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Quantitative Trait Loci on Chromosome 24
in Upland Cotton
Pawan Kumar, Rippy Singh, Edward L. Lubbers, Xinlian Shen, Andrew H. Paterson,
B. Todd Campbell, Donald C. Jones, and Peng W. Chee*

ABSTRACT
A major fiber strength quantitative trait locus
(QTL) has been identified on chromosome 24
in the Chinese germplasm line ‘Suyuan 7235’;
however, the effects of this QTL have not been
tested in different genetic backgrounds. In this
study, we confirmed the effects of this QTL by
crossing Suyuan 7235 with two U.S. germplasm
lines with different fiber strength. This QTL was
consistently expressed over generations and
years in both populations. The Suyuan 7235
allele explained up to 40% of the total phenotypic
variation and accounted for an increase of up
to 22.8 kN m kg –1. The effects on fiber strength
appear to be greater in Suyuan 7235 × ‘Sealand
883’ (Pop-883) than in Suyuan 7235 × ‘Sealand
542’ (Pop-542) despite the Sealand 883 parent
having stronger fiber than the Sealand 542
parent. Deoxyribonucleic acid fingerprinting on
a collection of elite cotton (Gossypium hirsutum
L.) lines indicated that this QTL is not present in
a survey of elite U.S. public germplasm. These
results indicate that this fiber strength QTL
could significantly improve the economic value
of Upland cottons in the United States. The
identification of 27 novel markers tightly linked
in this region adds additional tools to allow this
QTL to be more efficiently deployed in breeding
cultivars with improved fiber strength.
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H

istorically, the United States has produced medium grade
fiber Upland cotton (Gossypium hirsutum L.) primarily for the
consumption of domestic mills. Early in the 21st century, technological advances in spinning technology (Felker, 2001) created
demand for cotton with greater fiber quality than the standards
established for the domestic market. Yet studies have shown that
fiber quality of Upland cotton in the United States has declined after
2000 (Bowman and Gutiérrez, 2003) as the U.S. cotton industry
shifted from a domestic based market to an export oriented market
with nearly two-thirds of the cotton fiber produced in the United
States now sold on the world market (Foreign Agricultural Services,
2011). Because the international textile mills impose a more stringent demand for fiber quality than domestic mills, further improvements in fiber quality are needed in order for U.S. cotton to remain
competitive with other cotton producing countries.
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Among several physical properties that collectively
describe cotton fiber quality, fiber strength is one of the
main quality traits that can greatly influence the yarn
manufacturing process. Stronger fibers can effectively
withstand mechanical impacts of the yarn spinning
process better than weaker fiber (Deussen, 1992; Meredith
et al., 1991); therefore, it can be spun at a greater speed.
In addition, yarn strength is directly influenced by fiber
strength; thus, raw cotton with higher tenacity generally
produces more durable fabrics and also maintains cotton’s
natural qualities after chemical processing of the fabric
(Deussen, 1992; May, 1999).
Classical genetic studies have shown the polygenic
nature of fiber strength (summarized by May, 1999);
therefore, improving fiber strength will involve stacking
multiple favorable alleles into one genetic background.
Although high heritability and additive gene action
make phenotypic selection effective for fiber strength
improvement (May, 1999), the general inverse correlation
between yield and fiber strength hinders simultaneous
improvement of both traits (Culp and Green, 1992;
Culp and Harrell, 1979). As a result, elite high yielding
varieties often have average fiber strength even though
some germplasm accessions display excellent fiber strength
(Bowman and Gutiérrez, 2003).
More than 80 quantitative trait loci (QTL) for fiber
strength have been identified from 17 different QTL
mapping studies (summarized by Chee and Campbell,
2009). The number of QTL that were detected in
each study ranged from one (Zhang et al., 2003) to 21
(Paterson et al., 2003) and explained from 2.4 to 53.8%
of the total phenotypic variation. Therefore, it may now
be possible to stack multiple favorable alleles conferring
improved fiber strength into a single genotype. However,
a majority of the QTL were identified in early generation
interspecific hybrid populations, with the favorable alleles
originating from Gossypium barbadense L. (also known as
Pima, Sea Island, or Egyptian cotton) complicating their
manipulation in Upland cotton genetic backgrounds. An
exception to this is a major QTL for fiber strength located
on chromosome 24 in the germplasm line Suyuan 7235.
This QTL was identified using F2, F2:3, backcross, and
recombinant inbred mapping populations derived from
the cross of line Suyuan 7235 × TM-1 (Shen et al., 2007,
2005, 2006; Zhang et al., 2003). This fiber strength QTL
from Suyuan 7235 may be a good candidate for improving
the fiber strength of the U.S. Upland cotton germplasm.
There are several challenges that need to be addressed
if a breeding program desires to integrate marker-assisted
selection (MAS) to improve fiber quality traits. For example,
it is important to determine if a QTL will produce similar
phenotypic effects in multiple genetic backgrounds and/or
environments. Although previous studies have shown that
the fiber strength QTL in Suyuan 7235 can be detected
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over different generations and in different environments
in China, this QTL has only been tested in the TM-1
genetic background (Chen et al., 2009; Guo et al., 2003;
Shen et al., 2007, 2005, 2006; Zhang et al., 2003). It has
been shown in rice (Oryza sativa L.) (Liao et al., 2001;
Steele et al., 2006), maize (Zea mays L.) (Li et al., 2009),
tomato (Solanum lycopersicum L.) (Lecomte et al., 2004), and
cotton (Chee et al., 2005a, b) that QTL detected in genetic
populations chosen to maximize phenotypic differences
may be less effective in other genetic backgrounds due to
interaction with other loci or epistasis (Holland, 2007).
The objectives of this study are to validate the presence of a
QTL for fiber strength on chromosome 24 of Suyuan 7235
and to determine the efficacy of this QTL in two cotton
cultivars with different fiber strength.

