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Abstract: The CSB22sh is a substitution line with chromosome 22 short arm substituted for corresponding b W4k
chromosome arm of Pima 3-79 (Gossypium. barbadense L.) in genetic background of TM-1, a genetic standard line of bkl
upland cotton (G. hirsutum L.). A genetic linkage map with 85 SSR marker loci was constructed using an F,, population
derived from a cross between CSN22sh and TM-1. The map covered a total genetic distance of 85.24 cM with the b
average distance of 1.0 cM between two markers, covering approximately 1.8% of the recombination length of the b IREA
cotton genome and about half of chromosome 22. Composite interval mapping was used to identify the quantitative b DR
trait loci (QTLs) in F,.5 and F,., family lines. 28 QTLs for 7 yield-related traits, which lint percent, boll weight, seed

: ) b

index, height, boll number, fruit branch number, the first branch node, were identified. These QTLs explained 3.5%
~44.8% of the phenotypic variance, respectively. There were 17, 8 and 3 QTLs simultaneously significant in one, two
and three environments, respectively. None of QTL was consistently significant in all environments. QTLs affecting
different traits were detected within the same chromosomal regions, suggesting close linkage or pleiotropy of QTLs. The
molecular markers linked closely to the steady QTLs may be used in marker-assisted selection to improve target
agronomic traits.
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