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Abstract 

 

Advanced backcross quantitative trait locus analysis was applied to identify QTLs for chlorophyll content, flag leaf senescence, cell 

membrane stability and the abscisic acid content traits under water- stressed conditions in BC2F2 wheat families. The parents and 75 

BC2F2 families were evaluated phenotypically for drought tolerance using two irrigation treatments [0.25 and 0.75 m3 (H2O) m-2 (soil)]. 

The polymorphism among parental genotypes and 75 BC2F2 families were tested using 40, 98 and 400 different TRAP, SRAP and SSR 

primer combinations, respectively. Mapping analysis produced 14 QTLs, in which a single QTL explained 9- 39% of the phenotypic 

variation. These QTLs distributed on eight chromosomes. Four QTLs were significantly associated with chlorophyll content and 

distributed on four chromosomes. Three QTLs significantly influenced flag leaf senescence and mapped on chromosomes 1B, 2B and 3B. 

Two QTLs for cell membrane stability were identified and mapped on each chromosome of 2B and 6B. Five QTLs for abscisic acid 

content were identified on chromosomes 2B, 3B, 5B, 6B and 3D. All of the QTLs for the four physiological traits had a positive additive 

effect except for flag leaf senescence which had negative additive effects. The results also showed that the regression analysis for the 

relationship between the TRAP, SRAP and SSR markers and the phenotypes of BC2F2 families for the four physiological traits was 

highly significant. Therefore, the TRAP, SRAP and SSR markers linked to the QTL for the drought tolerance can be further used in 

breeding for drought tolerance in wheat. 
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Abbreviations: AB-QTL_Advanced Backcross Quantitative Trait Locus; BSA_Bulk Segregant Analysis; LOD_Likelihood Ratio; QTL_ 

Quantitative Trait Locus; SSR_Simple Sequence Repeat; SRAP_Sequence-Related Amplified Polymorphism; TRAP_Target Region 

Amplification Polymorphism. 

 

Introduction 

 
Drought is a major abiotic stress that affects wheat (Triticum 

aestivum L.) production in many regions of the world. 

Maintaining a high yield in drought conditions has; therefore, 

become a priority, particularly when considering global 

environmental changes and the increase in world population 

(Takeda and Matsuoka, 2008). However, the physiological 

basis of yield maintenance under drought conditions remains 

poorly understood (Tuberosa and Salvi, 2006). Drought 

tolerance is a quantitative trait with complex phenotype and 

genetic control (McWilliam, 1989). Therefore, understanding 

the genetic and physiological bases of drought tolerance in crop 

plants are a prerequisite for developing superior genotypes 

through conventional breeding. Chlorophyll is one of the major 

chloroplast components for photosynthesis. The relative 

chlorophyll content has a positive relationship with 

photosynthetic rate. Flag leaf senescence is associated with 

improved yield and transpiration efficiency under water-limited 

conditions in wheat (Verma et al., 2004). The cell membrane 

stability (CMS) is one of the main cellular targets common to 

different stresses (Levitt, 1980). Abscisic acid (ABA) has been 

demonstrated to play an important role in plant response to 

water stress. An increase in ABA content was generally 

associated with decreased stomatal conductance and grain yield 

but increased leaf temperature (Tubersoa et al., 1998). 

DNA molecular markers based on the molecular quantitative 

genetics provide an opportunity to study quantitative traits such 

as drought tolerance through quantitative trait loci (QTLs) 

analysis. Molecular markers proved to be an important way to 

increase selection efficiency and there are good prospects for 

marker- assisted selection in improving drought responses in 

wheat (Quarrie et al., 2003). Recently, identification of new 

TRAP and SRAP markers linked to chlorophyll content, leaf 
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senescence and cell membrane stability in water- stressed wheat 

have been reported (Elshafei et al., 2013, Saleh et al., 2014). 

These markers have been linked to yield components as well 

(Moustafa et al., 2014). Therefore, application of QTL analysis 

to study the physiological traits will improve our understanding 

of genetic factors that influence these complex traits. 

Advanced backcross QTL analysis (AB- QTL analysis) was 

proposed as a molecular-breeding method that integrates QTL 

analysis with germplasm development in crosses between 

adapted and wild germplasm (Tanksley and Nelson, 1996). 

Using the AB- QTL method, many QTLs have been identified 

and transferred from wild germplasm to elite breeding lines in 

cereal crops (Septiningsih et al., 2003; Ho et al., 2002; Huang et 

al., 2004). AB-QTL analyses have been successfully executed 

to locate favorable exotic QTL alleles that could improve 

agronomic traits in wheat (Huang et al., 2004; Liu et al., 2006; 

Kunert et al., 2007). Here, our report is the first to identify 

TRAP, SRAP, and SSR markers for the physiological traits 

under water- stressed condition in BC2F2 wheat families. The 

objectives of this investigation were to identify TRAP, SRAP, 

and SSR markers linked to chlorophyll content, leaf senescence, 

cell membrane stability and the ABA concentration traits under 

water- stressed conditions in BC2F2 wheat families using bulked 

segregant analysis. 
 

