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ABSTRACT : An introgression line, WH79006 was pro-
duced from a single plant from BC;F; families from a
cross between Hwaseongbyeo used as a recurrent parent
and O. minuta (BBCC, Acc. No. 101154) as a donor par-
ent, which was subsequently self-pollinated for three gen-
erations. WH79006 resembled the O. safiva parent,
Hwaseongbyeo. However it differed from Hwaseongbyeo
in several traits including days to heading, culm length,
grain size, spikelets per panicle and fertility. These differ-
ences in the traits between WH79006 and Hwaseongbyeo
can be attributed to the O. minuta introgressions. To detect
the introgressions, 294 SSR markers of known chromo-
somal position have been used. At least, 28 introgressed
chromosomal segments have been identified using SSR
markers and they map to all chromosomes except chro-
mosome 2. The size of the introgressed segments ranged
from 4 to 35cM. A QTL related to culm length was
detected using 75 F, plants from the Hwaseongbyeo/
WH79006 cross. This QTL, cl6 located on chromosome 6
explained 9.6% of the total phenotypic variation in the
population. This QTL has not been detected in the previ-
ous QTL studies between Oryza sativa cultivars, indicating
potentially novel alleles from O. minuta.

Keywords: interspecific cross, introgression, Oryza minuta,
Oryza sativa, SSRs (simple sequence repeats)
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Table 1. Comparison of agrononuc traits among the parents and WH79006

Accession Days to Culm Panicle Panicles per Seed length  Seed with  Seed thickness 1,000 seed
heading (days) length (cm) length (cm)  hill (No.) (mmQ (mm) (mm) wt. (g)
0. minuta* 160 41 16 22 - - - -
Hwaseongbyeo** 102 82. 21 12 5.05 286 1.97 20.6
WH79006 108 87 18 8 547 312 2.25 270

*Data of O. minuta were collected from the plants grown 1n the glasshouse.

**Q. sativa cv. Hwaseongbyeo
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Fig. 1. SSR profile of three primers, A) RM7391, B) RM523, and
C) RM21 Lanes 1, 2, and 3 ndicate Hwaseongbyeo, O.
minuta, and WH79006, respectively
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Fig. 2. A SSR map of rice derived from a backcross population. Chromosome number 18 on the top and loct names are listed to the right of
the chromosome Dark chromosome regions mark the O minuta-specific introgressions.
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Table 2. QTL detected for culm length based on single point analysis in an F, population

Trait QTL SSR marker R? (%)

Mean

H/H* H/W W/wW Allele effect

Culm lenth cl6 RM225 9.6

75 78 81 300

* H/H, H/W, W/W. Hwaseongbyeo homozygotes, Hwaseongbyeo/WH79006 heterozygotes, and WH79006 homozygotes, respectively.
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