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Abstract

NABI, G., S. SHOKAT, M. T. AZHAR and F. M. AZHAR, 2015. Genetic basis of ion uptake and proline 

accumulation in Gossypium hirsutum L. Bulg. J. Agric. Sci., 21: 835–842

Inheritance of Na+, K+/Na+ uptake and proline accumulation at maturity was studied in six, Gossypium hirsutum L. culti-
vars using diallel analysis. Parents and F1s were grown in 0, 17.5 and 20 dSm-1 salt in iron containers. At maturity, leaf samples 
were collected to measure Na+, K+/Na+ and proline accumulation in the plant material. Indices of salt tolerance (relative values) 
of Na+, K+/Na+ and proline accumulation were used for genetic analysis following Hayman-Jinks approach. Joint regression co-
efficients (b) were used to assess the validity of data sets to the simple genetic model, and the model was found to be adequate 
for analyzing all data sets. It was revealed that genes controlling variation are additively controlled, and hence the estimates of 
h2 were high under low and high salinity. These results suggest variation in these characters and potential for improving salin-
ity tolerance in cotton. The plants with low Na+, greater K+/Na+ ratio and greater proline accumulation may be selected from 
segregating population of the examined material. 
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Abbreviations: D - additive gene effects; dSm-1 - deci Siemens per meter; E - environmental component;  
EC - electrical conductivity; F - estimation of relative frequency of dominance and recessive alleles in the parents; 
(H1 /D)0.5 - average degree of dominance; H1 and H2 - dominance effects of genes; H2/4H1 - proportion of gene 
with positive and negative effects in the parents; h2 - overall dominance effect; h2 - heritability in narrow sense; 
NaCl - sodium chloride; K – Potassium; TSS - total soluble salts.
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Introduction
Among the environmental stresses, soil salinity has deva-

stating effects on crop production than others stresses. Salts 
near the soil surface result in highly stressful condition for 
plant growth, and ultimately limit yield or result in plant 
death. The development of this menace is of greater magni-
tude in arid and semi-arid areas, and in Pakistan the extent of 
salt limiting production area has been estimated to the extent 
of 5.7 × 106 ha of arable land (Mujtaba et al., 2003). In addition 
to the adoption of engineering approaches to ameliorate the 
effects of soil salinity, another possibility which appears to be 
more feasible is the development of crop cultivars suitable for 
the areas affected, also referred to as the biological approach 

(Qureshi et al., 1990; Hollington, 1998). Breeders and geneti-
cists have made tremendous efforts to explore the existence 
of variation in different crop species and its potential for salt 
tolerance e.g. in Zea Mays (Rao and McNeilly, 1999; Khan 
et al., 2003), Sorghum bicolor (Azhar and McNeilly, 1987, 
2001a; Igartua et al., 1995), Triticum aestivum (Ashraf and 
McNeilly, 1988; Noori and McNeilly, 2000; Ali et al., 2002), 
Glycine max (Shereen et al., 2001; Kamal et al., 2003), Oryza 
Sativa (Ahmad et al., 1990), triticale and Hordeum vulgare 
(Salim, 1991) and Pennisetum typhoides (Kebebew and Mc-
Neilly, 1996). These workers used morphological characters 
to distinguish salt tolerant and susceptible plants under hy-
droponic condition and at plant maturity.
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In addition to utilizing genetic variation in morphological 
character, physiological information about salinity tolerance 
may increase genetic gain in tolerance. Ion exclusion is the 
basic criterion to study the response of most of crop species 
to salinity. Variation in plant species showing glycophytic ad-
aptation is related to the efficiency with which they exclude 
Na+/or Cl- from the leaves (Azhar and McNeilly, 2001b). Se-
lection of varieties with low Na+ transport has been reported 
in O. sativa (Yeo et al., 1988), and T. aestivum (Rashid et 
al., 1999; Munns et al., 2000). Salinity tolerance in Solanum 
lycopersicum was due to the exclusion of Na+ and Cl-, and 
higher concentration of K+ in stem and leaves (Shaaban et al., 
2004), while in salt stressed soybean, Na+ concentration in-
creased, but K+ concentration decreased (Shereen et al., 2001; 
Kamal et al., 2003). Higher salt tolerance in Z. mays was as-
sociated with significantly lower Na+ concentration in shoots 
and a significantly higher K+/Na+ ratio (Eker et al., 2006). 
Similarly in G. hirsutum, high K+ and higher K+/Na+ ratio 
was reported by Ashraf and Ahmad (2000) and Bhatti et al. 
(2006). These studies indicate that most of the investigations 
on ion uptake have been focused on Na+ and major cations 
like K+ (Gouia et al., 1994), and it is clear that tolerant culti-
vars have higher K+/Na+ than susceptible cultivars (Goudarzi 
and Pakniyat, 2008).