Results and Discussion 

 

Phenotypic analysis of physiological traits 

 

Analysis of variance revealed significant differences in trait 

means among wheat genotypes and water treatments for the 

four physiological traits; chlorophyll content, flag leaf 

senescence, cell membrane stability and abscisic acid content 

(Suppl. Table 1). The parental lines exhibited contrasting 

phenotype for the four physiological traits. The difference 

between the mean of the four physiological traits of the two 

parents under well-watered and drought- stress were significant 

(Table 1). In general, the parent Veery had higher mean values 

for chlorophyll content, cell membrane stability and abscisic 

acid content than the parent Yecora Rojo under both water 

treatments. However, the parent Yecora Rojo had higher mean 

values for flag leaf senescence than the parent Veery under both 

water treatments (Table 1). 

The mean of the BC2F2 families for chlorophyll content and 

abscisic acid content were midway between Veery and Yecora 

Rojo under both water treatment (Table 1). However, the mean 

of the BC2F2 Families for the cell membrane stability was near 

to the mean of the lowest parent under both water treatments 

(Table 1). It was noticed that the mean of the BC2F2 Families 

for flag leaf senescence was over the highest parent under both 

water treatments (Table 1). 

In this study, the physiological traits associated with drought 

tolerance appeared to be quantitatively inherited as shown by 

the nearly continuous distribution of 75 BC2F2 families derived 

from Veery × Yecora Rojo (Fig. 1). The continuous distribution 

of the physiological traits indicated that those traits should be 

polygenic in nature. Transgressive segregations were also 

observed in the BC2F2 families for all the investigated traits 

(Fig. 1). The distribution of the all physiological traits in the 

present investigation was continuous in BC2F2 Families, 

showing their quantitative nature (Fig. 1). Meanwhile, a 

transgressive segregation was found between the BC2F2 

families, indicating that favorable alleles governing target traits 

had been widely separated in the BC2F2 families. Therefore, the 

distributive character of phenotypic data was suitable for QTL 

analysis. 

In the present study, Veery and Yecora Rojo differed 

considerably in their chlorophyll content when grown under 

both drought stress and well- watered conditions, indicating that 

chlorophyll content can be an efficient selection parameter for 

drought tolerance of photosynthesis. Several investigators 

reported that water deficit can destroy the chlorophyll and 

prevent its creation (Beltrano and Ronco, 2008; Nikolaeva et 

al., 2010). Leaf senescence is a highly regulated physiological 

process that leads to leaf death. Drought-induced leaf 

senescence contributes to nutrient remobilization during stress; 

thus, allowing the rest of the plant to benefit from the nutrients 

accumulated during the life span of the leaf (Munné-Bosch and 

Alegre, 2004). In the present investigation, the parent Yecora 

Rojo had larger values than Veery for the reduction speed of 

flag- leaf (RFC) as indicator for flag leaf senescence. Cereal 

genotypes have been shown to exhibit differences in flag leaf 

senescence under drought, which affect yields (Hafsi et al., 

2000). The CMS has been extensively used as selection 

criterion for different abiotic stresses including drought and 

high temperature in wheat (Rahman et al., 2006). The obtained 

results in the present study indicated that Yecora Rojo had 

lower CMS than Veery at the same level of stress. Several 

investigators reported that differences in CMS might result 

from differences in leaf structure (Kocheva et al., 2014), cell- 

wall composition (Buanafina, 2009), the degree of membrane 

lipid saturation (Kumar et al., 2012) and epicuticular wax 

coating (Tripathy et al., 2000). ABA induces stomatal closure 

and reduces water loss via transpiration, which leads to an 

increased tolerance to water stress (Yang et al., 2010). Our 

results in the present study showed that the two parents Veery 

and Yecora Rojo differed considerably in their ABA content, 

when grown under both drought stress and well- watered 

conditions, indicating that ABA content can be an efficient 

selection parameter for drought tolerance. The results in the 

present study did not differ from what has been reported before 

that water stress causes ABA accumulation in stressed plants 

(Ünyayar et al., 2004). 

 

QTL analysis 

 

Out of 120 different TRAP primers, 200 different SRAP 

primers and 400 SSR primers used in this study, only 40, 60 

and 100 primer pairs, respectively, generated polymorphisms 

between the two parents; Veery and Yecora Rojo. Each of these 

markers was used to screen DNA bulks of ten tolerant and ten 

sensitive BC2F2 families, according to the physiological traits. 

The primers that showed reproducible polymorphism were used 

to test the 75 BC2F2 families of the Veery × Yecora Rojo 

population. Mapping analysis produced 14 QTLs, including a 

single QTL that could explain 9- 39% of phenotypic variation 

(Table 2, Fig. 2). These QTLs distributed on eight 

chromosomes (Table 2). 

Four QTLs for chlorophyll content (CH) were detected on 

chromosomes 4A, 3B, 6B and 7D. The largest portion of the 

total phenotypic variation (R2= 39%) was explained by marker  
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Table 1. Means± standard deviation, ranges of the 75 BC2F2 families derived from Veery X Yecora Rojo population and parents for chlorophyll content (SPAD), flag leaf 

senescence (RFC), cell membrane stability (%) and abscisic acid content (µg/ g FW) under well- water and drought stress condition. 