MATERIALS AND METHODS
Population Development and Phenotyping
Two genetic populations were developed by crossing Suyuan
7235 to Sealand 542 (PI 528730) and Sealand 883 (PI 528875),
designated as Pop-542 and Pop-883, respectively. The germplasm line Suyuan 7235 (designated from here on as S-7235) was
released by the Institute of Industrial Crops, Jangsu Academy
of Agricultural Sciences, China, because it possessed superior
fiber strength (Qian et al., 1992). Suyuan 7235 was developed by
crossing Gossypium anomalum Wawra with G. hirsutum and then
backcrossing the progeny to the G. hirsutum cultivar Acala 3080
(PI 529543) (Qian et al., 1992). The cultivars Sealand 542 and
Sealand 883 (designated from here on as SL-542 and SL-883,
respectively) were developed at the Pee Dee experiment station,
Florence, SC, and were selected as parents in this study because
they are genetically similar but have different fiber strength (Fig.
1). The Sealand cultivars were developed by crossing the Upland
cotton line ‘Coker Wilds’ with the Sea Island cotton (G. barbadense) ‘Bleak Hall’ (PI 608115) followed by backcrossing to
Coker Wilds (Bowman et al., 2006; Culp and Harrell, 1974).
The F1 hybrids for Pop-542 and Pop-883 were grown in the
greenhouse and F2 seeds were collected from a single F1 plant for
each cross combination. The F2 populations, Pop-542 and Pop883, comprising 175 individuals each, were planted at the William Gibbs Farm, in Tifton, GA, in the summer of 2005. Seed
cotton from the individual F2 plants was hand picked, ginned on
a table-top saw gin, and tested for fiber quality. In 2006, F2:3 families along with the three parents were planted as progeny rows in
a CRD with two replications in Tifton, GA. All 175 F2:3 families
were advanced to the F2:4 generation in 2007 when they were
again planted together with the three parents in a CRD with
two replications in Tifton, GA. The plots were single row plots,
9 m by 1 m, planted at four seeds per row foot in early May and
harvested in early October. Standard production practices were
followed in each test. A sample of 25 bolls was harvested from
each F2:3 and F2:4 progeny row, ginned on a table-top saw gin,
and tested for fiber quality. Fiber strength was measured using
the high volume instruments at the Cotton Incorporated Textile
Services Laboratory. High volume instrument measures of fiber
strength are reported as kilonewton meter per kilogram (kN m
kg–1), where one newton equals 9.81 kg-force.
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Figure 1. Distribution of ﬁber strength in F2, F2:3, and F2:4 generations of Suyuan 7235 (S-7235) × Sealand 542 (SL-542) (Pop-542) and
Suyuan 7235 × Sealand 883 (SL-883) (Pop-883).

