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Table 1. Comparison of means for 9 traits among three genotypic classes at the loci in F, lines.

. Mean
Trait QTL marker Chr. P R H/G GIG  Allele effect
DTH dthd” RM255 4 0.0277 107 108 109 05
L clil RM224-RM 144 n 0.0133 90 ; 94 20
oL o2 RM290 2 0.0014 24 3 2 1.0
pl7 RM478-RM429 7 0.0094 23 2 2 05
PN nll° RM224 1 0.0030 10 ; 12 1.0
P RM290-RM561 2 0.0001 29 ; 266 1.85
Tow 1gw3 RM218 3 0.0366 237 29 26.6 1.45
1gw6 RM539 6 0.0343 26.1 274 28 115
gqwll® RM224-RM144 1 0.0001 269 ; 233 .18
P RM529 1 0.0492 239 230 228 2001
o RM290 2 0.0001 222 . 2.40 0.09
GT i3 RM218 3 0.0025 226 233 240 0.07
g7 RM478-RM429 7 0.0002 227 231 242 0.08
gl RM224 1 0.0069 2.39 ; 229 -0.05
P RM250 2 0.0001 334 - 368 017
ow gw3 RM218 3 0.0109 343 3.56 3.70 0.14
w7 RM478-RM429 7 0.0029 3.46 3.59 3.70 0.12
owil® RM224 1 0.0111 3.65 ; 3.46 0.1
i RM529 1 0.0389 2.89 3.01 3.05 0.08
w2 RM290 2 0.0001 312 ; 288 016
W Iw3-1 RM218 3 0.0085 3.06 2.95 2.88 -0.09
W3- RM411 3 0.0002 386 3.08 2.99 044
w7 RM478-RM429 7 0.0002 3.05 2.96 285 -0.1
pwil RM224-RM144 1 0.0165 3.90 ; 3.03 -0.44
D Va2 RM290 2 0.0124 214 ; 249 175
vd4 RM255 4 0.0138 29 259 273 22

" The loci was detected at the same location in the F,3 population
" H/H, H/G, G/G ; Hwaseongbyeo homozygotes, Hwaseongbyeo/HG heterozygotes,and HG101 homozygotes, respectively
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Fig. 1. Graphical  genotype of the line, CR1242. Black boxes with SSR markers in bold mark the O. gra-

ndiglumis-specific genomic regions introgressed into HG101, and gray boxes indicate the heterozygous regions. The
asterisk means same location in the Fa3 population.
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