In addition, plants under stress undergo osmotic adjust-
ments by accumulating one or more organic solutes, called 
osmolytes (Naidu et al., 1992), and these play an important 
role in counteracting the effect of osmotic stress (Yoshiba et 
al., 1997). Proline is one of the osmolytes which is accumu-
lated in various plants that are subjected to salinity stress, 
and such accumulation improves their growth (Mohammad-
khani and Heidari, 2008; Turkan and Demiral, 2009; Aziz 
and Khan, 2000, 2001).

These physiological mechanisms are under genetic con-
trol (Tudge, 1988) but little is known about their inheritance 
or variation. The study reported herein was designed to de-
termine Na+, K+/Na+ and proline accumulation in six varieties 
of cotton. The parents were crossed in a full diallel system of 
mating. The thirty F1 progenies and the parental lines were 
analyzed using a simple additive-dominance model (Hay-
man, 1954a; Hayman, 1954b; Jinks, 1954). The information 
reported in this paper may be useful for continued improve-
ment in salinity tolerance of crop species examined.

Materials and Methods

Hybridization of parents
Obsolete and indigenous cultivars, NIAB78, B557, 

MNH522, Qalandri and MNH147 along with BP52NC63, 
an exotic line were screened for seedling tolerance using 

NaCl solution (Nabi et al., 2011). Three varieties/lines, NI-
AB78, B557, and MNH522 were salt tolerant while Qalandri, 
MNH147, and BP52NC63 were salt sensitive. These parents 
were grown in pots, 30 × 35 cm (height and upper diameter 
respectively), in a glasshouse. Sixteen plants of each geno-
type, two plants per pot, were grown with 0.25 g urea fertil-
izer (46% N) applied to each pot every 15 days after planting, 
and plants were watered daily. The six parents were crossed 
in all possible combinations using hand emasculation and pol-
lination. Maximum numbers of pollinations were attempted 
to produce sufficient quantity of F1 seeds, while some of the 
buds were also covered with glassine bags to produce selfed 
seed. All precautionary measures were adopted during cross-
ing to avoid foreign pollen contamination of the genetic ma-
terial. At maturity, seed cotton from crossed and the selfed 
bolls was picked, and ginned to obtain seeds.

Responses of the genetic material to NaCl salinity 
In order to examine the genetic basis of responses to sa-

linity, the genetic material comprising 30 F1 hybrids and the 
six parents were planted in NaCl salinity at 0, 17.5, 20 and 
dSm-1. The response of plant material to three salt treatments 
was tested by growing the material in 54 iron containers, 
each measuring 157.5 cm × 90 cm × 45 cm (length, width and 
height respectively). The experimental design was a random-
ized complete block design with three replications. The seeds 
of 36 entries were sown in six containers, each having six 
genotypes with five plants spaced 18 cm within the row and 
25 cm between the rows.

After the emergence of the seedlings, all the containers 
were watered once with ½ strength Hoagland nutrient solu-
tion (Hoagland and Arnon, 1950). The desired NaCl salinity 
having electrical conductivity (EC) of 17.5 and 20 dSm-1, 
considering the saturation % of soil in the containers, were 
prepared in the nutrient solution and applied to the grow-
ing plants. The plants in control containers were fed with 
only nutrient solution. The salinity levels in the containers 
were monitored weekly, using the EC meter, and desired 
concentration was maintained adding salt solution (USDA, 
1954). The containers were continuously irrigated with 
salinized solution until plant maturity. The plant material 
was sprayed, when required, to save the plants from the at-
tack of sucking pests and boll worms. The samples of leaves 
were obtained from the mature plants and stored separately 
in micro-tubes for one week in commercial freezer. The cell 
sap was extracted using the standard technique of centrifu-
gation (Gorham et al., 1984). Flame photometer was used 
to measure the concentration of Na+ and K+ ions. Proline 
was calculated according to the following formula given by 
Bates et al. (1973).
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Proline (μmol/g f. wt) = 
μg proline ml-1  ×  ml of toluene /115.5

              Grams of sample

Indices of salt tolerance
Mean absolute values of Na+, K+/Na+ ratio and proline ac-

cumulation measured in the 30 F1 hybrids and six parents 
grown under two salinities were compared in percentage 
with those of control, called relative values (Maas, 1986). 
This was done in three replicates. These values were used for 
further analysis. 