Molecular Marker Analysis
Genomic DNA from each of the F2 plants and parents was
extracted following an established procedure (Paterson et al.,
1993). Quantity and quality of extracted DNA was checked on
a 0.8% agarose gel before diluting for polymerase chain reaction (PCR) amplification. Sequences of simple sequence repeat
(SSR) primers were downloaded from the Cotton Marker Database (Blenda et al., 2006) and were commercially synthesized by
Operon (Eurofins MWG Operon). A total of 68 SSR markers
mapping to either chromosome 24 or its homeolog chromosome 8 were selected from the genetic maps available at Cotton Marker Database (Blenda et al., 2006). Polymerase chain
reaction amplification was performed as described (Chee et al.,
2004) and the PCR products were electrophoretically separated
using 10% nondenaturing polyacrylamide gel electrophoresis.
The DNA fragments were visualized by staining with silver
CROP SCIENCE, VOL. 52, MAY– JUNE 2012

nitrate (Zhang et al., 2002). The SSR primer pairs were first
screened for polymorphism between the parents and then the
polymorphic primers were tested on the mapping populations.

Data Analysis
The phenotypic distribution of fiber strength in both mapping populations was calculated with SAS version 9.1 (SAS
Institute, 1989). Linkage maps of both populations were constructed using Mapmaker EXP (Lander et al., 1987) software.
Logarithms of odds (LOD) score of 5.0 and maximum recombination fraction of 30 cM were set as grouping thresholds.
Recombination units were converted into genetic distances by
using the Kosambi mapping function (Kosambi, 1944). Detection of QTL and estimation of genetic parameters were performed with composite interval mapping (CIM) function of
the software WinQTL Cartographer version 2.5 (Wang et al.,
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2005). The phenotypic data from the F2, F2:3, and F2:4 generations in each population were analyzed separately. However,
since the error mean squares for fiber strength from the F2:3 and
F2:4 were homogeneous in the Pop-883 dataset (Levene, 1960),
marker-trait association was also analyzed using the pooled data
in this population. One thousand permutations at the 0.05 significance level was used to calculate the appropriate likelihood
ratio threshold values for each phenotypic dataset. Forward
regression with a walk speed of 0.5 cM was used for scanning
the region for QTL.

RESULTS
Population Biometrical Parameters
The three parents had significantly different fiber
strength in 2006 and 2007 (Fig. 1). Suyuan 7235 had
a mean fiber strength of 363.8 kN m kg –1 in 2006 and
350.1 kN m kg –1 in 2007. Among the Sealand parents,
SL-883 had higher mean fiber strength of 301.1 and
324.6 kN m kg –1 in 2006 and 2007, respectively, than
SL-542, which had fiber strength of 271.5 kN m kg –1 in
2006 and 277.5 kN m kg –1 in 2007. The fiber strength
of both Pop-542 and Pop-883 populations were normally distributed in F2 , F2:3, and F2:4 generations (Fig.
1). In both populations, transgressive segregation was
observed in all generations; however, a greater number
of transgressive segregants were detected in Pop-883.
The range of phenotypes and population means differed
among populations, with Pop-883 displaying a higher
population mean in all generations (Fig. 1).

Conﬁrmation of Fiber Strength Quantitative
Trait Locus on Chromosome 24
Fifty-two of the 68 SSR markers were polymorphic
between S-7235 and the Sealand parents and were genotyped on both F2 populations. We were able to establish
linkage for 49 loci in Pop-542 and 50 loci in Pop-883.
The SSR marker NAU3954 was polymorphic only in
Pop-883 and therefore mapped only in this population.
In both F2 populations, with the exception of markers
BNL3860 and NAU1369, all loci were mapped to a single
linkage group at a LOD score of 7.0. The two unlinked
markers were not included in further analysis. The linkage
map of Pop-542 had an overall length of 8.7 cM with an
average distance between markers of 0.18 cM. Similarly,
the genetic linkage map of Pop-883 covered a distance of
11.0 cM with an average distance between markers of 0.22
cM. The maps developed from the two populations were
nearly identical. However, the map order was not resolved
for a number of markers due to the population size of only
175 individuals. Therefore, the two maps were compared
to prior published maps (Chen et al., 2009; Shen et al.,
2007) and a consensus map was developed using individuals from both populations (Fig. 2). In comparison to the
complete linkage maps of chromosome 24 available at the
Cotton Marker Database (Blenda et al., 2006), the most
probable localization of this region is on the second quartile of chromosome 24, covering approximately 11 cM or
9.8% of the total recombinational length of the chromosome (Guo et al., 2007).

