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(M Bl TR B A B2 BE , TAR T 510225 5% AERE AR R A AR BE TR M 510642)

B AT A ML T R R A AAR X AR O0sGLLI-5 B 3T /75 45 B AT 4T SF A KA

e 11 REVAL AL F B B e A8 F Ay Aok il ¥ 2

% RT-PCR Z mRNA BAs2e IR 5 0sGL1-5 89

Bt Rk 45 AE; B AT, 2 %124 200mmol + L™ NaCl,100wmol - L ™" ABA #= 1.0% H,0, 432K A54%) % i it
¥ %% RT-PCR AT 58 F OsGL1-5 $9 F AKX, AWE B F MR ,0sCL1-5 BT F 15X
FTE5FE A BE SAEEMAI XGRS, HERIBFESNERA, O0sCLIS TELERRALE
BFHRAR T P R ik BRI E P AR GERKF B REE T vH P X FARATEAL, W E Ak
B A A B AL . NaCl,ABA VAR H,0, $#3Mia T ,0sGL1-5 &35 F /£ R B 4L 22 B 8] A7 P73 e

R KAG ; OsGL1-5 ,f’&li,léi)gﬂ

ARSI AN RO R SR T — &R
SIS, Horh, =i UV BRI 7K 43 8 55 5
MR T 1 R A 7 o PRI R P 2 ko 2% LR
FUARERIMITEE S, AV S 0 T
P A B PSR S AB ) 3R R T A
TEAEYIR T RANZ AN T KT i A HLE R R —
FERAYIR R, T2 24 5 34 AR TR A A I
BEARWITR ( very-long-chain fatty acids, VLCFAs) [BEEZS
B BESS FRSSEYITALR o —A Ty, e AL
AL AR L PR AR LR B A4 Bk
A TR~ ORI G S A R AN 1k
U B WA AT A U RE T A I S AR B
B ATEHTE AR R

K338 SRR A W) 7K 3 B A K 23 W, (AR
P SRR TR, SR IEH U R MR, MY
W P e b gtk S TR K 23 3 o KR | e T g £ 5
A REMFAL A RES IR K 7 i, R IT o, 20
LA B FRIB B E K B ARG, Horpr, wxP gk
AR (R LR T I T 20 — BE M Rk 8, WXP 1Y 5%
H DRUAB R 2 0 L T SR M B R 0 S LACST BN R 7E £

s HER.2013-0121 5 HHE5.2013-05-03
EETR . ARA B ARFHAHE4 (S2011040001653 )

52 W8 I A B PR T, T LACS2 A I A AL 2
f18 33K PR35 PR A 2 72 ) e o B0y XoF 1 52 19 1
FRUREE ™) e 28 A B G B B TR JE IR CERY 76+ 5 )
AR AR B ERIN ik 23k CER 48 T
HRRPTTE

IKAE R F LR AR W IE D Re B R A A 5T 1
BEAEY . BT, KRR BTG B IR IR 1B 4
Do XKFEFER ) CERY [R)IR R R T R 8050 Fr
RIL, KREHRE PN AP ELE 11 NS FRA BUR S SE I, 3 3]
%A OsGL1-1 ~ OsGL1-11 , o osgll -1 S84 £
JRUE D B T R AU S esgll 2 (XA
wsl2) GEZSAHY -2 ThT W 5T B 0 TS e IR AR
TR ST 7 o I, DR b SRR g am e
Jung ZFH U FIH] T-DNA $fi A RABRSERE T — N6 25
JEERE FE ] Wdal ( X 44 OsGL1-5) , GUS i P2 #r %
B, Wdal EEAEACL R B A D335 MIFE SR 2R
IREEARH S s (H R AL BT R W 2R PR Y Bk 2 52 1A 4
WZRER BRI A2 B S R0 . H Wdal 5
BT A I R AT

