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Fine mapping of QTLs for Agronomic Traits using NILs from a cross
between Oryza rufipogon and O. sitiva
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Fig. 1. Graphical genotype of BC3F4 lines. The solid black regions represent O.

rufipogon segments, and white regions represent Hwaseong segments.
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Fig. 2. Frequency distribution of fertility and panicle number in the 200 BC3F4 lines

Table 1. Putative QTLs detected for panicle number and semi-sterility in BC3F4
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Phnotypic mean”

QTL Chr. marker interval R® P-value
HH HR RR |

pn4 4 RM3474-RM3333 10.2 11.7 12.4 204 <0.0001

S-9(7) 4 RM273-RM280 68.3 711 53.0 14.6 <0.0001

* HH: Phenotypic means of the Hwaseongbyeo homozygote, "HR: Phenotypic meas of the Hwaseongbyeo/O. rufipogon

heterozygote, ‘RR: Phenotypic means of O. rufipogon homozygote 4 Percentage of the phenotypic variance explained

by the QTL
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