Traits Treatment Parent Variety BC2F2 Families 

Veery Yecora Rojo Significant Min Max Mean 

Chlorophyll content Well- watered 54.9± 0.01 50.7± 0.25 ** 45.2 58.1 52.2± 2.45** 

 Drought- stressed 51.2± 0.50 48.6± 0.21 ** 44.1 56.4 49.8 ± 2.07** 

Flag leaf Senescence Well- watered 0.30± 0.01 0.34± 0.02 ** 0.01 1.27 0.56± 0.28** 

 Drought- stressed 0.33± 0.02 0.47± 0.03 ** 0.10 1.30 0.82± 0.25** 

Cell membrane stability Well- watered 85.00± 0.03 81.00± 0.04 ** 46.00 99.00 74.00 ± 0.11** 

 Drought- stressed 74.00± 0.02 61.00± 0.04 ** 43.00 82.00 64.00 ± 0.09** 

Abscisic acid content Well- watered 0.231 ± 0.002 0.111 ± 0.001 ** 0.078 0.275 0.173 ± 0.051** 

 Drought- stressed 0.577 ± 0.004 0.280 ± 0.001 ** 0.096 0.966 0.577 ± 0.211** 
** Significant at 0.01 probability level 

 

 
Fig 1. Frequency distributions of the for chlorophyll content (SPAD), flag leaf senescence (RFC), cell membrane stability (%) and abscisic acid content (µg/ g FW) under well- 

water and drought stress condition. 
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Table 2. Genetic characteristics of QTL related to chlorophyll content (CH), flag leaf senescence (FLS), cell membrane stability (CMS) and abscisic acid content (ABA) traits in 

the 75 BC2F2 families. 

QTLs 
Chromosome 

location 

Marker 

interval 

Nearest 

marker 

Position 

(CM) 
LOD R2 P 

value 

Additive 

effect 

QCH- ds 

4A Barc52- Srap113 Barc52 28.5 3.5 16 0.00020 2.92 

3B Barc156– Srap86 Barc156 24.4 5.1 19 0.00003 1.7 

6B Srap85– Srap97 Srap85 16.6 8.3 23 0.00001 1.84 

7D Barc76– Barc126 Barc76 13.7 9.8 39 0.00000 2.38 

QFLS- ds 

1B Barc80– Barc137 Barc80 24.4 5.1 15 0.00021 -0.39 

2B Trap5– Srap173 Trap5 19.1 6.3 27 0.00000 -0.28 

3B Srap93– Srap83 Srap93 19.5 6.3 31 0.00000 -0.28 

QCMS-ds 
2B Trap74– Trap3 Trap74 26.5 4.2 16 0.00015 0.07 

6B Srap97– Trap105 Srap97 17.6 7.4 33 0.00000 0.1 

QABA- ds 

2B Srap173– Trap76 Srap173 22.5 5.5 26 0.00000 0.22 

3B Srap91– Barc133 Srap91 27.0 4.3 9 0.00432 0.14 

5B Barc32- Srap135 Barc32 21.8 5.9 26 0.00000 0.22 

6B Trap84– Srap94 Trap84 22.8 4.6 21 0.00002 0.21 

3D Srap17– Barc71 Srap17 27.9 4.1 27 0.00000 0.22 

 

 
Fig 2. Integrated linkage map for four physiological traits; chlorophyll content (CH), flag leaf senescence (FLS), cell membrane stability (CMS) and the abscisic acid content 

(ABA) traits based on BC2F2 Families of Veery x Yecora Rojo Population. 
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interval Barc76- Barc137 with an additive effect of up to a 2.38 

SPAD increase from the Veery alleles (Table 2). 

Three QTLs significantly influenced flag leaf senescence and 

mapped on chromosomes 1B, 2B and 3B (Table 2). The 

negative additive effects for flag leaf senescence indicate that 

the sensitive parent 'Yecora Rojo' alleles are in the direction of 

increasing the trait. The phenotypic variation explained by 

individual QTLs ranged from 15 to 31% (Table 2). 

Two QTLs for cell membrane stability were identified and 

mapped on each chromosome of 2B and 6B (Table 2). The 

phenotypic variation for cell membrane stability explained by 

these QTLs was 16% and 33% with a LOD value of 4.2 and 

7.4, respectively. For the QTLs, the Veery alleles increased the 

values of cell membrane stability (Table 2). 

Five QTLs for abscisic acid content (ABA) were identified on 

chromosomes 2B, 3B, 5B, 6B and 3D. The phenotypic variation 

for ABA content explained by these QTLs ranged from 9% to 

27% with a corresponding LOD of 4.3– 4.1 (Table 2). All of the 

QTLs for abscisic acid content trait had a positive additive 

effect indicating contribution of alleles increasing the ABA 

content trait by the tolerant parent Veery. In addition, the 

positive additive effects indicated the relative importance of 

additive gene effects in controlling the abscisic acid content 

trait for drought tolerance in BC2F2 families. 