ABI G A YA B D R K R I G R DG
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FEH 0sGL1-5 7 8 F 17 9 s 347 o0 i, I3l a2
i RT-PCR Il mRNA 5V %58 45 AR X 7K R i ot 15 B
FHICEEH 0sGL1-5 ()28 FR R A TE— 25 6 A
FEAENL, [FI, XA T OsGL1-5 1Y RIAREA
HEATIFSE , R W OsGL1-5 PR 76 306 55 38 F (9 ) fig
5550 FAE IR PR AL

1 #M#EFE

1.1 ##

.11 M BhRFEH®R K (Oryza sativa
L) @b e 11, AR R R Op R 278t 4% TR S 5 2 4
fit, PCR 7% i B W )7 24K 25 pGEM-Teasy, I H
promega A F) ; KFF I DH10B , 81 Rk K 2738t 1%
TR AT

1.1.2 A RNA #3754 TRIzol W H Invitrogen
ONFE CEG ST ( AMV RTase ) . RNase inhibitor | Taq
DNA B4 B A1 ANTP 250 [ TaKaRa 23 ) ; 47 i 25 1y
Fl Sigma 23R ; JooK S HIREE N [E7 3 Mt
1.1.3 3514 OsAcl ¥ 3851 ¥~ OsAct1-R (5'-
TCTGGGTCATCTTCTCACGA-3") Hl OsActl-F  ( 5'-
CGTCTGCGATAATGGAACTG-3") ; OsGL1-5 4" i 5| ¥y
} OsGL1-5-R (5'-GATTGGATTGGGAGAAGGAA-3") Fl
OsGL1-5-F(5'-TACAGCCATTGCAGGAGTTG-3") ,

1.2 Ak

1.2.1 A %428 %54 N H RIFGP (htp: /
plantbiol. genetics. ac. en/rice-Affy) X} OsGL1-5 33k
G R AT 4387 ] PLACE (http: // www.
dna. affrc. go. jp/PLACE/ ) X} sl il =i 45 soF b 47
T

1.2.2 A KRESFE 1 R FAEER T
R, 37CIHIRMEZE 4 ~5 MRS A TR H , BURF 4
ZURAF & & B /NE T RT-PCR 40875 LA e 11
Al T AL B AT

1.2.3 #3pasm SHREBHE kit
1.2.4 RT-PCR 47 3 RNA fili#23 8 Li &0 )5
W, Wik SR NS RO GRS AR OsActl NS
Ferl b, DU A3 208 cDNA AR, A OsGL1-5-R
1 OsGL1-5-F 514¥3E4T PCR ¥ 15, 23 b7 ik 5 4 1 A
KHEH OsGL1-5 BRI L, ¥ 3 N IA R & cDNA
1L 10 x buffer 2. 5L dNTPs (10mmol - L™") 0. 25uL .,
WS (10pmol - L") 1wl FH#5 14 (10pmol - L")
1pL, Tag DNA R & (5 U+ pL™") 0.2uL, dH,0
19.05pL, § 485 0 8 7 2« BAE P 94°C Smin; 94°C

30s,58°C 30s,72°C 30s;72°C #EH 10min, " B 1HFREL
H 27,
1.2.5 mRNA RAEZ&R  JRAI4eE SR Jiang 251
DAY . WA RIS i ) g BRI T 4% 2 R W
P v [T 2ok A, DAAS ) e B2 B0 B2 (30% , 50% , 75%
80% , 90% , 95% , 100% ) ZEEFATHK , LAAS[A] b A3l
M TCK SR W RIE G W T8 B AL B #i 8 FA
IR P AORHII R R 8 ~ 10pm K U0
TR, 429C & 7 31 T4 24 h DL B DU E D
o

PLK B A AR RH R RNA | I 554 564 R —
5 LA OsGL1-5 FEPH (EEH7 555 051050471100, 214
cDNA FLfES AK100751) Wit 51 k1T 5e 5 R B
Yt AR AR pGEM-Teasy |, 2R )5 F AL KA FT
W DHIOB, LAEEZHJE R DNA MBI, L RNA B4 il
HEATIRSMNG S il R AT, 2 I T IRAL 222

