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Salinity is one of the major abiotic constraints for crop management in irrigated as well as rainfed areas 
and results to poor harvests. The yield reduction in salt affected soils can be overcome by soil 
reclamation or by improving salt tolerance in crops. The saline soils can be reclaimed by leaching the 
salt and cultivation of salt tolerance crops. Rice is known as a good reclamation crop. Salt tolerance is 
a complex polygenic trait. Insufficient knowledge about mechanism of its inheritance results to slow 
progress in its introgression into target crops. The role of traditional as well as marker assisted 
breeding approaches has been discussed for introgression of salt tolerance in crops in order to obtain 
better harvests.  
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INTRODUCTION 
 
Salt tolerance is generally a sustained growth of the plant 
in the soil environment impregnated with NaCl or other 
salt combinations. The available three categories of 
alkali, saline and saline-sodic soils are problem soils and 
are generally also termed as salt affected soils. The area 
affected by salinity in the world covers about 400 million 
hectares (Flowers et al., 1977), of which 54 millions are 
found in south and south east Asia (Akbar and 
Ponnamperuma, 1982). The alkali soils contain excess  
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sodium cations on exchange complex and concentrated 
carbonates/bicarbonates of sodium with high pH ranging 
from 8.5 to 10.7 with a high sodium adsorption ratio and 
poor soil structure. These soils are found in semi arid and 
moist climate with more than 550 mm rainfall. Rain water 
and irrigated water log on surface soil. Saline soils 
contain mainly SO4

--
 and Cl

– 
of sodium, calcium, 

magnesium and carbonate of Ca
++

 and Mg
++

 with 
electrical conductivity (EC) >4 dSm

-1
, <15% exchange-

able percentage (ESP) and friable surface in dry 
condition. The pH value of these soils are much lower (< 
8.2) than that of sodic soils. In addition, saline-sodic soil 
have high EC (>4 dSm

-1
), pH (>8.5) and more than 15% 

ESP. Such soils turn compact after irrigation  and  uptake  



 
 
 
 
of nutrient is reduced, resulting to reduced growth of 
plants. Accumulation of some compatible solutes like 
proline has been observed under  salt  stress   conditions 
and has been suggested to be part of the mechanism(s) 
that controls salt tolerance in plants. It has been reported 
that over-production of proline has improved salt 
tolerance in rice, however, its relative importance for 
tolerance and precise protective function during stress re-
quire further investigations (Bohnert and Jensen, 1996). 

The available reviewed data indicated that among the 
technical constraints, abiotic constraints (salinity, drought) 
are more prominent and yield limiting in most of the crops 
than biotic constraints (Dey and Upadhyaya, 1996; 
Hossain, 1995). The problems of salinity has reached 
serious proportions in irrigated rice production in semi-
arid and arid climates (Asch et al.,1997) in general, and 
in the Basmati rice belt (north-western regions of India 
and adjoining regions of Pakistan) in particular and is 
further increasing (Abrol and Sehgal, 1994). Even with 
good water management, seasonal increases in topsoil 
salinity can hardly be avoided (Raes et al., 1995).  

Despite the fact that this large area is either barren or 
with very low productivity, there are only few instances 
where salt tolerant cultivars have been developed. These 
soils are generally found in arid and semiarid climate 
zone with rainfall less than 550 mm. Water through rain 
and irrigation is absorbed soon in these soils. Saline soils 
are usually developed under arid and semi arid climatic 
zones and also not uncommon in water logged soils. 
Other crops generally do not grow in these areas except 
rice, oat, barley, barseem and sugar beet. Among these, 
rice is one of the most suitable crops for saline soils in 
water logged conditions, although, it is usually considered 
to be moderately sensitive to salinity (Akbar et al., 1972; 
Maas and Hoffman, 1977; Mori and Kinositha, 1987).  
 