Figure 2. Consensus genetic linkage map of chromosome 24 with logarithms of odds (LOD) score proﬁle for ﬁber strength in Suyuan 7235
× Sealand 542 (Pop-542) and Suyuan 7235 × Sealand 883 (Pop-883). Arrows indicate the likely peak of putative quantitative trait loci.
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Table 1. Biometrical parameters of quantitative trait loci (QTL)
for ﬁber strength on chromosome 24.
Population
Pop-542
(Suyuan 7235 ×
Sealand 542)

Pop-883
(Suyuan 7235 ×
Sealand 883)

Combined
across
generations
†

Generation
(year)
LOD† Additive Dominance

R2

F2 (2005)

12.5

19.02

–1.34

22.0

F2:3 (2006)

15.0

10.63

–2.89

24.9

F2:4 (2007)

15.1

9.35

1.37

18.2

F2 (2005)

14.1

22.82

–1.24

30.9

F2:3 (2006)

15.3

11.97

–2.58

40.1

F2:4 (2007)

17.4

11.99

–3.32

36.3

F2:3 and F2:4

16.6

11.17

–3.39

44.5

LOD, logarithms of odds.

Composite interval mapping detected a major fiber
strength QTL between markers BNL2961 and BNL3145
(LOD > 12.5) in both populations (Fig. 2). The percent of
phenotypic variance explained by this QTL differed across
populations and between generations within a population,
ranging from 18.2 to 22.0% in Pop-542 and from 30.9
to 40.1% in Pop-883 (Table 1). In Pop-883, association
analysis performed on the pooled dataset across F2:3 and
F2:4 generations detected this QTL at a higher LOD of 16.6
explaining 44.5% phenotypic variance. In all generations
of both populations, the allele from S-7235 conferred
positive additive effects, increasing fiber strength from 9.4
to 19.0 kN m kg–1 in Pop-542 and from 12.0 to 22.8 kN

m kg–1 in Pop-883 (Table 1). It is interesting to note that
while the efficacy of each QTL appears to be consistent
across generations, the effects on fiber strength appear to
be greater in Pop-883 than in Pop-542 despite the SL-883
parent having stronger fiber than the SL-542 parent.
Based on all the markers mapped within the BNL2621
and BNL3145 region, which flanked the fiber strength
QTL, we identified 20 lines homozygous for the S-7235
allele, 74 lines heterozygous, and 31 homozygous for the
SL-542 allele in Pop-542 and 17 lines homozygous for the
S-7235 allele, 79 lines heterozygous, and 30 homozygous
for the SL-883 allele in Pop-883. Figure 3 shows the
mean fiber strength of the three genotypic classes. In both
populations, a significant difference in fiber strength (LSD
at p < 0.05) was observed between the three genotypic
classes. In population Pop-542, the difference in mean
fiber strength between the two homozygous genotypic
classes ranged from 18.3 to 36.3 kN m kg–1. Again, the
difference in mean fiber strength was consistently larger
in Pop-883, ranging from 22.0 to 43.0 kN m kg–1.
These results strongly support the QTL analysis that the
substitution of an S-7235 allele in this QTL region will
result in significant improvement in fiber strength.

DISCUSSION
Previous QTL mapping studies have reported the presence
of a major QTL for fiber strength on chromosome 24 (previously referred as LGD03) in the high fiber strength germplasm line S-7235 (Guo et al., 2003; Shen et al., 2007, 2005;
Yuan et al., 2001; Zhang et al., 2003). In the present study,
we confirmed the association of chromosome 24 with fiber
strength in the germplasm line S-7235. In both mapping

