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Eating quality can be determined through quantitative trait loci (QTL) which are
major factors to be considered in vegetable soybean improvement. Selection of these desirable
traits depend on consumed time and expense. Marker-assisted selection (MAS) can reduce time,
expense and increase efficiency for selection. Objectives of this study were to investigate the
inheritance and identify simple sequence repeat (SSR) markers associated with quantitative trait
loci (QTL) for seed quality and some agricultural traits in recombiﬁant inbred lines (RILs)
derived from a cross between the vegetable soybean cultivar ‘AGS292” and ‘Nakhon Sawan 1’
(NS1). Parents and 136 RILs were grown in two seasons. Experiments were conducted on
randomized complete block design with two replications. Results revealed that the narrow-sense
heritability combined over two environments of tota14soluble solids (TSS) content of green seed,
100 fresh seed weight (FSW), 100 dry seed weight (DSW), 30 fresh pod weight (FPW), pod
thickness (PT), pod width (PW), pod length (PL), days to flowering (DTF) and days to harvest
(DTH) were 43.3, 26.7, 51.4, 22.1, 41.5, 65.4, 58.0, 39.4 and 25.5 % respectively. A total of 332
SSR markers on 20 molecular linkage groups (MLGs) were analyzed to identify polymorphism
between parents. Results showed that 49 SSR markers exhibited polymorphism and can be used
to perform QTL analysis for quality and some agricultural traits in RIL population. Multiple-locus
regression analysis of significant marker loci revealed that at least 7 QTL were involved in
controlling TSS, 4 QTL controlling FSW, 10 QTL controlling 100 SW, 6 QTL controlling FPW,
6 QTL controlling PT, 6 QTL controlling PW, 5 QTL controlling PL, 7 QTL controlling DTF and
3 QTL controlling DTH. The QTL near an SSR marker (Satt141) in MLG D1b+W had the
greatest effect on TSS, Satt239 in MLG I for FSW, Satt425 in MLG F for DSW, Satt045 in MLG
E for FPW, Satt229 in MLG L for PT, Satt239 in MLG I for PW, Satt540 in MLG M for PL,

Satt229 in MLG L for DTF and Satt229 in MLG L for DTH. The QTL found in this study can
facilitate vegetable soybean breeders in using marker-assisted selection to improve quality and

some agricultural traits of vegetable soybean.





