the fragment may be located outside the resistance 
sequence but be the same as in the susceptibility sequence. 
As in our work, Zhang et al. (2006) also did not succeed in 
converting our AFLP marker, P-AGG/M-GAG261bp, into a 
stable STS marker during several attempts in their study. 

Usually, random amplified polymorphic DNA (RAPD) 
markers are easily converted to either SCARs or  cleaved 
amplified polymorphic sequences (CAPSs) for rapid 
detection, as RAPD fragments are generally in the size 
range of 500–1500 bp. However, in the case of AFLP 
markers, which are from 100 to 300 bp in size, successful 
conversion is not easy. It has been reported that AFLP 
markers are almost impossible to convert directly to other 
types due to their short sequence (<250 bp) (Negi et al., 
2000). In our work, the resulting DNA sequence was too 
short (133 bp) to optimally design SCAR primers, and 
too short to expect internal polymorphisms, which can 
be used to differentiate between alleles. This probably 
severely reduced the efficiency of the marker conversion. 

One of the limiting steps in this procedure was 
the fragment size of the AFLP markers, which are 
recommended to be greater than 100 bp in length and 
have a minimum G/C content of 50% (Bradeen and Simon, 
1998). In our case, G/C content of the M-ACG/P-GAC133bp 
marker was about 30%. Moreover, in some cases, because of 
the predominantly homologous sequences of the different 

genotypes and 5’-ends tolerable of mismatches at primer-
binding sites, specific primers designed from this sequence 
will yield monomorphic amplification products (Plieske 
and Struss, 2001). Several procedures have been proposed 
to solve the problems mentioned above. In the case of too-
short AFLP markers, Negi et al. (2000) pointed out that is 
essential to isolate the flanking regions for the conversion 
to SCAR markers. These authors suggested the use of a 
PCR walking approach to isolate fragments adjacent to 
the AFLP markers. Our next objective will be to obtain 
more adjacent sequences associated with the polymorphic 
M-ACG/P-GAC133bp marker by the PCR walking method. 
After obtaining target fragments by PCR walking, they will 
then be purified, cloned, and sequenced in the same way 
as the M-ACG/P-GAC133bp marker. Based on the flanking 
sequences, SCAR primers will be expected to be obtained, 
and these SCAR markers will provide more effective 
selection for yellow rust resistant genotypes in wheat 
breeding programs. In addition, more markers are needed 
for identifying and mapping the genes. Therefore, we expect 
that the AFLP marker identified in this study, M-ACG/P-
GAC133bp, will contribute to meeting this requirement.

Acknowledgments 
This research was supported by TÜBİTAK KAMAG 
(Project No: 105G075) and İstanbul University Research 
Foundation (Project No: 3485). We thank Dr Necmettin 
Bolat for providing the plant material and Dr Aysen 
Yumurtacı for her experimental assistance.

References

Ateş Sönmezoğlu Ö, Bozmaz B, Yldırım A, Kandemir N, Aydın 
N (2012). Genetic characterization of Turkish bread wheat 
landraces based on microsatellite markers and morphological 
characters. Turk J Biol 36: 589–597.

Boukar O, Kong L, Singh BB, Murdock L, Ohm HW (2004). AFLP 
and AFLP-derived SCAR markers associated with Striga 
gesnerioides resistance in cowpea. Crop Sci 44: 1259–1264.

Bradeen JM, Simon PW (1998). Conversion of an AFLP fragment 
linked to carrot Y2 locus to a simple, codominant, PCR-based 
marker form. Theor Appl Genet 97: 960–967.

Breyne P, Boerjan W, Gerats T, Van Montagu M, Vangysel A (1997). 
Applications of AFLP™ in plant breeding, molecular biology 
and genetics. Belg J Bot 129: 107–117.

Cao ZJ, Wang XP, Wang MN, Cao SH, Jing JX, Shang HS, Li ZQ, 
Zhang XQ (2005). Genetic analysis and molecular markers of 
a novel stripe rust resistance gene YrHua in wheat originating 
from Psathyrostachys huashanica Keng. Acta Genet Sin 32: 
738–743.