2 HRESWH

2.1 OsGL1-5 ER B FHIRKIERTHS

I FHAE P )i 3 B s R DR 7 e s T
PLACE X} OsGL1-5 J& A Hoc 34T 1 Tl , 45
B, HrEs R BR, OsGL1-5 J3 311745 R (Y
TATA-box FU 2 FHIFEATCHF: CAAT- box LAK K&
HAVRE 5 RGBT IR 7 55.. 27 A0 R Re 5 R IR 1
CACTFTPPCAI 13/ /5., 10 A~ 1040 o 45 55 56 3k & PR A9
TAAAGmotif fii 55, 11 > 46 By R 5 £ 8 H B
GTGAmotif £/ 11,9 22557 R IL Y57 s NODCON,9 4
HUE 2235 1 ROOTmotif ; OsGL1-5 i3 8 14935 K =
Y5 15 A OC BT AE oA« 5400 1 28 1 /K 3 A
ABA i 2 A7 O W I = 4 A T /4 ABRELATERDI
ACGTATERD1 . ACGTABREMOTIFA20SEM , CBFHV .
DRE2COREZMRAB17 . DPBFCOREDCDC3 . MYCATRD22
F MYBCORE LUKz ma i sk ¥ A3 i S5 S5 A= 10 A
A4 9 W ae 19 I =X T 4F GT1IGMSCAM4 . MYBPZM |
LTREIHVBLT49 . MYCCONSENSUSAT ., WBOXNTERF3
ELRECOREPCRP1 MYBSTI #l OSE2ROOTNODULE %,
WA Ca® " {55 A AL 8 LS 25 7 38 A OC Y
i =X 78 ] JC £ ABRERATCAL . ASFIMOTIFCAMV  #il
CURECORECR., [mliNf, i FEAE MBI R AT 5 00 7K
e A KL 4l i gy 2 FE M e X7 oo 1
WBOXATNPRI ARRIAT 1 SURECOREATSULTR11 4,
R T RE A DG A T, i & 85 IR L B
KB A AJETE T CANBNNAPA . EBOXBNNAPA LA



940 ok # M 27 &
x1 KBEREREXER 0sGL1-5 B TR AT a4 54
Tablel Prediction of cis-acting elements of the wax biosynthesis related gene OsGL1-5 promoter in rice
L E AR B ¥4 YEH]
Site name Core sequence Function
TATA-box TAATA ¥ JA 81 F Core promoter
CAATBOX1/300ELEMENT TGHAAARK 1455 T Enhancer elements
CACTFTPPCA1 YACT i A 45 K I T Elements for mesophyll specific gene expression in the C4 plant
TAAAGSTKST1 TAAAG A T 490 o 4 57 e ik B IR S5 Fg 3k Regulate guard cell-specific gene expression
POLLEN1LELATS2 AGAAA PTG ACRY FE S R 19 IH 5 TTF Pollen-specific elements
NODCON CTCTT AR IR ICHE Stem-specific elements
ROOTMOTIFTAPOX]1 ATATT HRFR 535 IR TC /4 Root-specific elements

ABRELATERD1/ ACGTATERDI

ACGTG/ ACGT

o - A K T 014 Early response to dehydration elements

ACGTABREMOTIFA20SEM ACGTGKC 7 255 JiE K AN R 38 G/ Response to dehydration and high-salinity stresses elements

CBFHV RYCGAC R K T ST Dehydration responsive elements

DRE2COREZMRAB17 ACCGAC IR AT 540 25 JCF ABA and drought responsive elements

DPBFCOREDCDC3 ACACNNG R TR 250 IR IGF ABA responsive and embryo specification elements