 
BREEDING APPROACHES FOR CROP 
IMPROVEMENT 
 
The yield reduction in salt soils can be overcome by soil 
reclamation or by improving salt tolerance in target crops. 
Therefore, need for improvement in salt tolerance in rice 
is well understood (Nabors, 1990; Flowers and Yeo, 
1995). Breeding for salt tolerance in crops is difficult and 
very slow due to complexity of this polygenic trait, 
insufficient knowledge about mechanism of inheritance of 
genes controlling the character, low genetic variance, 
conspicuous correlations among tolerance at different 
developmental, physiological stages and lack of efficient 
selection criteria (Akita and Cabuslay, 1988; Yeo et al., 
1990). The crop’s germplasm does have sources for salt 
tolerance trait. The traditionally conserved land races are 
considerably adapted to grow in saline environments. 
Such characteristics perhaps, have evolved during the 
course of evolution to fit in the stress environment for 
survival. For  example,  rice land  races  such  as  Pokka, 
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Nona-Bokra, Damodar, Dasal, Getu, etc are well adapted 
to grow in saline environments (Akbar et al., 1985).  

Traditional breeding  efforts  made  for  introgression  of  
complex traits like salinity tolerance have met with limited 
success and only a few salt-tolerant varieties (<40 
cultivars in different crops) have been developed and 
released for commercial cultivation. Likewise, intro-
gression of desirable traits into Basmati rice (aromatic 
rice with superfine grain/cooking qualities) is difficult by 
conventional breeding methods due to complex nature of 
Basmati rice grain quality traits and salt tolerance, and its 
poor combining ability with the other rice genotypes 
(Singh et al., 2000; Glaszmann,1987). There are so many 
other reasons for slow progress of development of 
efficient salt tolerant varieties. For example, only two salt 
tolerant chickpea varieties WCG-1 (Sadbhawana), WCG-
3 (Vallabh Kallar Chana-1) were developed at SVP 
University of Agriculture and Technology, Meerut, Uttar 
Pradesh and Karnal chana-1 was developed at CSSRI, 
Karnal, Haryana, India in the last decade. In Basmati rice, 
only one salt tolerant variety CSR-30 was developed at 
CSSRI, Karnal, Haryana, India during the same period.  

In the last ten years, a rapid progress has been made 
towards the development of molecular marker 
technologies and their application in linkage mapping, 
molecular dissection of the complex agronomical traits 
and marker assisted breeding (Caetano-Anollós et al., 
1998; Flowers et al., 2000; Jain and Selvaraj, 1997; 
Staub et al., 1996). Application of molecular marker 
technology can greatly enhance the efficiency and 
accuracy of breeding process (Singh, 2009). Molecular 
markers have proven to be useful in both basic and 
applied research such as DNA fingerprinting, varietal 
identification, diversity analysis, phylogenetic analysis, 
and marker assisted breeding and map based cloning of 
genes in rice (McCouch et al., 2001). Different types of 
DNA markers including microsatellite DNA markers 
(simple sequence repeats, SSRs), AFLPs and ISSRs 
have been successfully used for genotype identification, 
diversity analysis and gene/QTL analysis in rice including 
Basmati rice (McCouch et al., 2001; Nagaraju et al., 
2002). DNA markers are of great importance in plant 
breeding, especially for the selection of polygenic traits 
because they have several advantages like no G x E 
effect, no epistatic effect, desired homozygous plants can 
be easily picked up, and greater reliability to distinguish 
the homozygous lines from others at an early stage/ 
generation. Focusing on specific crop and problem, 
transgenic production and/or marker-assisted selection 
approaches may be developed and used to evolve 
stress-tolerant crop varieties. For important crops like 
rice, wheat, brassica, chickpea, etc. a map-based marker 
assisted in situ technology should be developed for 
precision breeding, as well as gene identification through 
molecular hybridization. The molecular techniques should 
be standardized for (i) exploitation of hybrid vigor using 
specific markers; (ii)  search   for  and  use  of  still  unex- 