Chen XM (2005). Epidemiology and control of stripe rust (Puccinia 
striiformis f. sp. tritici) on wheat. Can J Plant Pathol 27: 314–
337.

De Jong W, Forsyth A, Leister D, Gebhardt C, Baulcombe DC (1997). 
A potato hypersensitive resistance gene against potato virus 
X maps to a resistance gene cluster on chromosome 5. Theor 
Appl Genet 95: 246–252.

Dyck PL, Kerber ER (1985). Resistance of the race-specific type. In: 
Bushnell WR, Roelfs AP, editors. The Cereal Rusts. II. Orlando, 
FL, USA: Academic Press Inc., pp. 469–500.

El-Kadi DA, Afiah SA, Aly MA, Badran AE (2006). Bulked segregant 
analysis to develop molecular markers for salt tolerance in 
Egyptian cotton. Arab J Biotechnol 9: 129–142.

Göçmen Taşkın B, Vardareli N, Doğaç E (2012). Genetic diversity 
of natural Cyclamen alpinum populations. Turk J Biol 36: 413–
422.

György Z, Fjelldal E, Szabó A, Aspholm PE, Pedryc A (2013). 
Genetic diversity of golden root (Rhodiola rosea L.) in northern 
Norway based on recently developed SSR markers. Turk J Biol 
37: 655–660.

Hammond-Kosack KE, Jones JDG (1997). Plant disease resistance 
genes. Annu Rev Plant Phys 48: 575–607.

journals.tubitak.gov.tr/biology/issues/biy-12-36-5/biy-36-5-13-1202-43.pdf
journals.tubitak.gov.tr/biology/issues/biy-12-36-5/biy-36-5-13-1202-43.pdf
journals.tubitak.gov.tr/biology/issues/biy-12-36-5/biy-36-5-13-1202-43.pdf
journals.tubitak.gov.tr/biology/issues/biy-12-36-5/biy-36-5-13-1202-43.pdf
http://dx.doi.org/10.2135/cropsci2004.1259
http://dx.doi.org/10.2135/cropsci2004.1259
http://dx.doi.org/10.2135/cropsci2004.1259
http://dx.doi.org/10.1007/s001220050977
http://dx.doi.org/10.1007/s001220050977
http://dx.doi.org/10.1007/s001220050977
http://dx.doi.org/10.1080/07060660509507230
http://dx.doi.org/10.1080/07060660509507230
http://dx.doi.org/10.1080/07060660509507230
journals.tubitak.gov.tr/biology/issues/biy-12-36-4/biy-36-4-6-1111-9.pdf
journals.tubitak.gov.tr/biology/issues/biy-12-36-4/biy-36-4-6-1111-9.pdf
journals.tubitak.gov.tr/biology/issues/biy-12-36-4/biy-36-4-6-1111-9.pdf
http://dx.doi.org/10.3906/biy-1302-17
http://dx.doi.org/10.3906/biy-1302-17
http://dx.doi.org/10.3906/biy-1302-17
http://dx.doi.org/10.3906/biy-1302-17


BALTA et al. / Turk J Biol

378

Horn R, Kusterer B, Lazarescu E, Prufe M, Friedt W (2003). 
Molecular mapping of the Rf1 gene restoring pollen fertility 
in PET1-based F1 hybrids in sunflower (Helianthus annuus L.). 
Theor Appl Genet 106: 599–606.

Imtiaz M, Ahmad M, Cromey MG, Griffin WB, Hampton JG (2004). 
Detection of molecular markers linked to the durable adult 
plant stripe rust resistance gene Yr18 in bread wheat (Triticum 
aestivum L.). Plant Breeding 123: 401–404.

Jia X, Yang WX, Liu DQ (2004). Identification of AFLP markers 
linked to Lr38 resistant to wheat leaf rust. Acta Phytopathol Sin 
4: 380–382 (in Chinese).

Kanagaraj P, Prince KSJ, Sheeba JA, Biji KR, Paul SB, Senthil A, Babu 
RC (2010). Microsatellite markers linked to drought resistance 
in rice (Oryza sativa L.). Curr Sci India 98: 836–839.

