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Fig. 1 The diagram of domain and secondary structures in RNA recognition motif '
RNP1 and RNP2 represent two conversed motifs in RRM and a and B represent separately o — helix

and B sheets of secondary structure
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1.2 DNA  RNA SDS DNA ' .
100 mg 5 cm 1.5 mL DNA
DNA 100 pL ddH,0 . Qiagen plant RNA easy RNA
1.3 RT-PCR PCR RNA 5wl RNA
OsRRM1 cDNA. KOME OsRRM1 c¢DNA
F:5° - GAGCCCCAAAACCTTATCTT -3 R: 5° - CTAACAAGAGGATCTGTGCA -3°. PCR
194 °C 3 min; 30 94 °C 1 min 58 C 1 min 72 °C 2 min; 72 °C 10 min 4 °C . PCR A
T-easy o
OsRRM1 93 -11 InDel InDel F 5 -
GAGGAATCCACTAGATGAGG -3~ R: 5" - GGGAGTATACTCACGTATCC -3°. PCR :
94 °C 5 min; 94 C45S 56 °C45S 72 C 1.45min 35 ;72 °C 10 min 4 C o
PCR w=1.5% 1 x TAE o
1.4 NCBI BLAST( http: //www. ncbi. nlm. nih. gov/BLAST/)
; NCBI ( http: //www. ncbi. nlm. nih.
gov/Structure /cdd/cdd. shtml) ; c¢DNA KOME ( http: //cdna01. dna.
affrc. go. jp/cDNA/Wblast. html) ; QTL GRAMME

http: / /www. gramene. org/Oryza_sativa/contigview? chr =3&vc_start =3688516&vc_end =3691236&x =
10&y =6,

2
2.1 RNA
05009387 _s_at Oligo RT - PCR Oligo
RRM OsRRM1 .
KOME( http: //cdna0Ol. dna. affrc. go. jp/cDNA/Wblast. html ) AKO061072, KOME

cDNA RT - PCR RNA o



310 2013

OsRRM1 KOME cDNA o
cDNA ( http: //biom3. univlyonl. fr/sim4. html/) 3
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Fig. 2 The diagram of gene structures of OsRRM1
[ represent 5" untranslation region, [JJJ 3" untranslation region, [JJ open reading frame and intron region of

OsRRM1 ,respectively. [_|The arrows show the insertion/deletion positions of OsRRM1 between 93-11 and Nipponbare

2.2 OsRRM InDel ( Insertion and Deletion) OsRRM1 .
OsRRM1 93 -11 93 -11 c¢DNA
93 —11 ¢cDNA OsRRM1 93 - 11 3 4 o
93 -11 2 139 bp 93 - 11
OsRRM1 1 1 15bp o
. 11 (
) 8 PCR 7%, PCR 93 —11(
3) OsRRM1 S InDel o
3 OsRRM1 .
1~19 93 —11. 6+ 11, 63- ; JIR24. 2 . Pai6ds. 17,
11, 309 JKI.908. JSHSS. 20 M
DNA DI.2000

Fig. 3 The electrophoretogram of OsRRM1 between indica and japonica rice varieties
1 — 19 represent separately 93 — 11 Nanjingd Nanjingll Minghui63 Zaiyeqing Teqing IR24 Guichao2 Nip—
ponbare Pai64s Jingxil7 Zhonghuall Taibei309 Lijing KI908 Jiangnan Xiangnuo SHS55 Dongxiang Puye
and Yuanjiang Puye; 20 and M indicate CK and molecular marker DL2000 respectively

2.3 OsRRM1 OsRRM1
o OsRRM1 265 28.11 kD 4.655, NCBI
OsRRM1 RRM ( http: //www. ncbi. nlm. nih. gov/
Structure /cdd /cdd. shtml) OsRRM1 4 N 61
( 46%) 5 ; 18(62 -79) 10
; C RRM . 80-154 181 -254 o OsRRM1

RRM o
2.4 OsRRM QTLs GRAMME ( http: //www. gramene. org/)

OsRRM1 QTLs OsRRM1

. QTL OsRRM1

(CQAGIT) . ( AQBIOOS) . ( AQCG002) (CQE60 - PTHT) 17  QTLs
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Fig. 4 The diagram of OsRRM1protein structure
(O represent transit peptide, <> acidic domain, () RRM respectively

QTL OsRRM1 . .

( hitp: //www. gramene. org/Oryza _ sativa/contigview? chr = 7&ve _ start = 26160028&ve _ end =

26312475&x =4&y = 13) .
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Developing of Molecular Marker and Bioinformatic
Analysis of OsRRM1

LI Dejun' > XIA Zhihui'® LI Xiaobing' ZHU Lihuang'
(1. Institute of Genetics and Developmental Biology Chinese Academy of Sciences Beijing 100101 China; 2. Rubber Re-
search Institute Chinese Academy of Tropical Agricultural Sciences Danzhou 571737 China; 3. College of Agronomy Hainan Uni—

versity Haikou 570228 China)

Abstract: The OsRRM1 was identified by aligning the sequences of 0S009387_s_at Oligo with the genes devel-
oped from heterosis microarray in rice. The results from gene structure showed that OsRRM1 contained three in—
trons and four exons and developed insertion/deletion ( InDel) marker within the first intron. OsRRM1 was
composed of transit peptide acidic domain and RNA recognition motif. The QTLs related to traits such as tiller
number pollen fertility plant height etc were mapped around OsRRM1 by some researchers. These studies
laid foundation for studying the function of OsRRM1 and utilizing the InDel marker of OsRRM1 in rice.
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