The results also showed that the regression analysis for the 

relationship between the TRAP, SRAP and SSR markers and 

the phenotypes of BC2F2 families for the four physiological 

traits was highly significant. This indicates that the TRAP, 

SRAP and SSR markers were associated with the physiological 

traits as an indicator for drought tolerance genes. The genetic 

distance between the TRAP, SRAP and SSR markers and 

drought tolerance genes were determined and ranged from 13.7 

to 28.5 cM (Table 2). Therefore, these TRAP, SRAP and SSR 

markers were linked to the QTL for the four physiological traits 

as an indicator for drought tolerance genes. QTL identification 

based on linkage studies identified chromosomal regions, not 

individual genes, which may affect a trait. Linkage analysis in 

plants typically localizes QTLs within 10 to 20 cM intervals 

because of the limited number of recombination events that 

occur during the construction of mapping populations and the 

cost for propagating and evaluating a large number of lines 

(Holland, 2007). Four classes of marker pairs were defined on 

the basis of the map positions determined by Marone et al. 

(2012) class 1 (tight linkage; distance, ˂ 10 cM); class 2 

(moderate linkage; distance, 10–20 cM); class 3 (loosely linked; 

distance, 20–50 cM); and class 4 (independent pairs; distance, 

.50 cM). Bernardo, (2008) reported that the QTL mapping 

literature has shown that if a breeders can develop a mapping 

population of 100-150 progenies derived from an F2 or 

backcross population between two inbreds, they obtain 

reasonably good phenotypic data for the traits of interest, and 

genotype the population with markers spaced about 10 to 15 cM 

apart. Then, an analysis of the phenotypic and marker data with 

an appropriate statistical method will almost always lead to the 

identification of at least a few markers associated with each trait 

of interest. Recently, Zhang et al. (2013) reported that a QTL 

with negative additive effect for root number trait was detected 

under osmotic stress at a location 11 cM away from the QTL 

locus on chromosome 7B. 

Results in the present investigation indicated that all of the 

QTLs using TRAP, SRAP and SSR markers for leaf 

chlorophyll content, cell membrane stability and abscisic acid 

content had a positive additive effect indicating contribution of 

alleles increasing the chlorophyll content, cell membrane 

stability and abscisic acid content by the tolerant parent Veery. 

In addition, the positive additive effects indicates the relative 

importance of additive gene effects in controlling leaf 

chlorophyll content, cell membrane stability and abscisic acid 

content as an indicator for drought tolerance in BC2F2 families. 

The negative additive effects for flag leaf senescence indicate 

that the sensitive parent 'Yecora Rojo' alleles are in the direction 

of increasing the trait. In the present study, the TRAP markers 

were assigned to chromosomes 2B, 5B, 6B and 3D in 

agreement with previous report (Li et al., 2007). Also, SRAP 

markers were assigned to chromosomes 2B, 3B, 5B, 6B and 3D 

in agreement with previous report (Li et al., 2007). In addition, 

the SSR markers were assigned to chromosomes 4A, 1B, 3B, 

5B, 3D and 7D in agreement with previous report (Gupta et al., 

2002; Röder et al. 1998). Golabadi et al., (2011) reported that 

homoeologous groups of chromosomes 2, 3, 5 and 7 of wheat 

contain a number of genes that are important for tolerance to 

abiotic stress. Previously, Yang et al., (2007) reported that four 

additive QTLs controlling chlorophyll content under conditions 

of both rainfed and well-watered mapped on chromosomes 1A, 

5A, and 7A at grain filling stage. The QTL for flag leaf 

senescence was discovered on the chromosomes 2B and 2D and 

the QTLs on chromosome 2D associated with better 

performance under drought stress (Verma et al., 2004). Żur et 

al. (2012) found significant (p˂0.01) association with markers 

localized on chromosome 4A and 5A for unstressed plants and 

on chromosomes 3A, 3B and 5B for low temperature treated 

plants. 

Identification of associated molecular markers at a major 

locus contributing to water-stress tolerance would be useful for 

the indirect selection of wheat plants for water-stress tolerance 

(Visser, 1994). However, identifying molecular markers 

associated with important genes or traits in most instances 

requires screening of a relatively large number of individuals in 

the population (Lawson et al., 1994). Bulked segregant analysis 

(BSA) was originally developed to overcome this difficulty 

(Michelmore et al., 1991), because comparing bulk samples is 

easier than evaluating many individuals in different populations 

(Moustafa et al., 2014). In the present study, we were able to 

identify several types of molecular markers associated with the 

four physiological traits in wheat under water-stress as indicator 

for drought tolerance gene in wheat. These markers might be 

used for marker-assisted selection. The present results support 

the idea that BSA can provide fast detection of molecular 

markers linked to genes of interest. 

