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In Fig. 3, chromosome 3, “L” should read “3L”.
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dx.doi.org/10.1007/s00122-003-1227-y

Y. Uga (b) - T. Fujimura

Institute of Agricultural and Forest Engineering,
University of Tsukuba,

1-1-1 Tennodai, Tsukuba, Ibaraki 305-8572, Japan
e-mail: yuga@nias.affrc.go.jp

Fax: +81-29-838-7468

Y. Fukuta
International Rice Research Institute,
DAPO Box 7777, Metro Manila, The Philippines

H. W. Cai

Japan Grassland Farming and

Forage Seed Association Forage Crop Research Institute,
388-5, Higashiakada, Nishinasuno, Tochigi 329-2742, Japan

H. Iwata

Department of Information Science and Technology,
National Agricultural Research Center,

National Agricultural Research Organization,

3-1-1 Kannondai, Tsukuba, Ibaraki 305-8666, Japan

H. Morishima
Tokyo University of Agriculture,
1737 Funako, Atsugi 243-0034, Japan

R. Ohsawa

Institute of Agriculture and Forestry,

University of Tsukuba,

1-1-1 Tennodai, Tsukuba, Ibaraki 305-8572, Japan

Present address:

Y. Uga, Department of Molecular Genetics,
National Institute of Agrobiological Sciences,

2-1-2 Kannondai, Tsukuba, Ibaraki 305-8602, Japan



582

15 25 35 45 55 as
RI613 -y S I R 1 REX - o= -
o crea—t By
cooszr X s I D B cro
165~ %‘h« | + . BCIEOT
FERF REH—T B G —
R E— @ Esd—r
G20~
BCDd St — G2 — BT M. PEI
REH RIS — gyl cra—H %‘5; oy
e P B Esa3 Fud  car—
Do ~f cta CRE R B s
reses | oo | 437 aiip o
BCD45 APACET -] AmpT
AT
45— Az -
BCDeE e - H 3 %
5 BCDres
BTG~ G2HP - Ereit-) RIS
coerra - &
Rz -
=l B cra-J GFta - &
M o, G2 4L Rzl
Esp—ft e u;;i‘ l RIM =t
57 Riteda
e g S R - AL
Amn aL
. i Tem . coarn crml
weads ] 2L crata
BCD4w -4
Gratde—r
Sy RIS T
Rz U G12r
370 | 3L
5t~ o
o —LL
crral ]: 30cM oL
1L

Fig. 3 Mapping of QTLs for floral traits on the rice linkage map.
The linkage maps consisted of 147 markers including 121 RFLPs,
17 isozymes, two protein markers (APAGE]I, 2), one RAPD marker
(RBI) and six morphological markers (OP, NT, Awn, gf, Bh2 and
Rc) (Cai and Morishima 2002). The orientation of each chromo-
some was obtained from known maps (Causse et al. 1994;
Harushima et al. 1998). The black regions on chromosomes
represent the estimated centromere regions (Singh et al. 1996). The
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numbers, S and L, indicate each short and long chromosome arm,
respectively. Markers are indicated on the left of each chromosome.
Triangles and boxes on the right of each chromosome represent
LOD peaks of putative QTLs and their one-LOD support intervals
(Lynch and Walsh 1998), respectively. White, gray and black boxes
indicate pistil, stamen and glume QTLs, respectively. Upward and
downward triangles indicate that the presence of the W1944 and
Pei-kuh alleles increase each trait, respectively