14696        Afr. J. Biotechnol. 
 
 
 
ploited, trait related gene or gene blocks (QTLs); (iii) 
engineering of required biosynthetic pathways. Marker 
associated gene blocks relating to salt tolerance shall  be 
identified using QTL techniques in landraces and 
progenitor species of crop plants. By development and 
deployment of map-based and marker-assisted techno-
logies for precision breeding for improvement in major 
crops like rice and wheat for the trait, genes/QTLs have 
been mapped for several important agronomical traits 
such as tolerance against abiotic stresses including 
drought and salinity (Flowers et al., 2000; Forster et al., 
2000; Kearsey and Farquhar, 1998; Lilley et al., 1996; 
Zhang et al., 1999). Among the abiotic stresses, 
maximum progress has been made towards the drought 
related traits and there have been only a few studies to 
map QTLs for salinity tolerance (Ali et al., 2000; Flowers 
et al., 2000; Koyama et al., 2001; Lang et al., 2001). 
Molecular markers such as RFLP (Ali et al., 2000; Zhang 
et al., 1995), RAPD (Foolad and Chen, 1998; Xie et al., 
2000) and AFLP (Ali et al., 2000), have been used for 
QTL mapping for salinity tolerance in rice. Recently, a 
new class of PCR based markers, inter simple sequence 
repeat (ISSR) markers, has been widely used to 
determine intra- and inter-genomic diversity (Singh et al., 
2008a, b, 2009), since they reveal variation within unique 
regions of the genome at several loci simultaneously 
(Blair et al.,1999; Zietkiewicz et al., 1994). ISSRs targets 
a subset of simple sequence repeats (SSRs) and 
amplifies the region between two closely spaced and 
oppositely oriented SSRs. Application of molecular 
marker technology can greatly enhance the efficiency 
and accuracy of breeding process. Molecular marker 
technologies have revolutionized the genetic analysis of 
crop plants and its application has been suggested for 
the molecular dissection of complex physiological traits 
such as salt tolerance (Flowers et al., 2000). In several 
crops, comprehensive molecular marker/linkage maps 
with a variety of DNA markers have been developed. 
Most of the maps have been developed using mapping 
populations, which include the recombinant inbred lines 
(RILs), double-haploid lines (DHLs), and backcross/F2/F3 
families (Lang et al., 2001).   

Genes/QTLs have been mapped for several important 
agronomical traits such as yield, quality and tolerance 
against abiotic stresses including drought and salinity 
(Flowers et al., 2000; Forster et al., 2000; Kearsey and 
Farquhar, 1998; Lilley et al., 1996; Zhang et al., 1999). 
Among the abiotic stresses, maximum progress has been 
made towards the drought related traits and there have 
been only a few studies to map QTLs for salinity 
tolerance (Ali et al., 2000; Flowers et al., 2000; Koyama 
et al., 2001; Lang et al., 2001; Xie et al., 2000; Zhang et 
al., 1995). Molecular markers such as RFLP (Ali et al., 
2000; Zhang et al., 1995), RAPD (Foolad and Chen, 
1998; Xie et al., 2000) and AFLP (Ali et al., 2000), have 
been used for QTL mapping for salinity tolerance in rice. 
In all,  it  is  required  (1)  to  construct  the  fine-maps  of  

 
 
 
 
important QTLs like Saltol and validation of candidate 
genes in the QTL region; (2) based on converging 
positional   and   functional   data   (2)   to   find   out   the 
physiological bases of salinity tolerance in different crops 
and (3) for the development of a precision marker-aided 
backcrossing (MAB) system to efficiently transfer the 
Saltol allele into popular varieties of different crops. In 
addition to other applications, genetic diversity is 
generally applied in crop improvement for development of 
synthetic and composite varieties of cross pollinated 
crops and development of hybrid varieties in both cross 
pollinated and self pollinated crops for the exploitation of 
heterosis to get higher levels of production and enhance 
productivity of crops in order to ensure food security to 
the fast growing human population. However, there is no 
evidence to indicate any relationship between molecular 
markers based genetic diversity and heterosis. The 
estimation of molecular marker based genetic diversity is 
accounted for only by base pair sequence, representing a 
very small part of DNA, and thus have no direct 
significant bearing upon expression of agronomical traits/ 
component characters contributing towards the target 
character. On the other hand, estimation of genetic 
diversity is generally based on agronomical characters 
(Mahalanobis, 1936; Singh, 1985). Such agronomical 
traits compulsorily bear plus/minus effects towards target 
character directly or indirectly. Such agronomical traits 
jointly could represent most of the functional genomic 
DNA. Therefore, estimates of diversity based on these 
characters may provide genetically diverse parents which 
in nick combinations may result to significant exploitable 
heterotic effects (Singh, 2010). However, such specific 
combinations involving nick parents may be identified by 
using related molecular markers. Such nick cross 
combinations may well be exploited to obtain heterosis 
for salt tolerance. Thus, molecular marker technologies 
cannot be a substitute of traditional breeding techniques. 