Statistical analysis
Simple analysis of variance technique was used to ana-

lyze relative values to determine if genotypic differences 
were significant (Steel et al., 1997). Only significant differ-
ences validate the data for genetic analysis. To determine the 
adequacy of simple additive- dominance model and to assess 
the validity of some of the assumptions underlying the ge-
netic model analysis, data were analyzed following Hayman 
(1954a,b). From the analysis, variance of the components of 
each array (Vr) and covariance (Wr) of all offspring  included 
in each parental array with non-recurrent parents, variance 
of parental means (V0L0), variance of array means (V0L1), 
means of array variance (V1L1) and mean array covariance 
(W0L0) were calculated. These statistics were used for the 
estimation of four genetic components, D, an additive com-
ponent; H1 and H2, measure of variation due to dominance 
effects and F, provides an estimate of relative frequency of 
dominant to recessive alleles in the parental lines. Joint re-
gression coefficient (b) analysis was done using variance (Vr) 
and covariance (Wr). According to Hayman (1954a), the re-
gression co-efficient (b) must deviate significantly from zero, 
but not from unity, if all the assumptions underlying the ge-
netic model were met.

Assumptions and Adequacy of Hayman and Jinks Model
The validity of the genetics information describing the 

genetical properties of a group of genotypes obtained by the 
diallel cross method is dependent, to some extent, upon the 
following assumptions (Crumpacker and Allard, 1962)

Homozygous parents• 
Normal diploid segregation of the chromosomes• 
No differences between reciprocal crosses• 
Independent action of non-allelic genes• 
No multiple allelism• 
Independent distribution of genes among the parents• 

Although the diallel cross method was originally devised 
to analyze data collected from parental material meeting all 
the above conditions, the work on potato (Kaminski, 1977) 
showed the testing of these assumptions unnecessary. How-
ever, a brief examination of some of these conditions fulfilled 
is given here.

Cross-pollination in cotton varies from 5-6% or more, de-
pending upon the population of insects in the locality (Poe-
hlman and Sleper, 1995). In the present investigation the pa-
rental material was maintained through self pollination each 
year. Therefore, the patents involved in the crossing scheme 
were assumed to be homozygous.

G. hirsutum is an amphidiploid derived from diverse dip-
loid species with A and D genomes but the studies of Endrizzi 
(1962) and Kimber (1961) showed that the chromosomes of 
the tetraploid segregate in diploid manner.

The reciprocal differences in the characters examined 
here were removed by taking the means of direct and recipro-
cal crosses.

The other assumptions of the simple genetic model such 
as independent actions of non-allelic genes, no multiple al-
lelism, and independent distribution of genes were tested by 
conducting the formal analysis of variance of the data. 

Results

The results of the analysis of variance of relative values 
of Na+, K+/Na+ and proline accumulation in 30 F1 hybrids 
and 6 parents revealed highly significant differences among 
the genotypes (Table 1). Thus the use of additive dominance 
model for analyzing the data was valid.

Adequacy of additive-dominance model to the data set
The results of joint regression analysis, Na+, Na+/ K+ ratio 

and proline accumulation in both the salinities are given in 

Table 1 
Mean squares due to ion uptake and proline accumulation in Gossypium hirsutum L.
Source of 
variation d. f. Na+ K+/Na+ Proline accumulation

17.5 dS m-1 20 dS m-1 17.5 dS m-1 20 dS m-1 17.5 dS m-1 20 dS m-1

Genotypes 35 1923.9** 1704.4** 253.0** 0.022** 4490.2** 11481.0**

Error 72 29.9 165.9 4.9 0.001 228.1 578
**, shows genotypic differences significant at P<0.001
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Table 2. The regression co-efficients of Na+ in 17.5 dSm-1 (b = 
1.11 ± 0.07), and K+/Na+ ratio (b = 0.92 ± 0.17) deviated from 
zero and are of unit slop, but b = 0.63 ± 0.27 did not deviate 
from zero for proline accumulation. At 20 dSm-1 regression 
co-efficients for Na+ (b = 0.91 ± 0.11), K+/Na+ (b = 0.98 ± 
0.07) and proline accumulation (b = 0.74 ± 0.10) deviated sig-
nificantly from zero, and all are of unit slope. These results 
suggest that all the assumptions underlying the genetic model 
have been fulfilled (Hayman, 1954a), and the data were ana-
lyzed following Hayman’s (1954a) genetic model. The array 
points being closer to the regression lines in figure 1A, 1B, 
2A, 2B and 3A provided evidence of the absence of epistasis 
in the inheritance of uptake of these ions and proline accumu-
lation, a suggestion given by Hayman (1954a).