Figure 3. Mean ﬁber strength of different genotypic classes over three generations of Suyuan 7235 (S-7235) × Sealand 542 (SL-542)
(Pop-542) and Suyuan 7235 × Sealand 883 (SL-883) (Pop-883). Error bars are standard error of the means. †Difference in ﬁber strength
(kN m kg –1) between the homozygous genotypic classes.
CROP SCIENCE, VOL. 52, MAY– JUNE 2012
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populations, the markers associated with fiber strength
indicated that the QTL we identified was the same locus
as previously reported by Shen et al. (2007). By utilizing
three overlapping recombinant inbred lines developed from
the same S-7235 × TM-1 cross, Chen et al. (2009) showed
that this fiber strength QTL region may harbor as many
as five distinct QTL clustered within a 14 cM region. A
close examination of our association analysis revealed three
subregions separated by “dips” of more than 2 LOD value
from the likelihood peaks in both populations (Fig. 2), suggesting the presence of more than one QTL within this
interval of chromosome 24 (Lynch and Walsh, 1998). We
note that the populations studied here are too few and too
small to provide the genetic resolution necessary to rigorously test for multiple QTL in such a small genetic interval.
However, the current data lend credence to prior results
that this region of chromosome 24 may contain more than
one QTL for fiber strength (Chen et al., 2009).
Numerous studies have shown interactions between
QTL and genetic backgrounds and suggested the need to
test the efficacy of a QTL in multiple genetic backgrounds
before its utilization in MAS (Lecomte et al., 2004; Li et
al., 2009; Sebolt et al., 2000). For example, Lecomte et al.
(2004) introgressed five QTL controlling fruit quality into
three tomato lines and found that the breeding efficiency
of each QTL varied according to the recipient parent.
Sebolt et al. (2000) introgressed a QTL conferring high
seed protein concentration into three soybean [Glycine max
(L.) Merr.] lines with varying levels of protein content
and detected the effects in only two of the three genetic
backgrounds; the effect of this QTL was not detected in
the line having the highest seed protein concentration.
In this study, we selected SL-883 and SL-542 as parents
because they are genetically distinct from TM-1, the sole
genetic background in which this fiber strength QTL has
been tested (Guo et al., 2003; Shen et al., 2007, 2005; Yuan
et al., 2001; Zhang et al., 2003). In addition, SL-883 and
SL-542 differ significantly in fiber strength, which indicates
that they contain different sets of alleles for this phenotype,
offering the opportunity to validate both the efficacy and
marker association of the chromosome 24 region from
S-7235 with fiber strength. Both SL-883 and SL-542
cultivars were marketed commercially as extra-long staple
Upland varieties in late 1940s (Culp and Harrell, 1974).
Sealand 542 was more widely planted due to higher yield
potential, with approximately 1000 acres grown in South
Carolina, Georgia, and Florida in 1948 (Jenkins, 1948).
In an earlier study, Shen et al. (2007) indicated that
the genetic effects of this QTL in TM-1 background
improved fiber strength by 6.1 to 12.2 kN m kg–1. Using
recombinant inbred lines derived from the same TM-1
genetic background, Chen et al. (2009) later reported
that they observed a similar effect for this QTL region,
accounting for an additive increase in fiber strength from
1120

7.4 to 13.6 kN m kg–1. Our results indicated that the effects
of this QTL region in both the SL-883 and SL-542 cross
combinations were similar to that observed in the TM-1
background as reported by Shen et al. (2007) and Chen
et al. (2009). However, the efficacy of this QTL region
appears to be slightly greater in Pop-883 than in Pop-542
in all tested generations despite the SL-883 parent having
stronger fiber than the SL-542 parent. For example, the
genetic effects based on replicated data in the F2:3 and F2:4
generations indicated that the S-7235 alleles increased fiber
strength by 9.4 to 10.6 kN m kg–1 in Pop-542 compared
to 12.0 kN m kg–1 in Pop-883 (Table 1). Furthermore,
the mean fiber strength for progenies homozygous for the
S-7235 alleles at the QTL region ranged from 18.3 to 36.3
kN m kg–1 in Pop-542, but the range was relatively higher
from 22.0 to 43.0 kN m kg–1 in Pop-883 (Fig. 3). Because
the differences we observed in the two genetic backgrounds
were small, further evaluation of the QTL region is needed
to confirm the interactions with genetic backgrounds.
The potential value of this QTL region for improving
U.S. Upland cotton is significant because cotton fiber with
strength above 304.0 kN m kg–1 receives a premium price
(AMS, 2011), but Upland cotton fiber produced in the United
States seldom exceeds this threshold. For example, none of the
high yielding varieties from the 2009 statewide multilocation
cotton varietal trials in Georgia (Day, et al., 2009) or Texas
(Hague et al., 2009), the two top cotton producing states in
the United States, had fiber strength higher than 294.0 kN m
kg–1. Introgression of this QTL cluster into a suitable Upland
cotton genetic background could potentially improve fiber
strength by up to 20.0 kN m kg–1 when present in a suitable
background and therefore may result in an improved cultivar
with sufficient fiber strength to receive a premium price in
both domestic and international markets.
The possibility that this region of chromosome 24
from S-7235 may harbor multiple QTL for fiber strength
suggests that the most feasible approach for marker assisted
backcrossing would be to introgress the QTL region as a
single unit. The mapping of 27 additional markers in this
QTL region, expanding it from 35 loci (Chen et al., 2009;
Shen et al., 2007) to a total of 50 loci, has provided new SSRs
for tagging this QTL region. Our data suggests that BNL2621
and BNL3145 are the best candidate flanking markers within
this interval to facilitate foreground selection for this QTL
region as a single unit. While linkage drag is always a concern
given that this QTL region is quite large, it does not affect
other important fiber quality traits such as length, elongation,
and micronaire (data not shown). Therefore, the use of this
QTL region for improving fiber strength is not expected to
penalize other components of fiber quality.
To further evaluate the utility of this QTL region
for improving the U.S. cotton germplasm, we tested 10
markers within the BNL2621 and BNL3145 flanking
region on a panel of elite germplasm lines that were
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Figure 4. Polymorphism analysis of marker BNL2961 on a panel of elite cultivars and germplasm lines. Individuals from AU3111 through
PD05035 are entries from 2010 Regional Breeders Testing Network tests planted in Tifton, GA. †Recently released cultivars.

