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Elucidation of the genetic mechanism of plant architecture for mechanization
suitability in azuki bean.

Mori, Masahiko
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Among the two loci controlling epicotyl length in adzuki bean, we narrowed
down gECL7 located on chromosome 7 to a 417 kbp region and gECL10 located on chromosome 10 to a 205
kbp region. Gene expression analysis identified one candidate gene for gECL7 and three candidate
genes for qECL10. Fine mapping results suggested that the internode length QTL gSTL7 and qECL7 are
controlled by the same gene. We also identified a petiole angle QTL that stably expresses under
field conditions on chromosome 4. This study provided genetic information on plant architecture
traits for mechanization suitability in azuki bean.
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Two major QTLs for epicotyl length gECL7 and qECL10 identified in adzuki bean (Vigna angularis) using QTL-seq analysis.
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Identification of QTLs associated with pod maturity in adzuki bean (Vigna angularis)
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