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Confirmation of quantitative trait loci for agronomic traits using near isogenic lines from a
cross between Oryza sativa and O. grandiglumis
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o A EAE : %ZI(Hwaseongbyeo, O. grandiglumis)®} HG101(3}41/0. grandiglumis BCsFs
progeny)
3144 /HG101 Fos 1507] A%
F23 1507 Al 5 A€ 17 AS(CRI242)9] 227] Fss AT

oA
) 2484 . 257, 23, £, &5, $IESF, B, €%, 3%, 1¥F, ¥FF),
FF . (ARG wix 3¥HE)

2) DNA 241 : SSR w}7]
3) QTLs #4] : QGENE program, SAS program.

A3 43

1. 150709 Faz AlES ol &3t 12719 FF o B+ 3970 QTLso] &A HUT. o]
Aol &x® QTLs &AL A&l O grandiglumis G¥Ho] HAZ o|dd 171 A%
CRI1242% %38t AAAE AlA 22709 AleE S48

2. 2270 9] Fsa AlE CRI12420014 9719 HAdd #A3te= 26719 QTLse] EAHUT. ©
% 11719 QTLso] Fas FdelA E218 QTLs3t 54T Xl X8ttt (Table 1)

3. Two-way ANOVAE AAd Z% AHFH dZ A FAAHol dAdA=d, A
Pz AS 28 gAY RM290° A= O. grandiglumis®] ) BF A5 RM224°) A

= v e gERARE 7H 2FUA MY =2 g B Th(Table 2)

4. AA A 29 (RM290)3 119(RM224-RM144)0] 4 £ locuso] o2 A ad QTLo]
‘%115121 ol ojejo] FYUI AHe| 7 FHo FA3E FHAAI X2 U=
Zol dAgol 9Jd A, tpHBTH| g AAA &l Folrh

' Corresponding author: (Phone) 042-821-5728  (E-mail) ahnsn@cnu.ac.kr
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Table 1. Comparison of means for 9 traits among three genotypic classes at the

loci in Fs.4 lines.

Mean
Trait QTL marker Chr. P A We G/G Allele
i effect
DTH dth4’ RM255 4 - 0.0277 107 108 109 0.5
CL clll RM224-RM 144 11 0.0133 90 - 94 2.0
PL pl2 RM290 2 0.0014 24 - 22 -1.0
pl7 RM478-RM429 7 0.0094 23 22 22 -0.5
PN pnll’ RM224 11 0.0030 10 - 2 1.0
tgw2’ RM290-RM561 2 0.0001 229 - 26.6 1.85
TGW tgw3 RM218 3 0.0366 23.7 22.9 26.6 1.45
tgwé RM539 6 0.0343 26.1 27.4 23.8 -1.15
tgwll” RM224-RM 144 11 0.0001 26.9 - 23.3 -1.8
gt] RM529 1 0.0492 2.39 2.30 2.28 -0.01
gt?’ RM290 2 0.0001 2.22 - 2.40 0.09
GT g3 RM218 3 0.0025 2.26 2.33 2.40 0.07
a7 RM478-RM429 7 0.0002 2.27 2.31 2.42 0.08
gtil’ RM224 11 0.0069 2.39 - 2.29 -0.05
gw2’ RM290 2 0.0001 3.34 - 3.68 0.17
GW gw3 RM218 3 0.0109 3.43 3.56 3.70 0.14
w7 RM478-RM429 7 0.0029 3.46 3.59 3.70 0.12
awli® RM224 11 0.0111 3.65 - 3.46 -0.1
Iwl RM529 i 0.0389 2.89 3.01 3.05 0.08
w2’ RM290 2 0.0001 3.12 - 2.88 -0.16
LW w3-1 RM218 3 0.0085 3.06 2.95 2.88 -0.09
w3-2° RM411 3 0.0002 3.86 3.08 2.99 -0.44
w7 RM478_—RM429 7 0.0002 3.05 2.96 2.85 -0.1
wll RM224-RM 144 11 0.0165 3.90 - 3.03 -0.44
YD yd2 RM290 2 0.0124 214 - 24.9 1.75
yd4 RM255 4 0.0138 229 25.9 27.3 2.2

“ The loci was .detected at the same location in the F»3 population
" WM, H/G, G/G ; Hwaseongbyeo homozygotes, Hwaseongbyeo/HG heterozygotes,and HG101 homozygotes, respectively

Table 2. Epistatics loci for 1,000-grain weight and grain width in the Fs4 lines.

Marker 1(a) Marker 2(b) T
. ab, ab, ab ab, ab apb ype
Trait Name Chr, Name Chr. gk v v A ’
RM290 2 RM224 1! 0.0005 28.0 234 - 29.1 272 aby<a;b;<a,b<ab,
TGW '
RM218 3 RM224 11 0.0001 28.8 234 279 292 272 ab,<ab,<ab,<ab<ab,
GW  RM29%0 2 RM224 11 0.0009 3.50 3.68 - 326 3.67  ab<ab<ab,<ab,

1: Hwaseong homo, 2: hetero, 3: O. grandiglumis homo
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