MYCATRD22 CACATG R 7K B TG4 Dehydration responsive elements

MYBCORE CNGTTR i 7K M 37 TG/ Dehydration responsive elements

GT1GMSCAM4 GAAAAA LR Y TG Response to salinity stresses elements

LTRE1HVBLT49 CCGAAA A4 FFRIBICIF Cold-specific elements

MYBPZM CCWACC 95 I B AR5 2 23X J0 1 Pathogen and salt induced elements

MYCCONSENSUSAT CANNTG R IELF- S0 % TG Response to cold stresses elements

ELRECOREPCRPI TTGACC 15 4 S0 % G Wound-specific elements

MYBSTI1(3) GGATA 955 JEURF & 1B S TeA: Pathogen and salt induced elements

OSE2ROOTNODULE CTCTT 995 JEU TR 175 SR S T/ Pathogen and salt induced elements

ABRERATCAL MACGYGB 45 G H5ES T TG Ca-responsive cis elements

ASFIMOTIFCAMV TGACG AR F KB R LA KO k36 4 56 B 204 FH JT 2 Relevant to regulation auxin, salicylic acid,
and light

CURECORECR GTAC i B T AN AL M 38 B 25 TG4 Copper and oxygen responsive elements

WBOXATNPRI1 TTGAC TR R 30 W 25 TG Response to SA signal

ARRIAT NGATT Y534 3 A B 7 454 VA5, Cytokinin-regulated transcription factor binding sites

SURECOREATSULTRI11 GAGAC Az K 2L W T Auxin-responsive elements

CANBNNAPA/EBOXBNNAPA gimgéw Iﬁa:ﬁ;f Eji iﬁ z& EZ E{II(T :IS zfﬁtjlemems for embryo and endosperm specific transcription of

CIACADIANLELHC CAANNNNATC B 15234 KX Relevant to circadian expression

M S Ty R Y g i A8 = A oo 14 plantbiol. genetics. ac. cn/rice-Affy ) 73 #7 % B, 0sGL1-5

CIACADIANLELHC %%, i 33 i3 s 0 =X e 44 5 0
il 08 3 AT TN 7K A i BT BORE DG R IR OsGLL-5 )i 3
T HA ALV 28 R, BLAFE 221 390 58 W 36 i)
REIGHF, XHER OsGL1-5 TE4RFE R LU & DL AT
BT E R SR VE
2.2 OsGL1-5 FixtEXH RT-PCR 4347

Wk KRR AL R AL R R R BOEE E (hap: /

FEAAFAE L PRI (R 2) . AR #HE R
FH2EE B RT-PCR AR X 0sGL1-5 78 A 6] 4 LA ]
K B EAR /N R R LT T A b, SRR,
OsGL1-5 FEAN[R) & 1 B B 00 /B b oA 8 s 7K P i 2%
ik FEr A DR RIS E A A R ZE ik
AR R Rk (F 1), 45 RmE R, 0sGL1-5 FBAE
Ad A E KB HEEH,
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®2 OsGL1-5 RixEXHKBEEA
SR RIEEIEEST
Table 2 Analysis of OsGL1-5 expression by
rice genome genechip expression data

LR FRKF

Sample name Expression level

IKFE — B IFAIME Rice-suspension-cell 48. 1
IKAE - 1T Rice-seedling 35.8
JKFEH - R Rice-root 9.7
KA -2 AT Rice -2 — week-leal 2.2
JKAG - 4624 Rice-anther 5291.7
IKHG - #E3k Rice-stigma 23690. 2
JKFEG - F 5 Rice-ovary 375.2
JKF& - I Rice-embryo 8.2
JKAH - IEFL Rice-endosperm 7.1
IKAE — $28 5d 5 HYFIF Rice - 5d-seed 67

e SE R 0s.2322. 1. S1 43745 B A2 L3R 500
Note ; The tissue experiment data for probe set Os.2322. 1. SI1.