Variations in levels of alkalinity/sodicity are largely 
observed even in small soil patches. Such variations 
enhance the cost of local control and diminish the 
precision of the experiments required to be designed to 
serve the useful purposes in the present context. 
Therefore, designing elegant experiments required 
artificially developed soil plots. Maintenance of such 
artificial soils requires lot of resources, skill and time. 
Sometimes such facilities may go beyond the approach 
of common Indian scientist. The findings developed 
under such artificial conditions when transferred to field 
may sometimes lose their effectiveness and precision as 
was observed in laboratory conditions.  

Participatory breeding (Singh, 2010) and shuttle 
breeding (Mallik et al., 2002) seems to be competent 
technologies to provide broader genetic base to such 
complex characters due to the fact that such genotypes 
are developed, subjecting the segregating populations to 
more actual environments for selection. In these tech-
nologies,  F3  and   more    fixed   selections   made   from  



 
 
 
 
segregating populations will be supplied to different 
selection zones. Yield is a complex character and is 
Heritability of  yield  is  not  significantly  far   from   zero 
(Allard, 1960). Therefore, yield cannot be taken as criteria 
for selection of salt tolerance like characters whose 
expression is drastically retarded and therefore, special 
care is required for synthesis of selection criterion based 
on suitable component characters. However, traditional 
breeding efforts could perhaps be adequately made to 
exploit heterotic effects in order to improve the complex 
traits like salinity tolerance by involving the associated 
traits using the improved criteria. Nicked single cross 
combinations for negative heterotic effects for such 
associated traits, if obtained, could be of value. Such 
cross combinations may possibly be able to express 
consistent salt tolerance and be used for development of 
salt-tolerant varieties of a crop (Singh, 1985). The 
agricultural scientists may feel that traditional methods 
will only be opted to feed the fast growing population at 
least for the next two decades. Therefore, traditional 
technology for crop improvement requires attention for its 
improvement, refinement and revalidation.  

In addition to breeding technology, crop management 
techniques under resource conservation merit special 
considerations. The underneath process of bio-tilling in 
zero-tilling in wheat and direct seeding techniques in 
aerobic rice cultivation, respectively prevents compact-
ness of such problem soils after irrigation. It allows proper 
growth of the crops in problem soils resulting to better 
harvests (Singh, 2010). Participatory plant breeding also 
seems to have potential to make selections in the soils 
having saline patches at the actual sites (Singh, 2010). 
With one more crop management technique, the seed 
priming in wheat and rice promotes utilization of such 
soils by allowing the germination at faster rate before 
such soils turn compact. 
 