 

Materials and Methods 

 

Plant materials 

 

A set of 75 BC2F2 families derived from a cross between Veery 

cultivar as the donor (drought tolerant cultivar introduced from 

CIMMYT) and Yecora Rojo as the recurrent parent (drought 

sensitive cultivar developed in USA and recommended for 

environment of Saudi Arabia since 1981) was used in this 

study. Yecora Rojo is a high yield, 2- gene dwarf cultivar but is 

very sensitive to environmental factors, such as drought stress, 

especially during the grain filling period (Barakat et al., 2010). 
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Field evaluation 

 

Phenotypic evaluations were made on 75 BC2F2 families and 

their parents (Veery and Yecora Rojo) for tolerance to drought 

under field condition. Two water regimes were established after 

germination on the basis of free- surface water evaporation pan 

monitored at the weather station next to the field at the 

Agricultural Research Station of King Saud University (Dierab, 

near Riyadh, 24° 42N, 44° 46E, 400Alt.). The control treatment 

was irrigated frequently when accumulative evaporation 

reached 50 mm to 100% of field capacity while the drought 

treatment was irrigated with 33% of field capacity when 

accumulative evaporation reached 150 mm. The total 

accumulated irrigation water were 750 mm (7500 m3/ ha) for 

control treatment and 250 mm (2500 m3/ ha) for drought stress. 

The irrigation regimes were applied two weeks after sowing. 

Seeds were sown in plots consisting of 3 rows 3 m long, and 0.2 

m apart with seeding rate of 14 g m-2 for each wheat genotype. 

Fertilizers were applied at the rate of 120 kg N and 80 kg P2O5 

ha-1. Four physiological traits; leaf chlorophyll content, flag leaf 

senescence, cell membrane stability and ABA concentration 

were determined. 

 

Leaf chlorophyll content (CH) 

 

Leaf chlorophyll was determined at the heading stage using a 

chlorophyll meter (SPAD-502, Konica sensing, IL, USA). Six 

flag leaves for each BC2F2 family and parents per replicate in 

well-watered and drought-stress conditions were measured 

according to Peng et al. (1993). 

 

Flag leaf senescence (FLS) 

 

Leaf chlorophyll content representing the degree of leaf 

senescence in wheat was measured using chlorophyll meter 

(SPAD-502, Konica sensing, IL, USA). Six flag-leaves for each 

BC2F2 family and parents were selected to evaluate the flag leaf 

chlorophyll content at heading (FCH). 35 days after heading, 

the same flag leaves were used to determine the chlorophyll 

content at maturity (FCM). The indicator for flag leaf 

senescence (FLS) was calculated according to Dwyer et al. 

(1991): FLS = (FCH – FCM) / 35. All average values for each 

line were used for QTL analysis. 

 

Cell membrane stability (CMS) 

 

Medium part of flag leaves (three plants/replicate) was 

collected from field plots. Samples collected (2 cm segments) 

were washed three times in deionized water to remove 

electrolytes adhered on the surface according to the protocol of 

Blum and Ebercon, (1981). The samples were then kept in a 

capped vial (20 ml) containing 10 ml of deionized water and 

incubated in the dark for 24 h at room temperature. The 

conductance was measured with a conductivity meter (HQ14d, 

Portable Meter, HACH Company, USA). After the first 

measurement the vials were autoclaved for 15 min to kill the 

leaf tissue and release the electrolytes. After cooling, the second 

conductivity reading was taken. These two measurements were 

carried out individually for all the samples from both the 

control and stress treatments. CMS was calculated as the 

reciprocal of cell-membrane injury following Blum and 

Ebercon (1981): CMS% =[(1-(T1/T2))/ (1-(C1/C2))]´100, 

where, T and C refer to the stress and control samples, 

respectively; the subscripts 1 and 2 refer to the initial and final 

conductance readings, respectively. 

 

Quantifying ABA 

 

The accumulation of ABA under well-water and drought stress 

treatment in leaves tissues in wheat was studied by quantifying 

ABA using HPLC (Muthurajan et al., 2011). Five leaf tissues 

from five different plants for each genotype (the first leaf below 

the flag leaf) were collected from well- water and drought stress 

treatment plants, separately, after the anthesis stage in the milk 

stage (Zadoks 75). Tissues were freeze-dried for 24 h and stored 

at -80°C. The leaves tissues were then ground using liquid N, 

dissolved in 80% methanol, and incubated at 4°C for 12 h. The 

debris was pelleted by centrifugation at 3,000 rpm for 5 min 

and the methanol in the supernatant was evaporated using a 

rotary flash evaporator. To this extract, an equal volume of 

phosphate buffer (pH 8.0) was added and the pH was adjusted 

between 8 and 9 using 0.1 N potassium hydroxide. The mixture 

was then extracted twice with ethyl acetate by adding an equal 

volume of ethyl acetate and centrifugation at 3,000 rpm for 5 

min. The ethyl acetate fraction containing chlorophyll was 

discarded and pH of the pooled extract was adjusted between 2 

and 3 using 0.2 N HCl and evaporated in a rotary evaporator. 

Then, the residue was dissolved in 4 ml of methanol and used 

for HPLC [Agilent technologies (USA), column SB- C1B 

(1.8um, 4.8 × 150mm)] quantification of ABA. The peak areas 

were measured, and the ABA concentration was quantified 

using the standard curve obtained using chemical- grade ABA 

(Sigma). 

 

DNA extraction and PCR amplification 

 

Frozen young leaves (500 mg) were ground to a powder in a 

mortar and a pestle with liquid nitrogen. The DNA extraction 

was done using the CTAB method (Saghai-Maroof et al., 1984). 

Five leaves from five different plants were sampled for DNA 

extraction for each line at BC2F2 family. 