1 2 3 4 5 6 7 8 9

WL RS2 32554 05 AR REAE AT EARE 56 . I8 Ry
AR 7 IR 8 . TR ;9  BEATE R I R T
Note:1: calli; 2 roots; 3: stems; 4. leaves; 5. spikelets at the pollen
mother cell stage; 6. spikelets at the meiosis stage;7: spikelets at the
uninucleate stage; 8: spikelets at the binucleate stage;9 : spikelets at the

mature pollen stage.

B 1 OsGL1-5 Rik#EXH) RT-PCR 7347
Fig.1 The expression pattern of OsGL1-5
analyzed by RT-PCR

2.3 OsGL1-5 RiFEXHIRECLFZ 54

R T 20X K R B B DG ] OsGLL-5 1Y
A2 e iR AR X HEA T ORS00 19 52 007, AR 356 LA OsGL1-5
FE cDNA #Y2 SC RNA SHAREFHEAT AL 58 43 H7 , 45
AN 2, mRNA JEA 2238 255381, OsGL1-5 1E505%
BRI (E 2b) 20 EZ (8] 26, 2f, 2g, 2h) K
AT, T LAREIN L R IE S RNA SR EF R T X B
B, 5 BRI R B Ie B a0 8 s (& 2a,
2¢, 2d) ,UEB TR B &5 R AT FEE, XA S5 R R
OsGL1-5 FE/KFEGHZ M A B PR EEIEH
2.4 FERMBET OsGL1-5 HIRIZFMES T

R B AR TG A DGR OsGLL-5 i g iy

Wi 7, ARAIF5E R FH 2 %2 Bt RT-PCR 23 B A [R] 336 355 b B
T E T OsGL1-5 BYFRIKEAL (B 3), ZR KW,
NaCl Zb 3R | OsGL1-5 FikEAEAL I 12 h i BUIT 454
FIrsgm, H AL 60 h BIAERFTER R K F- ; ABA b3
T, 0sGL1-5 FiKBAEALFE 30min J5IFH4A BT HE N, 36
h B3 m K, 60 h AT 4E R = K F H,0, b3
I, OsGL1-5 KB AEAL TR 30min I} R TF 4445 Fr 184 i
12h BRI HE K, 36h 3K 2 4% 5 7K F-, 60h B A i T
Wi AT TX B, XSRS R G OR | OsGLL-5 5 Wi 58
IEAFTEAHOCHE

3 it

— MR A, R 1 R ) i PR JIT 2 I A I s O S
#32 BN 2 K R 37 Xl & A E T T S AN [
Fe A E IR 7 Z [RIAH EAE P Up ] . A 2H 2y
FFRIRN A B TP AFTE B AR ) S5 R B 38 o 3 S 4
P el ) IR R FH 35 36 08 3l 7 AN R R Rk =, )5 3
TFIRHVRI (K 1),0s6L1-5 R sh T HAE R T
WA AR5 TT A LA ST e 2 SV S A 2 TR A0 5 1Y)
KAFR T, f03% TATA-box .CAAT-box 25, J&i 5 T-ik
T R B ZURE 5 R IR E HI T - 488 (I
RN AR 225 5 R s oo, IR, OsGL1-5
ST RS e A KA TR e R AR
TEI R IHOER A RO A B R 45 AR DG AR T e
YA OsGL1-5 J3 2745 0 T it i R S5 A8 4 300 5 1y 25
RVARK . OsGL1-5 JAZ) T ¥ 5 3 M 45 R R W] OsGL1-
5 MR 440, 8 30 77 51— R 1 i =X
TCIHSE T OsGL1-5 MRS B Rk, X AP kR
Yy 9338 P I 28 LA X6 G e o oy 1 B R A A 9 4