Karakaş Metin Ö, Türktaş M, Aslay M, Kaya E (2013). Evaluation 
of the genetic relationship between Fritillaria species from 
Turkey’s flora using fluorescent-based AFLP. Turk J Biol 37: 
273–279.  

Kelly JD, Gepts P, Miklas PN, Coyne DP (2003). Tagging and mapping 
of genes and QTL and molecular marker-assisted selection for 
traits of economic importance in bean and cowpea. Field Crop 
Res 82: 135–154.

Kiers AM, Mes THM, Van Der Meijden R, Bachmann K (2000). A 
search for diagnostic AFLP markers in Cichorium species with 
emphasis on endive and chicory cultivar groups. Genome 43: 
470–476.

Li X, Yang W, Li Y, Liu D, Yan H, Meng Q, Zhang T (2007). 
Identification of AFLP markers linked to Lr19 resistance to 
wheat leaf rust. Agric Sci China 6: 311–315.

Li Y, Niu YC, Chen XM (2009). Mapping a stripe rust resistance gene 
YrC591 in wheat variety C591 with SSR and AFLP markers. 
Theor Appl Genet 118: 339–346.

Line RF (2002). Stripe rust of wheat in barley in North America: 
a retrospective historical review. Annu Rev Phytopahtol 40: 
75–118.

McIntosh RA, Wellings CR, Park RF (1995). Wheat Rusts: an Atlas of 
Rust Genes. Melbourne, Australia: CSIRO Publications.

McNeal FM, Konzak CF, Smith EP, Tade WS, Russell TS (1971). A 
Uniform System for Recording and Processing Cereal Research 
Data. Washington, DC, USA: USDA Agricultural Research 
Service (ARS), pp. 34–121.  

Meyers B, Dickerman A, Michelmore R, Sivaramakrishnan S, Sobral 
B, Young N (1999). Plant disease resistance genes encode 
members of an ancient and diverse protein family within the 
nucleotide-binding superfamily. Plant J 20: 317–332.

Michelmore RW, Paran I, Kesseli RV (1991). Identification of 
markers linked to disease-resistance genes by bulked segregant 
analysis: a rapid method to detect markers in specific genomic 
regions by using segregating populations. Proc Natl Acad Sci 
USA 88: 9828–9832.

Moldenhauer J, Moerschbacher BM, Van Der Westhuizen AJ (2006). 
Histological investigation of stripe rust (Puccinia striiformis 
f. sp. tritici) development in resistant and susceptible wheat 
cultivars. Plant Pathol 55: 469–474.

Motawei MI, Al-doss AA, Moustafa KA (2007). Genetic diversity 
among selected wheat lines differing in heat tolerance using 
molecular markers. J Food Agr Environ 5: 180–183.

Negi MS, Devic M, Delseny M, Lakshmikumaran M (2000). 
Identification of AFLP fragments linked to seed coat colour 
in Brassica juncea and conversion to a SCAR marker for rapid 
selection. Theor Appl Genet 101: 146–152.

Peterson RF, Campbell AB, Hannah AE (1948). A diagrammatic 
scale for estimating rust intensity of leaves and stem of cereals. 
Can J Res Section C 26: 496–500.

Plieske J, Struss D (2001). STS markers linked to Phoma resistance 
genes of the Brassica B-genome revealed sequence homology 
between Brassica nigra and Brassica napus. Theor Appl Genet 
102: 483–488.

Prins R, Groenewald JZ, Marais GF, Snape JW, Koebner RMD (2001). 
AFLP and STS tagging of Lr19, a gene conferring resistance to 
leaf rust in wheat. Theor Appl Genet 103: 618–624.

Robinson RA (1976). Plant Pathosystems. Berlin: Springer-Verlag, p. 
184. 

Uslu E, Ertuğrul GD, Babaç MT (2013). Assessment of genetic 
diversity in naturally growing 29 Trifolium L. taxa from Bolu 
Province using RAPD and SSR markers Turk J Biol 37: 479–
490.

Qu LJ, Foote TN, Roberts MA, Money TA, Aragon-Alcaide L, Snape 
JW, Moore G (1998). A simple PCR based method for scoring 
the ph1b deletion in wheat. Theor Appl Genet 96: 371–375.

