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Abstract: The genetic linkage map of SSR, constructed by mixed linear model composite interval mapping with b kA
CRI-G6 (Acala 1517 X Dezhou 047) population was used to detect and localize QTLs, including main-effect QTLs, v x5
epistasis QTLs and Q XE interaction effects in order to provide information applicable to cotton MAS (molecular

marker assisted selection breeding). In a separate analysis, 24 major QTLs for yield traits were identified in the b BRALE
three different years. Each stable major QTL was detected for seed yield, lint yield, lint percentage, seed index (JEVS)
and bolls per plant, respectively. Fourteen main-effect QTLs and 20 pairs of additive-additiveepistasis QTLs were y FHEW
detected by joint analysis in three years, among them six main-effect QTLs and seven pairs of additive-additive

epistasis QTLs interacted with environments. These stable main-effect QTLs with a large effect (accounting for ke
over 10% of phenotypic variation), which were scanned in different years and linked closely with markers, can be b ERA
used for MAS in high-yield breeding program. b RESL
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