HI | RTAR | WEMEE | ATRHE | REMG | Pl | R | 7 ks | s | BRRAT | BER

#ifE = 2012, Vol. 34 = Issue (2) :215-222 DOI: 10.3724/SP.J.1005.2012.00215

Gk =1 WHHS | FWH | SRR | meeE << Previous Articles | Next Articles >>

I A AR R PG A DG QT LA A 3

SLEL) BRI, AR H2 AL

1. HerfofRl AR I A B R o T st =, [ SR R o I, I 430070 2. KT RS A 2B, ldbik/H434025

WU Bil, HAN Zhong-Min?, LI Zhi-XinZ, XING Yong-Zhongt

1. National Key Laboratory of Crop Genetic Improvement, National Plant Gene Research Center (Wuhan), Huazhong Agricultural University, Wuhan 430070, China
2. Agricultural College of Yangtze University, Jingzhou 434025, China

T
e
P

Download: PDF (358KB) HIML (1KB) Export: BibTeX or EndNote (RIS) Supplementary data

1% WL (Oryza Rufipogon) i i %5 Ak Vi, SHiH U L A% G 3 DA K RS o8 BL P R . 3038 LA 97 Sy
A, MBI R IKIBC F o BT F e B A 5 0liQ7 W) S AR IR ) KB oF 1 - 15, 20t JELE [ AS A I T4 (142

BC Rt th. )0 fiT12% Rt iklf126 T 2 &1ESSR (Simple sequence repeats) WAL T, KILBC,F - 155 AL bR SR
309 IBRICAL I h A e HE A PSR S AN AR . 3Bk AMFREEIERG 2 TRERIL bk~ IQTL. #E557 P MARIND
et ARMABL-RM2IX 1], Kl SIHAIN . AAEERCR ™ BQTL, B ERS AL N RIS JAb3 MRS QTLAL A, B8 b INASINE S

TG IE DB RAT S E o 5 AR W B AR AR5 2 A7 388 7 AH DG IR A5 A DR, I ) 485 o7 ik R DG 38 7K A a8 40 I8 T R Y 11 39 F Email Alert

e } RSS

%%ﬁlﬂ %@ﬁifﬁ' Fea‘flﬂj( QTL i‘E‘?ﬁU’EHﬂ ﬁ—%_*a%ﬁzi
Abstract: Common wild rice (Oryza rufipogon) is an important genetic resource. Discovery of desirable alleles in b ORI

wild rice will make important contributions to rice genetic improvement. In this study, Zhenshan 97 as the

recurrent parent and wild rice as the donor parent were used to develop a BC,F,; population. One plant BC,F;-15 bR

in the population showed distinct phenotype from Zhenshan 97 was selected to produce a population of BC,F5 by

continuous self-crossing. The genotype assay of the plant BC,F;-15 with 126 polymorphic SSR markers evenly

A

o
p

distributed on 12 chromosomes showed that it was heterozygous at 30% of the control marker loci. Four, 3, 4, 2,
and 1 QTLs were detected for heading date, plant height, spikelets per panicle, grain weight, and single plant
yield in the BC,Fg popula-tion, respectively. One QTL region flanked by the marker interval of RM481-RM2 on

chromosome 7 had pleiotropic effects on heading date, spikelets per panicle, and grain yield per plant, and the
alleles of wild rice increased phenotypic values. At the other 3 QTLs for spikelets per panicle, common wild rice
had positive effects. These results clearly showed that com-mon wild rice carried desirable alleles for yield related
traits. The favorable alleles from common wild rice are new valuable genes for rice breeding.

Keywords: common wild rice, yield traits, QTL, positive effects
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