Estimation of genetic components of variation
Na+ Contents

From the relative sizes of D, H1 and H2 items when plants 
were grown in 17.5 dSm-1 salinity some important inferences 
about the genetic causes of variation in Na+ content can be 

made. Although both additive and non-additive affects were 
shown to effect the control of Na+ uptake (Table 3), because 
D1 > H1, the genes with cumulative properties appeared to be 
pronounced. Similarly significant positive F value revealed 
that there were more dominant genes than recessive genes 
in the parents. The degree of dominance was measured by 
(H1/D)0.5 which is less than one, indicating the presence of 
partial dominance, and this was supported by the intercept 
of regression line above the origin on Wr axis (Figure 1A). 
The positive value of H1- H2 indicates that increasing and de-
creasing genes were not equally distributed in the parents. 
Further evidence of this unequal distribution of alleles over 
loci is provided by the ratio H2/4H1 = 0.20 in 17.5 dSm-1. With 
equal distribution of genes, this value would have been 0.25, 
which arises when H1= H2 i.e. increasing (positive) and de-
creasing (negative) alleles at all loci are in equal proportion 
in the parents. The positive sign of h2 in the 17.5 dSm-1 sa-
linity treatment suggested that dominance acted towards the 
parents with greater Na+ content. Narrow sense heritability 
of Na+ uptake in 17.5 d Sm-1 was 0.91. Examination of Figure 
1A indicates that cultivar MNH522 contained the maximum 
number of dominant genes, and in contrast BP52NC63 in the 
17.5 dSm-1 treatments and MNH147 in the 20 dSm-1 possessed 
maximum number of recessive genes for Na+ uptake.

In the 20 dSm-1 salinity treatment only D item was signifi-
cant while H1, H2 and F appeared to be non-significant, sug-
gesting the importance of additive genes controlling varia-
tion in Na+ content. The degree of dominance was exhibited 
by the ratio (H1/D)0.5 which was lesser than one suggesting 

Table 2 
Regression co-efficients (with standard error) of ion uptake 
and proline accumulation in Gossypium hirsutum L.
Ions 17.5 dS m-1  20 dS m-1

Na+ contents 1.11 ± 0.07 0.91 ± 0.11
K+/ Na+ ratio 0.92 ± 0.17 0.98± 0.07
Proline accumulation 0.63 ± 0.27 0.74± 0.10
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partial dominance. This was verified by the position on in-
tercept of the regression line above the origin of the Wr axis, 
which may also be an indication of partial dominance (Figure 
1B). The negative sign of h2 for the 20 dSm-1 indicated domi-
nance towards the parents with low Na+ contents. Estimate of 
h2 under higher salinity treatment was 0.90. From the distri-
bution of array points along the regression line in Figure 1B, 
the identification of those parental lines carrying the most 
dominant genes and those processing maximum recessive al-
leles were possible. From the comparison cultivar MNH522 
being in close proximity to the point of origin, appear to con-
tain the greater number of dominant genes for Na+ content 

and in contrast MNH147 being away from the origin appears 
to carry the maximum number of recessive alleles.

K+/Na+ ratio
At 17.517.5 dSm-1, the greater magnitude of D than H1 re-

vealed that genes acted additively in controlling variation in 
K+/Na+ ratio (Table 3). The magnitude of H1 and F appear to 
be non-significant. The estimate of the ratio (H1/D) 0.5 was less 
than one, indicating varying degree of dominance and this 
situation is verified by the position of the regression slope in 
Figure 2A. The estimate of h2 was 0.88. The relative position 
of array points along the regression line in Figure 2A indi-

Table 3 
Genetic components of variation in ion uptake and proline accumulation in Gossypium hirsutum L.