submitted to the 2010 Regional Breeders Testing
Network (RBTN, 2009). These lines represent the most
elite breeding materials in the U.S. public cotton breeding
programs and include five recently released cultivars (Fig.
4). The result shows that the alleles linking the fiber
strength QTL from S-7235 are absent in all the lines in
the test panel. Therefore, the markers could be employed
for MAS in segregating populations involving S-7235 and
any of the elite germplasm lines tested.
Acknowledgments
We thank Jennifer McCurdy for technical assistance and Cotton
Incorporated Fiber Testing Laboratory for providing the high
volume instrument data and gratefully acknowledge the partial
fi nancial support from the UGA-Research Foundation, Georgia
Cotton Commission and Cotton Incorporated.

References
Agricultural Marketing Service (AMS). 2011. Cotton price
statistics 2010–2011. Annual report. USDA, AMS, Cotton
and Tobacco Programs, Memphis, TN. http://www.ams.
usda.gov/mnreports/cnaacps.pdf (accessed 31 Aug. 2011).
Blenda, A., J. Scheffler, B. Scheffler, M. Palmer, J.M. Lacape, J.Z.
Yu, C. Jesudurai, S. Jung, S. Muthukumar, P. Yellambalase, S.
Ficklin, M. Staton, R. Eshelman, M. Ulloa, S. Saha, B. Burr,
S.L. Liu, T.Z. Zhang, D.Q. Fang, A. Pepper, S. Kumpatla, J.
Jacobs, J. Tomkins, R. Cantrell, and D. Main. 2006. CMD: A
cotton microsatellite database resource for Gossypium genomics.
BMC Genomics 7:132. doi:10.1186/1471-2164-7-132
Bowman, D., and O. Gutiérrez. 2003. Sources of fiber strength in
the US upland cotton crop from 1980 to 2000. J. Cotton Sci.
7:164–169.
Bowman, D.T., O.A. Gutierrez, R.G. Percy, D.S. Calhoun,
and O.L. May. 2006. Pedigrees of upland and pima cotton
cultivars released between 1970 and 2005. Bull. 1017. Miss.
Agric. and For. Exp. Stn., Mississippi State.

CROP SCIENCE, VOL. 52, MAY– JUNE 2012

Chee, P., and B. Campbell. 2009. Bridging classical and molecular
genetics of cotton fiber quality and development. In: A.H.
Paterson, editor, Genetics and genomics of cotton. Springer,
New York. p. 283–311.
Chee, P., X. Draye, C.X. Jiang, L. Decanini, T.A. Delmonte, R.
Bredhauer, C.W. Smith, and A.H. Paterson. 2005a. Molecular
dissection of interspecific variation between Gossypium
hirsutum and Gossypium barbadense (cotton) by a backcross-self
approach: I. Fiber elongation. Theor. Appl. Genet. 111:757–
763. doi:10.1007/s00122-005-2063-z
Chee, P.W., X. Draye, C.X. Jiang, L. Decanini, T.A. Delmonte, R.
Bredhauer, C.W. Smith, and A.H. Paterson. 2005b. Molecular
dissection of phenotypic variation between Gossypium
hirsutum and Gossypium barbadense (cotton) by a backcross-self
approach: III. Fiber length. Theor. Appl. Genet. 111:772–781.
doi:10.1007/s00122-005-2062-0
Chee, P.W., J. Rong, D. Williams-Coplin, S.R. Schulze, and
A.H. Paterson. 2004. EST derived PCR-based markers for
functional gene homologues in cotton. Genome 47:449–462.
doi:10.1139/g04-002
Chen, H., N. Qian, W.Z. Guo, Q.P. Song, B.C. Li, F.J. Deng,
C.G. Dong, and T.Z. Zhang. 2009. Using three overlapped
RILs to dissect genetically clustered QTL for fiber strength
on Chro.D8 in Upland cotton. Theor. Appl. Genet. 119:605–
612. doi:10.1007/s00122-009-1070-x
Culp, T.W., and C.C. Green. 1992. Performance of obsolete and
current cultivars and Pee Dee germplasm lines of cotton.
Crop Sci. 32:35–41. doi:10.2135/cropsci1992.0011183X0032
00010008x
Culp, T., and D. Harrell. 1974. Breeding quality cotton at the
Pee Dee experiment station, Florence, SC. USDA Res. Pub.
ARS-S 30:1–12.
Culp, T.W., and D.C. Harrell. 1979. Registration of five germplasm
lines of cotton (Reg. No. GP44 to GP48). Crop Sci. 19:751–752.
Day, J.L., A.E. Coy, S.S. LaHue, L.G. Thompson, and J.D. Gassett.
2009. Peanut, cotton and tobacco performance tests. University
of Georgia College of Agricultural and Environmental
Sciences, Athens, GA. http://www.swvt.uga.edu/2009/pct09/
AP104-CottonLMV.pdf (accessed 8 Oct. 2010).