 
Conclusion  
 

Excessive salt stress is a major problem in vast areas of 
the world. Salinity in coastal areas fluctuates within the 
year, being high during the dry season because of tidal 
inundation and intrusion from underground water. Salini-
zation also results from mismanagement of water for 
irrigation and drainage and is currently becoming a 
looming problem in inland areas worldwide, steadily 
leading to soil deterioration and eventually forcing poor 
farmers off their lands. About 10 million ha of agricultural 
lands in the world are believed to be lost annually to 
salinization (Pessarakli and Szabolcs, 1999). Such 
problems could be overcome primarily by water and crop 
management including promoting cultivation salt tolerant 
crops. During reproductive development, salt tolerant 
geno-types tend to exclude salt from flag leaves and 
developing panicles (Yeo and Flowers, 1986; Khatun et 
al., 1995). Although, these traits are essentially inde-
pendent, none of the known  salt  tolerant  landraces  had  
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more than a few of them and considerable variation in 
their extent of expression exists among different in their 
extent of expression exists among different genotypes, 
suggesting    the     likelihood    of      identifying     even 
better donors and alleles of useful genes. Pyramiding of 
contributing traits at seedling and reproductive stages is 
needed for developing resilient salt-tolerant cultivars. This 
could help to improve salinity tolerance beyond the 
present phenotypic range if selection is carried out 
independently for individual contributing traits or 
ultimately by tagging major QTLs and genes underlying 
these traits (Ismail et al., 2007).  
 
Note: The paper was presented in Zonal seminar on 
“Physiological and molecular interventions for yield and 
quality improvement in crop plants” held on September 
17-18, 2010 organized by Indian Society for Plant 
Physiology, IARI, New Delhi, India & Centre of 
Excellence in Agriculture Biotechnology, SVP University 
of Agriculture & Technology, Meerut, UP, India. 
 
 
REFERENCES  
 
Abrol IP, Sehgal J (1994). Degraded lands and their rehabilitation in 

India. In: Biswas TD, Narayanswamy G, Yadav JSP, Dev G, Katyal 
JC & Sidhu PS (Eds.), Soil Management for Sustainable Agriculture 
in Dryland Areas, Indian Society of Soil Sci., New Delhi. 16: 107-118. 

Akbar M, Khush GS, Hillerislambers D (1985). Genetics of salt 
tolerance in rice. In: Rice Genet. Proceeding of the Inter. Rice Genet. 
Symposium IRRI Los Baños Laguna Philippines 27-31 May 1985, pp. 
399-409. 

Akbar M, Ponnamperuma FN (1982). Saline soil of South and 
Southeast Asia potential rice lands. In: Riche Strategies for the 
Future. IRRI, Los Banos, Philippines, pp.265-281. 

Akbar M, Yabuno Y, Nakao S (1972). Breeding for saline resistant 
varieties of rice. I. Variability for salt-tolerance among some rice 
varieties. Jpn. J. Breed 22: 277-284. 

Akita S, Cabuslay GS (1988). Physiological basis of differential 
response to salinity in rice cultivars. In: Proc. 3rd Intl. Symp. Genet. 
Aspects Plant Mineral Nutr. 19-24 June, 1988 Braunschweig, 
Germany, p. 37. 

Ali ML, Pathan MS, Zhang J, Bai G, Sarkarung S, Nguyen HT (2000). 
Mapping QTLs for root traits in a recombinant inbred population from 
two indica ecotypes in rice. Theor. Appl. Genet. 101: 756-766. 

Allard RW (1960). Breeding methods of self- pollinated crops. 
In:Principles of Breeding,1st

 
Ed. (John Wiley & Sons, New York.).pp. 

50-99. 
Asch F, Dingkuhn M, Dörffling K (1997). Physiological stresses of 

irrigated rice caused by soil salinity in the Sahel. In: Miezan KM, 
Wopereis MCS, Dingkuhn M, Deckers J & Randolph TF (Eds.), 
Irrigated Rice in the Sahel: Prospects for Sustainable Development, 
pp. 247–273.  

Blair MW, Panaud O, McCouch SR (1999). Inter-simple sequence 
repeats (ISSR) amplification for analysis of microsatellite motif 
frequency and fingerprinting in rice (Oryza sativa L.). Theor. Appl. 
Genet. 98: 780-792. 

Bohnert HJ, Jensen RG (1996). Metabolic engineering for increased 
salt tolerance- the next step. Aust. J. Plant Physiol. 23: 661-667. 

Caetano-Anollós G, Gresshoff PM (1998). DNA Markers: Protocols, 
Applications and Overviews. Wiley-VCH, New York, Weinheim, 
Singapore, Toronto. pp. 112-117. 