Components Estimates of Na+ Estimates of K+/Na+ Estimates of 
proline

17.5 dSm-1 20 dSm-1 17.5 dSm-1 20 dSm-1 20 dSm-1

D 5281.35±70.16 3653.68±77.75 45.21±1.03 40.55±0.47 5633.82±435.84
H1 746.29±161.99 345.60±179.54 5.94±3.09 2.84±1.09 3305.80±1006
H2 593.79±140.94 241.18±156.20 8.72±2.62 2.35±0.95 2987.70±875.58
F 1771.17±166.51 317.96±184.54 0.94±2.09 0.49±1.12 -2680.72±1034.44
h2 47.29±94.29 -19.18±104.50 0.48±1.75 0.01±0.63 428.89±585.76
E 25.74±23.49 123.86±26.03 0.58±0.43 0.75±0.16 209.92±145.93
(H1 /D)0.5 0.38 0.31 0.46 0.26 0.77
H2 /4H1 0.2 0.17 0.23 0.21 0.23
Heritabilityns 0.91 0.9 0.88 0.94 0.82

NB, value is significant when it exceeds 1.96 after dividing by its standard error
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Fig. 2. (A) Wr/Vr graph for K+/Na+ ratio in 17.5 dS/m salinity
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cate that Qalandri carried the maximum number of dominant 
genes, while NIAB78 contained the more recessive alleles 
for K+/Na+.

The relative estimates of components of variation in K+/
Na+ in the 20 dSm-1 treatment are given in Table 3. Although 
D, H1 and H2 are significant, the greater magnitude of D than 
H1 suggests the importance of additive genes in the inheri-
tance of K+/Na+. Since magnitude of H1 is almost equal to 
H2, the genes were equally distributed in the parents and 
therefore the ratio H2/4H1 = 0.21 which is almost equal to the 
theoretical maximum of 0.25. The ratio of (H1/D)0.5 = 0.26 
showed the presence of partial dominance. The value of F is 
non-significant and the estimate of h2 is 0.94. The location of 
array points in Figure 2A indicated that Qalandri contained 
a greater number of dominant genes, and NIAB78 contained 
more recessive genes. 

Proline accumulation
When plants were grown in 20 d Sm-1 NaCl, the magnitude 

of D, H1, H2 and F appeared to be significant. Although both 
additive and non-additive genes appeared to control proline 
accumulation in the plant material, the greater magnitude of 
D than H1 and H2, indicates that additive gene effects were 
more pronounced than dominance (Table 3). As magnitude of 
H1 is nearly equal to H2, equal distribution of genes in the par-
ents was evidenced, and the ratio of H2/4H1 = 0.23 strength-
ened this conclusion. The ratio of (H1/D)0.5 = 0.77 which is 
less than 1, suggested the presence of partial dominance, and 

this was substantiated by the slope of regression line in Fig-
ure 3A. The negative F value revealed that recessive genes 
were more frequent than dominant genes.  Estimate of nar-
row sense heritability was high, 0.82. The distribution of cul-
tivar points for proline accumulation suggested that NIAB78 
possessed maximum number of dominant genes, while re-
verse was true for BP52NC-63.

Discussion

Development of crop cultivars adapted to saline soils ei-
ther by selection from existed cultivars or using general crop 
variability, requires an understanding of physiological basis 
of salinity tolerance in plants, and it has been argued that 
these basis are genetically controlled (Tudge, 1988). The 
plant material examined here for Na+, K+/Na+ ratio and pro-
line accumulation provided an understanding of the genetic 
basis of the mechanism controlling salinity tolerance in G. 
hirsutum L. 

Preliminary analysis revealed the existence of variation 
in Na+, K+/Na+ and proline accumulation in the six parents 
used in this study. Adequacy of the simple genetic model to 
the data sets provided evidence of the absence of non-allelic 
interaction in the inheritance of ion uptake and proline ac-
cumulation. Genes with additive effects were predominant 
for controlling the uptake of uptake of Na+, K+/ Na+ and pro-
line accumulation in G. hirsutum L., when six parents and 
their full sib F1’s were grown under low and high salinities, 
although dominance properties of genes were also present. 
Lawrence (1984) had argued that populations subjected to 
strong selection pressure showed reduced additive compo-
nents for these characters. In the literature there is no infor-
mation which could show that cotton had been subjected to 
directional selection pressure in the past, either in the wild 
or cultivated forms, for enhancing salinity tolerance. Thus 
it seems likely that additive variation for increasing salinity 
tolerance may be available to the breeders. The availability of 
greater additive component suggests that selection of plants 
with low Na+, greater K+/Na+ and greater porline accumula-
tion for increasing salinity tolerance in upland cotton.

