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Table 1. Significant correlation coefficients among 8 traits in an O.rufipogon-
derived BCoF2 backcross population.

Trait DTH CL PL PN SN FER GW
Days to heading(DTH) 1.00 :
Culm length (CL ) 0.02 1.00
Panicle length (PL) 0.10 0.02 1.00
Panicles per plant (PN) -0.11 -0.02 -013 1.00
Spikelets per panicle (SN) 048 -001 033" -018 100
Fertility (FER) -028" -005 -006 -009 -025" 1.00
1.000-grain weight (GW) -0.37"  -0.05 0.03 0.03 -0.30™ 011 1.00

Grain_yield (YD -0.01 -0.07 012 0.14 013 0517 015

Table 2. Characteristics of O. rufipogon-derived QTLs affecting traits in a BCoF2
backcross population.

HH HW Allele
class class effect

Trait QTL  Chr. no. Marker % of PV P-value

.Days to heading

gDTH-6 6 RM3 35.6 0.0001 1160 1071 -89

qDTH-8 8 RM210 6.2 0.0011 1135 1084 -51
Panicle length{cm) :

qPL-3 3 RM232 119 0.0001 216 226 1.0

aPL-5 5 RM13 8.2 -0.0002 218 23.1 1.3

aPL-6-2 6 RM30 55 0.0021 21.7 224 07

qPL-~-9 9 RM215 10.8 0.0001 21.6 22.6 1.0
Panicles per plant

gPN-4 4 RM226 47 0.0053 14.9 15.7 0.8
Spikelets per panicle

aSN-2 2 RM221 48 0.0042 130.0 1375 78

aSN-5 5 RM233B 57 0.0018 130.1 138.7 86

aSN~7 7 RM?214 6.1 0.0012 1304 1414 11.0

qSN-9 9 RM242 79 0.0002 1292 1388 96

aSN-10 10 RM216 126 0.0001 129.0 1429 139

aSN-11 11 RM202 56 0.0020 129.9 138.1 8.2
Fertility (%)

aFER-1 1 RM34 145 0.0001 776 85.9 8.3
1,000-grain weight (g)

qGW-1 1 RM1 94 0.0001 20.1 214 1.3

aGW-6 6 RM30 54 0.0023 203 21.3 1.0

aGW-8 8 RM256 11.0 0.0001 203 224 21

aGW-11-3 11 RMZ0B 86 0.0001 204 22.1 1.7

aGW-12 12 RM19 39 0.0001 20.3 22.1 1.8
Grain vield (kg/10a)

aYI-1 1 RM34 6.0 0.0013 628.7 685.5 56.8

For each QTL : The % of PV is the percent of the phenotypic variance explained by the QTL. P is the
probability that the marker genotype had no effect on the trait. HH and HW class refer to genotypic class defined
by single markers : HH is the homozygotes (Hwaseongbyeo/Hwaseongbyeo) and HW is the heterozygotes
(Hwaseongbyeo/Orufipogon) in the BCF: population. The allele effect of a QTL is the difference of the

phenotypic means between HH and HW classes.

_37_