Quagliaro G, Vischi M, Tyrka M, Olivieri AM (2001). Identification 
of wild and cultivated sunflower for breeding purposes by 
AFLP markers. J Hered 92: 38–42.

Shan X, Blake T, Talbert L (1999). Conversion of AFLP markers to 
sequence-specific PCR markers in barley and wheat. Theor 
Appl Genet 98: 1072–1078.

Shao Y, Niu Y, Zhu L, Zhai W, Xu S, Wu L (2001). Identification of an 
AFLP marker linked to the stripe rust resistance gene Yr10 in 
wheat. Chin Sci Bull 46: 1466–1469.

Shirasawa K, Kishitani S, Nishio T (2004). Conversion of AFLP 
markers to sequence-specific markers for closely related lines 
in rice by use of the rice genome sequence. Mol Breeding 14: 
283–292.

Sorkheh K, Shiran B, Gradziel TM, Epperson NK, Martinez-Gomez 
P, Asadi E (2007). Amplified fragment length polymorphism 
as a tool for molecular characterization of almond germplasm: 
genetic diversity among cultivated genotypes and related wild 
species of almond, and relationships with agronomic traits. 
Euphytica 156: 327–344.

Surgun Y, Çöl B, Bürün B (2012). Genetic diversity and identification 
of some Turkish cotton genotypes (Gossypium hirsutum L.) by 
RAPD-PCR analysis. Turk J Biol 36: 143–150.

Thomas CM, Vos P, Zabeau M, Jones Da, Norcott KA, Chadwick 
BP, Jones JDG (1995). Identification of amplified restriction 
fragment polymorphism (AFLP) markers tightly linked to the 
tomato Cf-9 gene for resistance to Cladosporium fulvum. Plant 
J 8: 785–794.