It has been suggested that magnitude of additive vari-
ance and heritability estimates increases as stress increases 
(Blum, 1988 and Hoffmann and Parsons, 1991). However in 
some other studies, additive variance was suppressed as NaCl 
stress increased e.g. in S. bicolor (Azhar and McNielly, 1988) 
and Z. mays (Khan et al., 2003). Thus the low magnitude of 
additive variance for Na+ and K+/Na+ under increased salinity 
in this study agrees with theses earlier studies, but accumula-
tion of greater proline under 20 dSm-1 was found to increase 
additive variance and hence heritability.
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Since variation in Na+ and K+/Na+ uptake in both the sa-
linities and proline accumulation in increased salinity was 
due to genes acting additively, the estimated h2 appeared to 
be inflated. Falconer and Mackay (1996) had suggested that 
these estimated are subject to environmental variation, and 
therefore must be used with great care for selecting the de-
sired plants in segregating generations. The higher estimate 
of h2 for Na+, K+/Na+ and proline accumulation in both the 
salinities might be due to the expression of genes associated 
with salinity tolerance or a small environmental variation 
(Saranga et al., 1992; Bhatti et al., 2006). It had been argued 
that hidden variation, previously unselected could be uncov-
ered when the material is grown under stress, thus possibly 
increasing the heritability (Bradshaw and Hardwick, 1989). 
Nonetheless the estimates of heritability of Na+, K+ and pro-
line accumulation seem to be encouraging for making direct 
selection for improving NaCl tolerance in upland cotton. 
However further studies are needed to substantiate the pres-
ent information and formulating appropriate breeding strat-
egy for the development of NaCl tolerant material.   

References
Ahmad, L. U., A. S. Mohiuddin, B. Faiz, A. K. Hossain and K. 

R. Islam, 1990. Effects of saline water on seedling emergence 
of some rice cultivars of Bangladesh. Journal of Indian Society 
of Soil Science, 20 (4): 167-172.

Ali, Z., A. S. Khan and M. A. Asad, 2002. Salt tolerance in bread 
wheat: Genetic variation and heritability for growth and ion re-
lation. Asian Journal of Plant Sciences, 1: 420-422.

Ashraf, M. and T. McNeilly, 1988. Variability in salt tolerance 
of nine spring wheat cultivars. Journal of Agronomy and Crop 
Science, 160: 14-21.

Ashraf, M. and S. Ahmad, 2000. Influence of sodium chloride 
on ion accumulation, yield components and fiber characteristics 
in salt tolerance and salt sensitive lines of cotton (Gossypium 
hirsutum L.). Field Crops Research, 66 (2): 115-127.

Azhar, F. M. and T. McNeilly, 1987. Variability for salt tolerance 
in sorghum bicolor (L.) Moench under hydroponic conditions. 
Journal of Agronomy and Crop Science, 159: 269-277.

Azhar, F. M. and T. McNeilly, 1988. The genetic basis of variation 
for salt tolerance in Sorghum bicolor (L.) Moench seedlings. 
Plant Breeding, 101: 114-121. 

Azhar, F. M. and T. McNeilly, 2001a. Variation in response of 
sorghum bicolor (L.) Moench accessions to the effect of NaCl + 
CaCl2 and NaCl salinity. Pakistan Journal of Agricultural Sci-
ence, 38: 25-28.

Azhar, F. M. and T. McNeilly, 2001b. Compartmentation of Na+ 
and Cl- in different parts of Sorghum bicolor (L.) Moench during 
plant development. Pakistan Journal of Botany, 33 (1): 101-107. 

Aziz, I. and M. A. Khan, 2000. Physiological adaptation of Ari-
cennia marina to see water concentrations in the Indus Delta, 
Pakistan. Pakistan Journal of Botany, 32: 151-169.

Aziz, I. and M. A. Khan, 2001. Experimental assessment of salin-
ity tolerance of Ceriops tagal seedlings and sampling from the 
Indus Delta, Pakistan. Aquatic Botany, 70: 259-268. 

Bates, L. S., R. P. Waldren and I. D. Tear, 1973. Rapid determina-
tion of free Pro for water stress studies. Plant Soil, 39: 205-207.

Bhatti, M. A., F. M. Azhar and A. W. Alvi, 2006. Estimation of 
additive, dominance and epistatic components of cotton grown 
in salinized conditions. International Journal of Agriculture 
and Biology, 8 (6): 624-627.

Blum, A., 1988. Plant Breeding for Stress Environment, CRC Press 
Inc., Boca Raton, Florida, USA.

