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Seed size and seed shape traits are
important determinants of seed yield and
appearance quality in soybean. To
understand the genetic architecture of these
traits, QTL analysis was conducted in a
recombinant inbred line (RIL) population
using DNA markers generated by next
generation sequencing. As a result, a total of
53 significant QTLs for seed size traits and
27 significant QTLs for seed shape traits
were identified. Of these, three major QTLs
were clustered into a major QTL cluster on
chromosome 2, named as gSS2. The effect of
gSS2 was validated in a pair of near isogenic
lines. The results of this study will assist in
breeding programs aimed at improving seed
size and shape traits in soybean.
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Fig. 2. Seed size and shape phenotypes

" of ¢SS2 near isogenic lines, NILs-F and

NILs-K, in field conditions.

(A) phenotypic appearance, (B) SL, seed
length; SW, seed width; ST, seed thickness,
(C) single seed weight (SSW), and (D) seed
shape traits (SLW, length/width; SLT,
length /thickness; and SWT, width/thickness).
NILs-F: “Fendou 16” genotype; NILs-K: “K099”
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Reference: Kumawat and Xu (2021) Frontiers in Genetics, 12:646102. https://doi.org/10.3389/fgene.2021.646102
Figures reprinted /modified with permission.
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	ダイズの種子サイズと形状に関与する遺伝子座の特定