http://dx.doi.org/10.1111/j.1439-0523.2004.01002.x
http://dx.doi.org/10.1111/j.1439-0523.2004.01002.x
http://dx.doi.org/10.1111/j.1439-0523.2004.01002.x
http://dx.doi.org/10.1111/j.1439-0523.2004.01002.x
journals.tubitak.gov.tr/biology/issues/biy-13-37-3/biy-37-3-4-1207-62.pdf
journals.tubitak.gov.tr/biology/issues/biy-13-37-3/biy-37-3-4-1207-62.pdf
journals.tubitak.gov.tr/biology/issues/biy-13-37-3/biy-37-3-4-1207-62.pdf
journals.tubitak.gov.tr/biology/issues/biy-13-37-3/biy-37-3-4-1207-62.pdf
http://dx.doi.org/10.1016/S0378-4290(03)00034-0
http://dx.doi.org/10.1016/S0378-4290(03)00034-0
http://dx.doi.org/10.1016/S0378-4290(03)00034-0
http://dx.doi.org/10.1016/S0378-4290(03)00034-0
http://dx.doi.org/10.1139/g00-024
http://dx.doi.org/10.1139/g00-024
http://dx.doi.org/10.1139/g00-024
http://dx.doi.org/10.1139/g00-024
http://dx.doi.org/10.1016/S1671-2927(07)60050-9
http://dx.doi.org/10.1016/S1671-2927(07)60050-9
http://dx.doi.org/10.1016/S1671-2927(07)60050-9
http://dx.doi.org/10.1007/s00122-008-0903-3
http://dx.doi.org/10.1007/s00122-008-0903-3
http://dx.doi.org/10.1007/s00122-008-0903-3
http://dx.doi.org/10.1146/annurev.phyto.40.020102.111645
http://dx.doi.org/10.1146/annurev.phyto.40.020102.111645
http://dx.doi.org/10.1146/annurev.phyto.40.020102.111645
http://dx.doi.org/10.1007/978-94-011-0083-0
http://dx.doi.org/10.1007/978-94-011-0083-0
http://dx.doi.org/10.1046/j.1365-313X.1999.t01-1-00606.x
http://dx.doi.org/10.1046/j.1365-313X.1999.t01-1-00606.x
http://dx.doi.org/10.1046/j.1365-313X.1999.t01-1-00606.x
http://dx.doi.org/10.1046/j.1365-313X.1999.t01-1-00606.x
http://dx.doi.org/10.1073/pnas.88.21.9828
http://dx.doi.org/10.1073/pnas.88.21.9828
http://dx.doi.org/10.1073/pnas.88.21.9828
http://dx.doi.org/10.1073/pnas.88.21.9828
http://dx.doi.org/10.1073/pnas.88.21.9828
http://dx.doi.org/10.1111/j.1365-3059.2006.01385.x
http://dx.doi.org/10.1111/j.1365-3059.2006.01385.x
http://dx.doi.org/10.1111/j.1365-3059.2006.01385.x
http://dx.doi.org/10.1111/j.1365-3059.2006.01385.x
http://dx.doi.org/10.1007/s001220051463
http://dx.doi.org/10.1007/s001220051463
http://dx.doi.org/10.1007/s001220051463
http://dx.doi.org/10.1007/s001220051463
http://dx.doi.org/10.1007/s001220051671
http://dx.doi.org/10.1007/s001220051671
http://dx.doi.org/10.1007/s001220051671
http://dx.doi.org/10.1007/s001220051671
http://dx.doi.org/10.1007/PL00002918
http://dx.doi.org/10.1007/PL00002918
http://dx.doi.org/10.1007/PL00002918
http://dx.doi.org/10.1007/978-3-642-66359-8
http://dx.doi.org/10.1007/978-3-642-66359-8
http://dx.doi.org/10.3906/biy-1212-27
http://dx.doi.org/10.3906/biy-1212-27
http://dx.doi.org/10.3906/biy-1212-27
http://dx.doi.org/10.3906/biy-1212-27
http://dx.doi.org/10.1007/s001220050751
http://dx.doi.org/10.1007/s001220050751
http://dx.doi.org/10.1007/s001220050751
http://dx.doi.org/10.1093/jhered/92.1.38
http://dx.doi.org/10.1093/jhered/92.1.38
http://dx.doi.org/10.1093/jhered/92.1.38
http://dx.doi.org/10.1007/s001220051169
http://dx.doi.org/10.1007/s001220051169
http://dx.doi.org/10.1007/s001220051169
http://dx.doi.org/10.1007/BF03187033
http://dx.doi.org/10.1007/BF03187033
http://dx.doi.org/10.1007/BF03187033
http://dx.doi.org/10.1023/B:MOLB.0000047791.94870.40
http://dx.doi.org/10.1023/B:MOLB.0000047791.94870.40
http://dx.doi.org/10.1023/B:MOLB.0000047791.94870.40
http://dx.doi.org/10.1023/B:MOLB.0000047791.94870.40
http://dx.doi.org/10.1007/s10681-007-9382-x
http://dx.doi.org/10.1007/s10681-007-9382-x
http://dx.doi.org/10.1007/s10681-007-9382-x
http://dx.doi.org/10.1007/s10681-007-9382-x
http://dx.doi.org/10.1007/s10681-007-9382-x
http://dx.doi.org/10.1007/s10681-007-9382-x
journals.tubitak.gov.tr/biology/issues/biy-12-36-2/biy-36-2-2-1101-167.pdf
journals.tubitak.gov.tr/biology/issues/biy-12-36-2/biy-36-2-2-1101-167.pdf
journals.tubitak.gov.tr/biology/issues/biy-12-36-2/biy-36-2-2-1101-167.pdf
http://dx.doi.org/10.1046/j.1365-313X.1995.08050785.x
http://dx.doi.org/10.1046/j.1365-313X.1995.08050785.x
http://dx.doi.org/10.1046/j.1365-313X.1995.08050785.x
http://dx.doi.org/10.1046/j.1365-313X.1995.08050785.x
http://dx.doi.org/10.1046/j.1365-313X.1995.08050785.x


BALTA et al. / Turk J Biol

379

Torabi M, Nazari K (1998). Seedling and adult plant resistance to 
yellow rust in Iranian bread wheats. Euphytica 100: 51–54.

Venuprasad R, Dalid CO, Del Valle M, Zhao D, Espiritu M, Sta Cruz 
MT, Amante M, Kumar A, Atlin GN (2009). Identification and 
characterization of large effect quantitative trait loci for grain 
yield under lowland drought stress in rice using bulk-segregant 
analysis. Theor Appl Genet 120: 177–190.