Bradshaw, A. D. and K. Hardwick, 1989. Evolution and stress – 
Genotypic and phenotypic components. Biological Journal of 
the Linnean Society, 37: 137-155. 

Crumpacker, D. W. and R. W. Allard, 1962. A diallel cross anal-
ysis of heading date on wheat. Hilgardia, 32: 275-318.

Eker, S., G. Comertpay, O. Konufikan, A. C. Ulgar, L. Ozaturk 
and S. Cakman, 2006. Effects of salinity stress on dry mat-
ter production and ion accumulation in hybrid maize varieties. 
Turkish Journal of Agriculture and Forestry, 30: 365-373.

Endrizzi, J. E., 1962. The use of telocentric chromosomes in 
linkage mapping in cotton. (Abst.) Texas Journal of Science. 
14:47M28. 1963. Genetic analysis of six primary monosomes 
and one tertiary monosome in Gossypium hirsutum L. Genetics, 
48: 1625-1633.

Falconer, D. S. and T. F. C. Mackay, 1996. Introduction to Quan-
titative Genetics. 3rd Ed., Longman, London, UK.

Gorham, J. E., R. G. McDonnell and W. Jones, 1984. Pinitol 
and other solutes in salt-stressed Sesbania aculeate. Z. Pflan-
zenphysiologe, 114: 173-178.

Goudarzi, M. and H. Pakniyat, 2008. Evaluation of wheat cultivars 
under salinity stress based on some agronomic and physiological 
traits. Journal of Agricultural and Social Sciences, 4: 35-38.

Gouia, H., M. H. Ghorbal and B. Touraine, 1994. Effects of 
NaCl on flows of N and mineral ions and on NO3 reduction rate 
within whole plants of salt sensitive beans and salt tolerance cot-
ton. Plant Physiology, 105: 1409-1418.

Hayman, B. I., 1954a. The theory and analysis of diallel crosses. 
Genetics, 39: 789-809.

Hayman, B. I., 1954b. The analysis of variance of diallel tables. 
Biometrics, 10: 235-244.

Hoagland, D. R. and D. I. Arnon, 1950. The water culture method 
for growing plants without soil. California Agricultural Experi-
mental Station Circular, 347.

Hoffmann, A. A. and P. A. Parson, 1991. Evolutionary Genetics 
and Environmental Stress, Oxford Press, New York.

Hollington, P. A., 1998. Technological breakthroughs in screen-
ing/breeding wheat varieties for salt tolerance. In: National 
Conference on Salinity Management in Agriculture, December 
2-5, 1998, CSSRI, Karnal, India.

Igartua, E., M. P. Glacia and J. M. Lasa, 1995. Field responses 
of grain sorghum to a salinity gradient. Field Crop Research, 
42: 15-25.

Jinks, J. L., 1954. The analysis of continuous variation in a diallel 
cross of Nicotiana rustica (L) varieties. Genetics, 39: 767-788.



G. Nabi, S. Shokat, M. T. Azhar and F. M. Azhar842

Kamal, A., M. S. Qureshi, M. Y. Ashraf and H. Hussain, 2003. 
Salinity induced changes in some growth and physio-chemical 
aspects of two soybeans Glycine max (L.) genotypes. Pakistan 
Journal of Botany, 35 (1): 93-97.

Kaminski, R., 1977. Variability and heritability of morphological 
and physiological characters in potato. Genetics and Polonica, 
18: 115-123.

Kebebew, F. and T. McNeilly, 1996. The genetic basis of variation 
in salt tolerance in pearl millets, Pennisetum americanum (L.) 
Leeke. Journal of Genetics and Breeding, 50: 129-136.

Khan, A. A., S. A. Rao and T. McNeilly, 2003. Assessment of sa-
linity tolerance based upon seedling root growth response func-
tions in maize (Zea mays L.). Euphytica, 131: 81-89.

Kimber, G., 1961. Basis of diploid like meiotic behavior of poly-
ploidy cotton. Nature, 19: 98-100.

Lawrence, M. J., 1984. The genetical analyses of ecological traits. 
In: Evolutionary Ecology, Blackwell Science Pubication, Ox-
ford, London, and Edinburgh, UK, pp. 27-63. 

Maas, E. V., 1986. Salt tolerance of plants. Applied Agricultural 
Research, 1: 12-26.

Mohammadkhani, N. and R. Heidari, 2008. Drought-induced 
accumulation of soluble sugars and proline in two maize variet-
ies. World Applied Science Journal, 3: 448-453.