B PR ) I 258 e IR I R R AR BRI T RE Y
—ANEEIAT A2 B BBk B Wdal (OsGLL-5)
FEIKFR A — D SE R W 5T B UM OGS ] wdal iR
GEASRTE AR5 R AL 245 BE I 285 LA K o G 1 T X
T EEN S Jung AU SE AL R IR A (hip: /
www. ncbi. nlm. nih. gov/UniGene) 43878, Wdal F
TR T %3k @ i RT-PCR 400 & W, Wdal 7245
RE NN & RS, HraEas B A £
KRR A R A Rk i, AR h Rk il s . A
WF 5% 38 3 7K R B PR 410 e 3R 3K 808 R Chup: /
plantbiol. genetics. ac. cn/rice-Affy) 73 MR (£ 2),
OsGL1-5 TEAEZ FIAE Sk vh ik il ey, Al | P Ay
—REFIA, AR FRIB AL, Wi RT-PCR 34745
REW] (K1), 0sGL1-5 FEZALAR L & I /N



942 % &

2 27 &

T ra BISE5 IE S RNA FREHIRSREEH b 585 S S RNA FREFASTE R s ¢, d USRI 7 I 4625 5 11 S0 RNA $REHR 32451 5
e, 0 g, h /TR, Z oM, PUAMATI/ N T IR ZS 5 2 L RNA FREF 3045581
Note: a: RNA in situ hybridization in glume by sense RNA probes; b: RNA in situ hybridization in glume by antisense RNA probes.

c,d: RNA in situ hybridization in anthers at tetrad and microspore stages by sense RNA probes e,f,g,h: RNA in situ hybridization in anthers at

microspore mother cell, dyad, tetrad and microspore stages by antisense RNA probes.
2 OsGL1-5 RiIFEXHWRLREZ ST
Fig.2 The expression pattern of OsGL1-5 analyzed by RNA in situ hybridization

TR e g DR R TR 412 AR 25k
A REIE A A5 R 5K RS AL B 2 ik B
PEAYHT AN Jung 24514 RT-PCR BFY 45 A — 5, (H
JE# L GUS Jea a5 R, GUS WGPk E 8 AR
A3k SR E 2 R m AR 55 . A ST T
SR A58 T 45 R (1B 2) , OsGL1-5 FEAE 2 (1 4%
WRFGR R, AR A — 80 R T BB GUS
TP HT XS A 80 F 3R 3 T 1 GUS 5 56 P 4w 5 1)
TG PR T 2 M A A, A GUS e iR
FE I B TR AE FH R T D AN % 38 2 Xof 2 sk r= g D

mRNA FEA7TRE I, R, FT B8 OsGL1-5 f5: 9] 76 3 iz 4
b2k, G SR mRNA #2882, £
9T R B P AFAE mRNA #5iE 4 -2

) 2 F I 5 23 S A ) 1 K 7 4 1) 55— 3 B B
TR A K R 38 I AR R B Oy T HL A B
VEFI™ . HW 3 P I 5 2 A 384 0 5 2 IR B 1
WS 0sGL1-5 J3shF 800 M & B, 18 % 5L R
PRI oA TRk v A R e 1 A K SN
R VR AR S A F T A, B e, AR B 5 02 RT-
PCR BRI ST 1% EE I ZESME ABA (H,0, Fl i #h 55 4k
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Oh 05h 3h 6h

12h 36h 60h
OsGL1-5
OsActl

OsGL1-5
Osderl

OsGL1-5
Osdctl

3 HEAETERERBEXER
OsGL1-5 FixHE B RT-PCR 4347

Fig.3 The expression of wax biosynthesis related
gene OsGL1-5 under stresses analyzed by RT-PCR