Vikram P, Swamy BPM, Dixit S, Sta Cruz MT, Ahmed HU, Singh 
AK, Kumar A (2011). qDTY1.1, a major QTL for rice grain 
yield under reproductive-stage drought stress with a consistent 
effect in multiple elite genetic backgrounds. BMC Genet 12: 89.

Vos P, Hogers R, Bleeker M, Reijans M, Van De Lee T, Fornes M, 
Frijters A, Pot J, Peleman J, Kuiper M, Zabeau M (1995). AFLP: 
a new technique for DNA fingerprinting. Nucleic Acids Res 23: 
4407–4414.

Wang DW, Li Y, Li ZQ (2011). Identification of a male-specific 
amplified fragment length polymorphism (AFLP) and a 
sequence characterized amplified region (SCAR) marker in 
Eucommia ulmoides Oliv. Int J Mol Sci 12: 857–864.

Wei F, Gobelman-Werner K, Morrol SM, Kurth J, Mao L, Wing R, 
Leister D, Schulze-Lefert P, Wise RP (1999). The Mla (powdery 
mildew) resistance cluster is associated with three NBS LRR 
gene families and suppressed recombination within a 240-kb 
DNA interval on chromosome 5S (1HS) of barley. Genetics 
153: 1929–1949.

Weining S, Langridge P (1991). Identification and mapping of 
polymorphisms in cereals based on the polymerase chain 
reaction. Theor Appl Genet 82: 209–216.

Xu M, Huaracha E, Korban SS (2001). Development of sequence 
characterized amplified regions (SCARs) from amplified 
fragment length polymorphism (AFLP) markers tightly linked 
to the Vf gene in apple. Genome 44: 63–70.

Zhang N, Yang W, Yan H, Liu D, Chu D, Meng Q, Zhang T (2006). 
Molecular markers for leaf rust resistance gene Lr45 in wheat 
based on AFLP analysis. Agric Sci China 5: 938–943.

Zhang GL, Chen LY, Xiao GY, Xiao YH, Chen XB, Zhang ST (2009). 
Bulked segregant analysis to detect QTL related to heat 
tolerance in rice (Oryza sativa L.) using SSR markers. Agric Sci 
China 8: 482–487.

http://dx.doi.org/10.1023/A:1018395620665
http://dx.doi.org/10.1023/A:1018395620665
http://dx.doi.org/10.1007/s00122-009-1168-1
http://dx.doi.org/10.1007/s00122-009-1168-1
http://dx.doi.org/10.1007/s00122-009-1168-1
http://dx.doi.org/10.1007/s00122-009-1168-1
http://dx.doi.org/10.1007/s00122-009-1168-1
http://dx.doi.org/10.1093/nar/23.21.4407
http://dx.doi.org/10.1093/nar/23.21.4407
http://dx.doi.org/10.1093/nar/23.21.4407
http://dx.doi.org/10.1093/nar/23.21.4407
http://dx.doi.org/10.3390/ijms12010857
http://dx.doi.org/10.3390/ijms12010857
http://dx.doi.org/10.3390/ijms12010857
http://dx.doi.org/10.3390/ijms12010857
http://dx.doi.org/10.1007/BF00226215
http://dx.doi.org/10.1007/BF00226215
http://dx.doi.org/10.1007/BF00226215
http://dx.doi.org/10.1139/gen-44-1-63
http://dx.doi.org/10.1139/gen-44-1-63
http://dx.doi.org/10.1139/gen-44-1-63
http://dx.doi.org/10.1139/gen-44-1-63
http://dx.doi.org/10.1016/S1671-2927(07)60008-X
http://dx.doi.org/10.1016/S1671-2927(07)60008-X
http://dx.doi.org/10.1016/S1671-2927(07)60008-X
http://dx.doi.org/10.1016/S1671-2927(08)60235-7
http://dx.doi.org/10.1016/S1671-2927(08)60235-7
http://dx.doi.org/10.1016/S1671-2927(08)60235-7
http://dx.doi.org/10.1016/S1671-2927(08)60235-7