Forty different TRAP primer combinations (Hu and Vick, 

2003), 98 different SRAP primer combinations (Li and Quiros, 

2001) and 400 SSR primers (Röder et al., 1998, Gupta et al., 

2002) were used in this study. The PCR reaction mixture 

consisted of 20 to 50 ng genomic DNA, 1× PCR buffer, 1.5 

mM MgCl2, 0.1 mM of each dNTP, 0.5 μM primer, and 1 U 

Taq polymerase in a volume of 0.025 cm3. After incubation at 

94 °C for 5 min, 5 cycles were performed with 94°C for 1 min, 

35°C for 1 min, and 72°C for 1 min 40 s. Further, the similar 35 

cycles were performed with exception for the annealing 

temperature at 50°C and a final extension at 72°C for 7 min, for 

SRAP and TRAP program of PCR cycle. The program of PCR 

cycle for SSR analysis included an initial denaturation at 94°C 

for 3 min followed by 35 cycles of denaturation at 94°C for 1 

min; annealing at 50, 55 or 60°C (depending on the individual 

microsatellite primer) for 1 min; and extension at 72°C for 2 

min followed by a 17-min final extension at 72°C. 

Amplification products were electrophoretically resolved on 2-3 

% (m/v) agarose gels containing 0.1 μg cm-3 ethidium bromide 

and photographed on a UV trans- illuminator. 

 

Bulked segregant analysis 

 

Bulked- segregant analysis (BSA) was used in conjunction with 

TRAP, SRAP and SSR analysis (Michelmore et al., 1991) to 
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find markers linked to genes of the physiological traits under 

drought stress. Tolerant and sensitive bulks were prepared from 

BC2F2 families individuals by pooling aliquots containing 

equivalent amounts of total DNA, approximately 50 ng/ml from 

each of ten sensitive and ten tolerant BC2F2 families selected 

according to on phenotypic assessments. Then, TRAP, SRAP 

and SSR primers were screened on the parents and the two bulk 

DNA samples, from which some primer combinations revealed 

bands that were polymorphic, not only among parental 

genotypes but also between the pair of the bulk DNA. The 

name and sequence of all polymorphic successful markers are 

listed in supplementary Tables (Suppl. Table 2, Suppl. Table 3 

and Suppl. Table 4). Based on the evaluations of DNA bulks, 

individual BC2F2 families were analyzed with co- segregating 

primers to confirm TRAP, SRAP and SSR markers linkage to 

the physiological traits as an indicator for drought tolerance 

genes. 

 

Data and linkage analysis 

 

Analysis of variance was performed using the SAS 9.1 

program. The ANOVA was estimated for all traits according to 

Steel and Torrie, (1980). Map manager QTX v. 0.22 

(http://manager. roswellpark.org/ mm QTX.html) was used to 

analyze the linkage relationship of the detected TRAP, SRAP, 

and SSR markers. Linkage was detected when a log of the 

likelihood ratio (LOD) threshold of 3.0 and maximum distance 

was 50 cM. Kosambi's mapping function was used. QTL were 

identified using composite interval mapping provided by MAP 

MANAGER QTX. Genetic loci with the most significant effect 

for each QTL were assembled into multiple regression models 

using PROC REG of SAS v. 9.1 software packages (SAS 

Institute, Cary, NC, USA) to determine the total amount of the 

phenotypic variation explained (Nelson, 1997). 

 

Conclusion 

 

Our results from the physiological traits showed approximately 

normal distributions. This showed clear continuous and 

transgressive segregation. Frequency distribution of the traits 

showed transgressive segregation in both directions. Our results 

also indicated that TRAP and SRAP and SSR markers, 

combined with bulked segregant analysis could be used to 

identify molecular markers linked to four physiological traits; 

leaf chlorophyll content, flag leaf senescence, cell membrane 

stability and abscisic acid content, as indicators for drought 

tolerance genes in wheat. The marker- assisted selection with 

TRAP, SRAP and SSR markers might be useful for developing 

improved cultivars. 

 

Acknowledgements 

 

The authors extend their appreciation to the Deanship of 

Scientific Research at King Saud University for funding the 

work through the research group project No. RGPVPP-161. 

 

References 

 

Barakat MN, Al-Doss AA, Moustafa KA, Ahmed EI, Elshafei 

AA (2010) Morphological and molecular characterization of 

Saudi wheat genotypes under drought stress. J Food Agric 

Environ. 8: 220- 228. 

 

Beltrano J, Ronco MG (2008) Improved tolerance of wheat 

plants (Triticum aestivum L.) to drought stress and rewatering 

by the arbuscular mycorrhizal fungus Glomus claroideum: 

Effect on growth and cell membrane stability. Brazilian J of 

Plant Physiol. 20: 29- 37. 

Bernardo R (2008) Molecular markers and selection for 

complex traits in plants: learning from the last 20 years. Crop 

Sci. 48: 1649-1664. 

Blum A, Ebercon A (1981) Cell membrane stability as a 

measure of drought and heat tolerance in wheat. Crop Sci. 21: 

43– 47. 

Buanafina de O M (2009) Feruloylation in grasses: current and 

future perspectives. Mol Plant. 2: 861– 872. 