WWW.CROPS.ORG

1121

Deussen, H. 1992. Improved cotton fiber properties: The
textile industry’s key to success in global competition.
In: Proceedings from Cotton Fiber Cellulose: Structure,
Function and Utilization Conference, Savannah, GA. 28–31
Oct. 1992. National Cotton Council of America, Memphis,
TN. p. 43–63.
Felker, G.S. 2001. Fiber quality and new spinning technologies.
In: P. Dugger and D. Richter, editors, 2001 Beltwide Cotton
Conferences, Anaheim, CA. 9–13 Jan. 2001. National Cotton
Council of America, Memphis, TN. p. 5–7.
Foreign Agricultural Services. 2011. Cotton: World market and
trade. USDA, Washington, DC. http://www.fas.usda.gov/
cotton/circular/2011/Aug/cotton.pdf (accessed 31 Aug. 2011).
Guo, W., C. Wang, X. Niu, B. Shi, K. Lu, K. Wang, C. Cai,
X. Song, and Z. Han. 2007. A microsatellite-based, generich linkage map reveals genome structure, function and
evolution in Gossypium. Genetics 176:527–541. doi:10.1534/
genetics.107.070375
Guo, W.Z., T.Z. Zhang, X.L. Shen, J.Z. Yu, and R.J. Kohel.
2003. Development of SCAR marker linked to a major QTL
for high fiber strength and its usage in molecular-marker
assisted selection in upland cotton. Crop Sci. 43:2252–2256.
doi:10.2135/cropsci2003.2252
Hague, S., W. Smith, D. Deno, N. Brown, D. Jones, C. Jones, and
K. Schaefer. 2009. Cotton cultivar tests for 2009 in Central and
South Texas. Texas A&M University, College Station, TX.
http://cottonimprovementlab.tamu.edu/cvt/2009/09%20
Cotton%20Variety%20Trials%20for%20Central%20and%20
South%20Texas%20fi nal.pdf (accessed 8 Oct. 2010).
Holland, J. 2007. Genetic architecture of complex traits in
plants. Curr. Opin. Plant Biol. 10:156–161. doi:10.1016/j.
pbi.2007.01.003
Jenkins, J.G. 1948. Sea Island cotton breeding. 28th Ann. Rep.
Georgia Coastal Plains Exp Stn Bull 16:1.
Kosambi, D. 1944. The estimation of map distances from
recombination
values.
Ann.
Eugen.
12:172–175.
doi:10.1111/j.1469-1809.1943.tb02321.x
Lander, E., P. Green, J. Abrahamson, A. Barlow, M. Daly, S.
Lincoln, and L. Newburg. 1987. MAPMAKER: An interactive
computer package for constructing primary genetic linkage
maps of experimental and natural populations. Genomics
1:174. doi:10.1016/0888-7543(87)90010-3
Lecomte, L., P. Duffe, M. Buret, B. Servin, and M. Causse. 2004.
Marker-assisted introgression of five QTLs controlling fruit
quality traits into three tomato lines revealed interactions
between QTLs and genetic backgrounds. Theor. Appl. Genet.
109:658–668. doi:10.1007/s00122-004-1674-0
Levene, H. 1960. Robust tests for equality of variances,
contributions to probability and statistics. Stanford Univ.
Press, Palo Alto, CA. p. 278–292.
Li, Y., X. Li, J. Li, J. Fu, Y. Wang, and M. Wei. 2009. Dent corn
genetic background influences QTL detection for grain yield
and yield components in high-oil maize. Euphytica 169:273–
284. doi:10.1007/s10681-009-9966-8
Liao, C., P. Wu, B. Hu, and K. Yi. 2001. Effects of genetic
background and environment on QTLs and epistasis for
rice (Oryza sativa L.) panicle number. Theor. Appl. Genet.
103:104–111. doi:10.1007/s001220000528
Lynch, M., and B. Walsh. 1998. Genetics and analysis of quantitative
traits. Sinauer Associates Inc., Stamford, CT.