Dey MM, Upadhyaya HK (1996). Yield loss due to drought, cold and 
submergence in Asia. In: Evenson RE, Herdt RW & Hossain M 
(Eds.), Rice Res. in Asia: Progress and Priorities, pp. 291-303. CAB 
Inter. IRRI, Manila, Philippines. 

Flowers TJ, Yeo  AR  (1995).  Breeding  for  salinity  resistance  in  crop  



14698        Afr. J. Biotechnol. 
 
 
 

plants: where next? Aust. J. Plant Physiol. 22: 875-884. 
Flowers TJ, Koyama ML, Flowers SA, Sudhakar C, Singh KP Yeo AR 

(2000). QTL: their place in engineering tolerance of rice to salinity. J. 
Exp. Bot. 51: 99-106. 

Flowers TJ, Troke PF, Yeo AR (1977). The mechanism of salt tolerance 
in halophytes. Ann. Rev. Plant Physiol. 28: 89-121. 

Foolad MR, Chen FQ (1998). RAPD markers associated with salt 
tolerance in an interspecific cross of tomato 
(Lycopersiconesculentum L. Pennellii). Plant Cell Rep. 17: 306-312. 

Forster BP, Ellis RP, Thomas WTB, Newton AC, Tuberosa R, This D , 
El-Enein RA, Bahri MH, Ben-Salem M (2000). The development and 
application of molecular markers for abiotic stress tolerance in barley. 
J. Exp. Bot 51:19-27. 

Glaszmann JC (1987). Isozyme and classification of Asian rice 
varieties. Theor. Appl. Genet. 74: 21-30. 

Hossain M (1995). Sustaining food security for fragile environments in 
Asia: achievements, challenges, and implications for rice research. 
In: Fragile Lives in Fragile Ecosystems, Proc International Rice Res 
Conf, 13-17 Feb 1995, p. 2-23, IRRI, Los Banos, Laguna, Philippines. 

Jain RK, Selvaraj G (1997). Molecular genetic improvement of salt 
tolerance in plants. Biotech Annu Rev 3: 245-267. 

Kearsey MJ, Farquhar AGL (1998). QTL analysis in plants; where are 
we now? Heredity, 80: 137-142. 

Koyama ML, Levesley A, Koebner RMD, Flowers TJ, Yeo AR, (2001). 
Quantitative trait loci for component physiological traits determining 
salt tolerance in rice. Plant Physiol 125: 406-422. 

Lang NT, Yanagihara S, Buu BC (2001). QTL analysis of salt tolerance 
in rice (Oryza sativa L.). Sabrao J. Breed Genet. 33: 11-20. 

Lilley JM, Ludlow MM, McCouch SR, O’Toole JC (1996). Locating QTLs 
for osmotic adjustment and dehydration tolerance in rice. J. Exp. Bot. 
47: 1427-1436. 

Maas E V, Hoffman GJ (1977). Crop salt tolerance-Current assessment. 
ASCEJ. Irrig. Drain. Div. 103: 115-34. 

Mahalanobis PC (1936). On the generalized distance in statistics, Proc. 
Natl. Institute Sci. India, 12: 49-55. 

Mallik S, Mandal BK, Sen SN and Sarkarung S (2002). Shuttle-
breeding: An effective tool for rice varietal improvement in rainfed 
lowland ecosystem in eastern India. Curr. Sci. 88(9): 1097-1102. 

McCouch SR, Temnykh S, Lukashova A, Coburn J, DeClerck G, 
Cartinhour S, Harrington S, Thomson M, Septiningsih E, Semon M, 
Moncada P, Li J (2001). In Rice genetics IV (Khush GS, Brar DS, 
Hardy B, Editors), IRRI, Los Ba˜nos, Philippines, pp. 117-135. 

Mori I, Kinoshita T (1987). Salt tolerance in rice callus clones. Rice 
Genet. Newsl. 4: 112-113. 

Nabors MW (1990). Environmental stresses resistance. In: Dix, P J(ed). 
Plant Cell Line Selection. Procedures and Applications. VCH Pub. 
pp.167-186. 