Mujtaba, S. M., S. Mughal and M. H. Naqvi, 2003. Reclama-
tion of saline soils through biological approaches. Business Re-
corder, June, 2003.

Munns, R., R. A. Hare, R. A. James and G. J. Rebetzke, 2000. 
Genetic variation for improving the salt tolerance of durum 
wheat. Australian Journal of Agricultural Research, 51: 69-74.

Nabi, G., F. M. Azhar, J. Farooq and A. A. Khan, 2011. Respons-
es of Gossypium hirsutum L.varieties lines to NaCl salinity at 
seedling. Cercetări Agronomice în Moldova, 145: 41-48.

Naidu, B. P., L. G. Poleg and G. P. Jones, 1992. Nitrogenous com-
patible solutes in drought stress Medicago spp. Phytochemisty, 
31: 1195-1197.

Noori, S. A. S. and T. McNeilly, 2000. Assessment of variability 
in salt tolerance based on seeding growth in Triticum durum 
Desf. Genetic Resources Crop Evolution, 47: 285-291.

Poehlman, J. M. and D. A. Sleper, 1995. Breeding Field Crops, 4th 
Ed., Lowa State, Univ. Press Aims, USA.

Qureshi, R. H., A. Rashid and N. Ahmad, 1990. A procedure for 
quick screening of wheat cultivars for salt tolerance. In: B. C. 
Loughman (Ed.) Genetic Aspects of Plant Mineral Nutrition, 

Kluwer Academic Publications, Amsterdam, pp. 315-324.
Rao, S. A. and T. McNeilly, 1999. Genetic basis of variation in salt 

tolerance in maize (Zea mays). Euphytica, 108: 145-150.
Rashid, A., R. H. Qureshi, P. A. Hollington and R. G. Wyn 

Jones, 1999. Comparative response of wheat cultivars to salin-
ity. Journal of Agronomy Crop Science, 182: 199-207.

Sadeghi, H., 2011. Use of new barley cultivar to improve salt toler-
ance and yield in cultivated barley (Hordeum vulgare L.). Afri-
can Journal of Agricultural Research, 6 (20): 4778-4784.

Salim, M., 1991. Comparative growth responses and ionic rela-
tions of four cereals during salt stress. Journal of Agronomy and 
Crop Science, 166: 204-209.

Saranga, Y. A., D. Cahaner, A. Zamir, A. Marani and J. Ru-
dich, 1992. Breeding tomatoes for salt tolerance: Inheritance 
of salt tolerance and related traits in interspecific populations. 
Theoretical and Applied Genetics, 84: 390-396.

Shaaban, M. M., M. M. El-Fouly and EI-Zanaty, 2004. Halo-
phytes and foliar fertilization to a useful technique for growing 
processing tomatoes in the saline affected soils. Pakistan Jour-
nal of Biological Sciences, 7 (4): 503-507.

Shereen, A., R. Ansari and A. Q. Soomro, 2001. Salt tolerance in 
soybean (Glycine max L.): Effect on growth and ion relations. 
Pakistan Journal of Botany, 33 (4): 393-402.

Steel, R. G. D, J. H. Torrie and D. A. Discky, 1997. Principles 
and Procedures of Statistics: A Biometrical Approach, 3rd Ed., 
McGraw Hill Book Co., New York, USA.

Tudge, C., 1988. Food Crops for the Future, Basil Black Well Ltd., 
Oxford, UK. 

Turkan, I. and T. Demiral, 2009. Recent developments in under-
standing salinity tolerance. Environmental and Experimental 
Botany, 67: 2-9.

USDA, 1954. Salinity Laboratory Staff U.S.: Diagnosis and im-
provement of saline and alkali soils. U.S. Department of Ag-
riculture, Agricultural Handbook 60, U.S. Govt. Print. Office, 
Washington, DC. 

Yeo, A. R., M. E. Yeo and T. J. Flowers, 1988. Selection of lines 
with high and low sodium transport from within varieties of 
an inbreeding species; rice (Oryza sative L.). New Phytologist, 
110: 13-19.

Yoshiba, Y., T. Kiyosue, K. Nakashima, Y. Yamaguchi-Shino-
zaki and K. Shinozaki, 1997. Regulation of levels of proline as 
an osmolyte in plants under stress. Plant and Cell Physiology, 
38: 1095-1102. 

Received June, 25, 2014; accepted for printing May, 22, 2015