Elshafei A, Saleh M, Al-Doss AA, Moustafa KA, Al-Qurainy 

FH, Barakat MN (2013) Identification of new SRAP markers 

linked to leaf chlorophyll content, flag leaf senescence and cell 

membrane stability traits in wheat under water- stressed 

condition. Aust J Crop Sci. 7: 887- 893. 

Golabadi M, Arzani A, Maibody SM, Tabatabaei BS, 

Mohammadi SA (2011) Identification of microsatellite 

markers linked with yield components under drought stress at 

terminal growth stages in durum wheat. Euphytica. 177: 207- 

221. 

Gupta P, Balyan H, Edwards K, Isaac P, Korzun V, Röder M, 

Leroy P (2002) Genetic mapping of 66 new microsatellite 

(SSR) loci in bread wheat. Theor Appl Genet. 105: 413- 422. 

Hafsi M, Mechmeche W, Bouamama L, Djekoune A, Zaharieva 

M, Monneveux P (2000) Flag leaf senescence, as eval- uated 

by numerical image analysis, and its relationship with yield 

under drought in durum wheat. J Agron Crop Sci. 185: 275– 

280. 

Ho JC, McCouch SR, Smith ME (2002) Improvement of hybrid 

yield by advanced backcross QTL analysis in elite maize. 

Theor Appl Genet. 105: 440– 448. 

Holland JB(2007) Genetic architecture of complex traits in 

plants. Curr Opin Plant Biol. 10: 156-161. 

Hu J, Vick BA (2003) Target region amplification 

polymorphism: a novel marker technique for plant genotyping. 

Plant Mol Biol Rep. 21: 289- 294. 

Huang XQ, Kempf H, Ganal MW, Ro¨der MS (2004) Advanced 

backcross QTL analysis in progenies derived from a cross 

between a German elite winter wheat variety and a synthetic 

wheat (Triticum aestivum L). Theor Appl Genet. 109: 933– 

943. 

Kocheva KV, Landjeva SP, Georgiev GI (2014) Variation in ion 

leakage parameters of two wheat genotypes with different Rht-

B1 alleles in response to drought. J Biosci. 39: 753–759. 

Kumar RR, Goswami S, Sharma SK, Singh K, Gadpayle KA, 

Kumar N, Rai GK, Singh M, Rai RD (2012) Protection 

against heat stress in wheat involves change in cell membrane 

stability, antioxidant enzymes, osmolyte, H2O2 and transcript 

of heat shock protein. Int J Plant Physiol Biochem. 4: 83- 91. 

Kunert A, Naz A, Dedeck O, Pillen K, Le´on J (2007) AB- QTL 

analysis in winter wheat: I. Detection of favorable exotic 

alleles for baking quality traits introgressed from synthetic 

hexaploid wheat (T. turgidum ssp. Dicoccoides x T. tauschii). 

Theor Appl Genet. 115: 683- 695. 

Lawson WR, Henry RJ, Kochman JK, Kong GA (1994) 

Genetic diversity in sunflower (Helianthus annus L.) as 

revealed by random amplified polymorphic DNA analysis. 

Aust J Agr Res. 45: 1319- 1327. 

Levitt J (1980) Responses of Plants to Environmental Stresses. 

Vol 2. Academic Press, New York. 



129 
 
 

Li G, Quiros CF (2001) Sequence- related amplified 

polymorphism (SRAP), a new marker system based on a 

simple PCR reaction: its application to mapping and gene 

tagging in Brassica. Theor Appl Genet. 103: 455– 461. 

Li S, Jia J, Wei X, Zhang X, Li L, Chen H, Lei T (2007) A 

intervarietal genetic map and QTL analysis for yield traits in 

wheat. Mol Breed. 20: 167- 178. 

Liu S, Zhou R, Dong Y, Li P, Jia J (2006) Development, 

utilization of introgression lines using a synthetic wheat as 

donor. Theor Appl Genet. 112: 1360– 1373. 

Marone D, Laido` G, Gadaleta A, Colasuonno P, Ficco DBM, 

et al. (2012) A high-density consensus map of A and B wheat 

genomes. Theor Appl Genet. 125: 1619–1638. 

McWilliam J (1989) The dimensions of drought. In: Baker F 

(ed) Drought resistance in cereals. Wallingford, UK: CAB 

International P: 1– 11. 

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. Proceed Natl Acad 

Sci USA. 88: 9828- 9832. 

Moustafa KA, Saleh M, Al-Doss AA, Elshafei  AA, Salem AK, 

Al- Qurainy FH, Barakat MN (2014). Identification of TRAP 

and SRAP markers linked with yield components under 

drought stress in wheat (Triticum aestivum L.). Plant Omics. 7: 

253- 259. 

Munné-Bosch S, Alegre L (2014) Die and let live: leaf 

senescence contributes to plant survival under drought stress. 

Funct Plant Biol. 31: 203- 216. 

Muthurajan R, Shobbar ZS, Jagadish SVK, Bruskiewich R, 

Ismail A, Leung H, Bennett j (2011) Physiological and 

proteomic responses of rice peduncles to drought stress. Mol 

Biotechnol. 48: 173-182. 

Nelson JC (1997) QGENE: software for marker-based genomic 

analysis and breeding. Mol Breed. 3: 239– 245. 