Nagaraju J, Kathirvel M, Kumar RR, Siddiq EA, Hasnain SE (2002). 
Genetic Analysis of traditional and evolved basmati and non basmati 
rice varieties using fluorescence-based ISSR-PCR and SSR markers. 
PNAS, 99 (9): 5836-5841. 

Raes D, Deckers J, Diallo M (1995). Water requirements for salt control 
in rice schemes in the Senegal river delta and valley. Irrig. Drain. 
Syst. 9: 129-141. 

Singh D (1985). Selection of isoresponsive genotypes in toria (Brassica 
campestris L.) based on the pattern of responsive to environmental 
variations: a proposed method. Theor. Appl. Genet. 70: 413-416.  

 

 

 
 
 
 
Singh D (2010). Farmers’ Participatory plant breeding for improvement 

of basmati rice (Oryza sativa L.) Vegetos, 23(1): 145-149. 
Singh (2010). On the use of Mahalanobis’ generalized distanceD2: 

proposed measures to avoid its misleading applications: A correction. 
Vegetos 23(2): 194-200. 

Singh D, Kumar A, Sirohi A, Purohit DR, Dhaliwal HS, Kumar V, Chand 
S (2009). Inter-SSR and SSR based molecular Profiling of basmati 
and non basmati indica rice. Prog. Agric. 9 (2): 192-202. 

Singh D, Sirohi A, Kumar A, Kumar V (2008b). Molecular profiling of 
traditional and evolved varieties of basmati and non basmati Indica 
rice of Asia by using Inter SSR-PCR and SSR- PCR assays. Lead 
Paper Presented in Natl. Symposium on Biotechnol.: Vision 2020, 

Sardar Vallabhbhai Patel University of Agriculture and Technology, 
Meerut, pp. 06-14. 

Singh RK, Singh US, Khush GS (2000). Aromatic Rices Oxford & IBH 
Publishing Co. Pvt. Ltd., New Delhi. pp 1-128. 

Singh D, Kumar A, Sirohi A, Rajpurohit DR, Dhaliwal HS (2008a). Inter-
SSRs and SSRs based Molecular Profiling of Basmati and Non 
Basmati Indica Rice. In: Souvenir and paper for oral presentation 
under Quantitative Trait Category in Inter. major and mini Symposia 
on Am. Society of Plant Biol. Merida, Mexico. pp. 133-134. 

Pessarakli M, Szabolcs I (1999). Soil salinity and sodicity as particular 
plant/crop stress factors. in Pessarakli, M (ed). Handbook of Plant 
and Crop Stress 2ed. Marced Lekkerin, C.E.E.U.U. pp. 1-16. 

Khatun S, Rizzo CA, Flowers TJ (1995). Genotypic variation in the 
effect of salinity on fertility on rice. Plant Soil 173: 239-50. 

Ismail AM, Heuer S, Thomson MJ, Wissuwa M (2007). Genetic and 
genomic approaches to develop rice germplasm for problem soils. 
Plant Mol. Biol. 65: 547-70. 

Staub J E, Serquen FC, Gupta M (1996). Genetic markers, map 
construction and their application in plant breeding. Hort. Sci. 31: 
729-740. 

Xie JH, Zapata-Arias FJ, Shen M, Afza R (2000). Salinity tolerant 
performance and genetic diversity of four rice varieties. Euphytica, 
116: 105-110. 

Zhang J, Nguyen HT, Blum A (1999). Genetic analysis of osmotic 
adjustment in crop plants. J. Exp. Bot. 50: 291-302. 

Zhang J, Nguyen HT, Blum A (1995). Genetic analysis of osmotic 
adjustment in crop plants. J Exp. Bot. 50: 291–302. 

Zietkiewicz E, Rafalski A, Labuda D (1994). Genome fingerprinting by 
simple sequence repeat (SSR)-anchored polymerase chain reaction 
amplification. Genomics, 20: 176-183. 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 
 
 
 
 
 