1122

May, O. 1999. Genetic variation in fiber quality. In: A.S. Basra,
editor, Cotton fibers: Developmental biology, quality
improvement, and textile processing. Food Products Press,
New York. p. 183–229.
Meredith, W., T. Culp, K. Robert, G. Ruppenicker, W.
Anthony, and J. Williford. 1991. Determining future
cotton variety fiber quality objectives. Text. Res. J. 61:715.
doi:10.1177/004051759106101203
Paterson, A.H., C.L. Brubaker, and J.F. Wendel. 1993. A rapid
method for extraction of cotton (Gossypium spp.) genomic
DNA suitable for RFLP or PCR analysis. Plant Mol. Biol.
Rep. 11:122–127. doi:10.1007/BF02670470
Paterson, A.H., Y. Saranga, M. Menz, C.X. Jiang, and R.J. Wright.
2003. QTL analysis of genotype × environment interactions
affecting cotton fiber quality. Theor. Appl. Genet. 106:384–396.
Qian, S., J. Huang, Y. Peng, B. Zhou, M. Ying, D. Shen, G. Liu,
T. Hu, Y. Xu, and L. Gu. 1992. Studies on the hybrid of G.
hirsutum L. and G. anomalum Wawr. & Peyr. and application in
breeding. Sci. Agric. Sinica 25:44–51.
Regional Breeders Testing Network (RBTN). 2009. Multienvironment cotton trials. Mississippi State University,
Mississippi State, MS. http://www2.msstate.edu/~tpw6/
current/home.html (accessed 8 Oct. 2010).
SAS Institute. 1989. STAT user’s guide. SAS Institute Inc., Cary, NC.
Sebolt, A., R. Shoemaker, and B. Diers. 2000. Analysis of a
quantitative trait locus allele from wild soybean that increases
seed protein concentration in soybean. Crop Sci. 40:1438–
1444. doi:10.2135/cropsci2000.4051438x
Shen, X.L., W.Z. Guo, Q.X. Lu, X.F. Zhu, Y.L. Yuan, and T.Z.
Zhang. 2007. Genetic mapping of quantitative trait loci for
fiber quality and yield trait by RIL approach in Upland cotton.
Euphytica 155:371–380. doi:10.1007/s10681-006-9338-6
Shen, X.L., W.Z. Guo, X.F. Zhu, Y.L. Yuan, J.Z. Yu, R.J. Kohel,
and T.Z. Zhang. 2005. Molecular mapping of QTLs for fiber
qualities in three diverse lines in Upland cotton using SSR
markers. Mol. Breed. 15:169–181. doi:10.1007/s11032-0044731-0
Shen, X.L., T.Z. Zhang, W.Z. Guo, X.F. Zhu, and X.Y. Zhang.
2006. Mapping fiber and yield QTLs with main, epistatic, and
QTL × environment interaction effects in recombinant inbred
lines of upland cotton. Crop Sci. 46:61–66. doi:10.2135/
cropsci2005.0056
Steele, K., A. Price, H. Shashidhar, and J. Witcombe. 2006.
Marker-assisted selection to introgress rice QTLs controlling
root traits into an Indian upland rice variety. Theor. Appl.
Genet. 112:208–221. doi:10.1007/s00122-005-0110-4
Wang, S., C. Basten, and Z. Zeng. 2005. Windows QTL
cartographer 2.5. Department of Statistics, North Carolina
State University, Raleigh, NC.
Yuan, Y., T. Zhang, W. Guo, X. Shen, J. Yu, and R. Kohel. 2001.
Molecular tagging and mapping of QTLs for super quality
fiber properties in upland cotton. Acta Genet. Scinica 28:1–11.
Zhang, J., W. Guo, and T. Zhang. 2002. Molecular linkage map
of allotetraploid cotton (Gossypium hirsutum L. × Gossypium
barbadense L.) with a haploid population. Theor. Appl. Genet.
105:1166–1174. doi:10.1007/s00122-002-1100-4
Zhang, T.Z., Y.L. Yuan, J. Yu, W.Z. Guo, and R.J. Kohel. 2003.
Molecular tagging of a major QTL for fiber strength in
Upland cotton and its marker-assisted selection. Theor. Appl.
Genet. 106:262–268.

WWW.CROPS.ORG

CROP SCIENCE, VOL. 52, MAY– JUNE 2012