Nikolaeva MK, Maevskaya SN, Shugaev AG, Bukhov NG 

(2010) Effect of drought on chlorophyll content and 

antioxidant enzyme activities in leaves of three wheat cultivars 

varying in productivity. Russian J Plant Physiol. 57: 87– 95. 

Peng S, Garcia FV, Laza RC, Cassman KG (1993) Adjust for 

specific leaf weight improves chlorophyll meter’s estimates of 

rice leaf nitrogen concentration. Agron J. 85: 987- 990. 

Quarrie SA, Dodig D, Pekiç S, Kirby J, Kobiljski B (2003) 

Prospects for marker- assisted selection of improved drought 

responses in wheat. Bulg J Plant Physiol. Special Issue: 83- 

95. 

Rahman M, Tabassam A, Azi MK, Zafar Y (2006) A step 

towards wheat genome initiative studies to combat drought in 

Pakistan using DNA fingerprinting tool. International 

symposium on strategies for crop improvement against abiotic 

stresses. September 18-20, Department of Botany University 

of Agriculture, Faisalabad Pakistan, pp: 15. 

Röder MS, Korzun V, Gill BS, Ganal MW (1998) The physical 

mapping of microsatellite markers in wheat. Genome 41: 278- 

283. 

Saghai-Maroof M, Soliman K, Jorgensen RA, Allard R (1984) 

Ribosomal DNA spacer- length polymorphisms in barley: 

Mendelian inheritance, chromosomal location, and population 

dynamics. Proceed Natl Acad Sci USA. 81: 8014- 8018. 

 

 

 

Saleh MS, Al-Doss AA, Elshafei AA, Moustafa KA, Al-Qurainy 

FH, Barakat MN (2014) Identification of new TRAP markers 

linked to chlorophyll content, leaf senescence, and cell 

membrane stability in water-stressed wheat. Biol Plantarum. 

 .70 -64 :58

SAS (2007) SAS/ STAT. Guide for personal computers. Version 

9 ed. SAS end. SAS institute, Cary. N.C, U. S. A. 

Septiningsih EM, Prasetiyono J, Lubis E, Tai TH, Tjubaryat T, 

Moeljopawiro S, McCouch SR (2003) Identification of 

quantitative trait loci for yield and yield components in 

advanced backcross population derived from the Oryza sativa 

variety IR64 and the wild relative O. rufipogan. Theor Appl 

Genet. 107: 1419– 1432. 

Steel RG, Torrie JH (1980) Principles and procedures of 

statistics, a biometrical approach: McGraw-Hill Kogakusha, 

Ltd. 

Takeda S, Matsuoka M (2008) Genetic approaches to crop 

improvement: responding to environmental and population 

changes. Nature Rev Genet. 9: 444– 457. 

Tripathy JN, Zhang J, Robin S, Nguyen T, Nguyen HT (2000) 

QTLs for cell-membrane stability mapped in rice (Oryza 

sativa L.) under drought stress. Theor Appl Genet. 100:1197–

1202. 

Tuberosa R, Sanguineti MC, Landi P, Salvi S, Casarini E, Conti 

S (1998) RFLP mapping of quantitative trait loci controlling 

abscisic acid concentration in leaves of drought-stressed maize 

(Zea mays L.). Theor Appl Genet. 97: 744- 755. 

Tuberosa R, Salvi S (2006) Genomics- based approaches to 

improve drought tolerance of crops. Trends Plant Sci. 11: 405- 

412. 

Ünyayar S, Keles Y, Ünal E (2004) Proline and ABA levels in 

two sunflower genotypes subjected to water stress. Bulgian J 

Plant Physiol. 30: 34– 47. 

Verma V, Foulkes MJ, Caligari P, Bradley SR, Snape J (2004) 

Mapping QTLs for flag leaf senescence as a yield determinant 

in winter wheat under optimal and droughted environments. 

Euphytica. 135: 255- 263. 

Visser B (1994) Technical aspects of drought tolerance. 

Biotechnol Dev Monitor. 18: 5. 

Yang DL, Jing RL, Chang XP, Li W (2007) Quantitative trait 

loci mapping for chlorophyll fluorescence and associated traits 

in wheat (Triticum aestivum L). J Integr Plant Biol. 49: 646– 

654. 

Yang S, Vanderbeld B, Wan J, Huang Y (2010) Narrowing 

down the targets: towards successful genetic engineering of 

drought-tolerant crops. Mol Plant. 3: 469–490. 

Zhang H, Cui F, Wang L, Li J, Ding A, Zhao C, Bao Y, Yang 

Q, Wang H (2013) Conditional and unconditional QTL 

mapping of drought-tolerance-related traits of wheat seedling 

using two related RIL populations. J Genet. 92: 213- 231. 

Żur I, Krzewska M, Dubas E, Gołębiowska-Pikania G, Janowiak 

F, Stojałowski S (2012) Molecular mapping of loci associated 

with abscisic acid accumulation in triticale (×Triticosecale 

Wittm.) anthers in response to low temperature stress inducing 

androgenic development. Plant Growth Reg. 68: 483- 492 

mailto:smunne@ub.edu

