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Abstract: In this study, the F, mapping population was assembled using the parents of hybrid Lumianyan 15(613 and
R55) to construct a genetic linkage map with SSR markers using JoinMap 3.0 software. The QTLs for fiber quality P E

properties in three F,.; subpopulations were mapped by the composite interval mapping method. A genetic linkage b g

map included 116 SSR loci and 25 linkage groups, covering 892.25 cM and accounting for 20.05% of the cotton genome. b R

The average number of markers per linkage group was 4.64 and the average distance of markers was 7.76 cM. A total

of 19 groups were anchored to the chromosomes based on the results of previous studies. Based on data analyses, 46 } EHR
QTLs were identified in three F,.; subpopulations, including 16 QTLs for fiber length, 7 for fiber strength, 12 for fiber bk

micronaire, 6 for fiber elongation, and 5 for fiber uniformity. Some QTLs were clustered on chromosomes A, 05, A, 08,

5
A, 09, and D,,02. The results revealed that some QTLs could be stably inherited and durable in different environments =
among the three subpopulations. These QTLs can be used for molecular breeding of fiber quality traits in cotton. =
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