PR R (B 3) 45 R R KR4l i E NaCl |
H,0, ABA Z5iB5 0 T, 0sGL1-5 L Fik 3452 )15
S, ABA RN —Fi A BER  ZEAE Y X B8 AT 1S
MR EEREN, LR TR S
ARSI YRR ABA SR, It
ABA AT 30 5w 1o B PR R B 3k DT 8 s A
PR R R P 2 R |, 0, BERL LA
YT T BOR R WK BE 1T B, DT 1 s 4 1 P 7k
SrMiia P R vk R L, 1,0, 1ERE S
Syl 2 5 ZFES  Ram a UR A DGR R R
ik, PR H,0, IEWE T2 SRk TR&ERE
A S0 4 A PR AL B R SR R Rk
Gattuso 2V JMHT T Bk BIRE ST S E T2 4
EhAEWRE N 30 T B BT A BUMH DG L 7E mRNA 7K |
(R L, 45 3 BF 22 0085 o 5 1 v 1 DX gl Ik P 227
WIBTALFEIE Y, Tslam 250 R EED GRS A AE R B
AN T 0 S5 BN S 35 PR XA [ ol o 1y A 7R 25 57, TR
TG & B OsGL1-5 3[R ki 2 LR A e iR
5, H KR A Jo 22 i o PR 28 55 % O A G ik
OsGL1- F&ik B AR AF AE A SR L AT 53 4 U
OsGL1-5 38 32 & 18 F 38 N 34 hn oK A 25 v a5 o i 7
5, DATATHE TR AR a0 5% 18 (9 B8 1. AR5 RT-PCR
LRI W7, OsGL1-5 Xof AN [a] 355 458 e [ 1) Fsf ) AN — 4
X ABA 39055 i 00 0 7 A PR I JH At 306 455 Ffh 3 W i
It ABA 5S-G AR I 7 3L R (1) 23k SR A L
Wik,

4 Hig

ABIFE T T KRR B AR S HE ) OsGLL-5
TP IRR R 2 R IR RRIE A S GE ST OsGL1-

5 RBEEX, 0sCLI-S5 A FIRAITEA TR &
b VA S I 1 2 T AR I 2 Y AR S =G
JCF. OsGL1-5 FEAEALL G0 H 2 M ot BARM b &
K FEM AT — g B IR TR ZE AT R 2]
2615, 7E 200mmol - L ™" NaCl. 100 wmol - L~" ABA #
1.0% H,0, AT, KA M5 5T 45 AR L OsGL1-5
FER R AL RS [) R Feak e 3ion 1 BH K R s S5 A 1A
FHLN 0sGL1-5 Fik HA ALV Tk, B2 350
VIR, AT REFED L B Mt h & PR R

SE 3k
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Expression Pattern and Stress Responses of Wax Biosynthesis
Related Gene OsGL1-5 in rice

ZHOU Ling-yan' NI Er-dong® ZHU Li-ya' LIANG Hong' ZHUANG Chu-xiong’

(! College of life science, Zhongkai University of Agriculture and Engineering , Guangzhou, Guangdong 510225
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Abstract ; In this study, the promoter of wax biosynthesis related gene OsGL1-5 in rice was analyzed via bioinformatics,
and the temporal and spatial expression of OsGL1-5 was analyzed by semi-quantitative RT-PCR and mRNA in situ
hybridization using the different tissues and developmental stage panicles as materials. In addition, the expression of
OsGL1-5 was analyzed by semi-quantitative RT-PCR when the seedlings were treated with stresses, including 200mmol -
L™' NaCl, 100pmol - L™" ABA and 1.0% H,0,. The bioinformatics analysis showed that the promoter of OsGL1-5
(about 2 kb upstream of OsGL1-5) was predicted to contain important regulatory elements including drought, high salt,
coldness, ABA, light regulation, copper, and oxygen responsive elements. The analysis of OsGL1-5 expression profiles
revealed that OsGL1-5 was expressed highly in panicles at different developmental stages and specifically expressed in the
trichomes of glume and the tapetum of anther, low expression of OsGL1-5 was also detected in the leaves, however, its
expression was not detected in the stems and roots. The analysis of OsGL1-5 in response to stresses showed that the
expression of OsGL1-5 was increased at different time when the seedlings were treated with NaCl, ABA and H,0,.
Key words: Oryza sativa L. ; OsGL1-5; Expression; Stress



