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Cloning and Sequence Analysis of A Salt Overly Sensitive 5
Gene in Rice (Oryza sativa)

YANG Xian guang, LIANG Wet hong, JI Sheng dong
(School of Life Science, Henan Normal University, Xinxiang 453007, China)

Abstract; The cDNA fragment of a saltoverly sensitive3 gene in rice (Oryzasativa) was amplifi
cated using RT — PCR technique. The PCR primers were designed according to the blast sequence
of SOS 5 from Arabidopsis. The fragment was further cloned and sequenced. The result showed
that the ful length of cDNA sequence was 1574 bp, including an ORF of 1284bp, which encoded
a peptide of 427 amino acids. Compared with the deduced amino acid sequences from Triticum
aestivum and Arabidopsis thaliana, the identity were 71% and 45.6%, respectively.
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o e (:Ahg}fm;( ((.(L(II/\A(GT&(J& é’éﬁ(&ﬁt&\ﬁ(&ﬁ%f‘*&c(&ﬁcm G ﬁjc &J‘G(,&T 49
121 616 [crc[cn[cmv'crrl'mc/\cccv GG CT6 C0G TCE 066 6CG GCC ACG 6CC 180
81 60G CTC GG GCT TTC CCC AGE TTG GO GAG TTC GGG GG CTT qc GAG Toc A(;.c 240
241 6CC 666 GAG, CTG GCG, GCG, CGG; T0G, TCG CTG ACG CTG CT6 GC(E GT6 cgc AQC C AAC CTG 300
301 006 66C 106 CCC, TCG, GOG TTC GOG 60G GCG TCC G6C GCL(): GAC ATC GCC GAT G 066 360
361 JAC CAC GTC CTG, CTT GAG TAG CTC T Tcg' GA;C CIC GCG c?c C CEC GEC TCC 666 420
421 MAG |crc 676, ACG, ACG CTG, TTC, CAG A ACC : 666 CGC cc}c ocC 16C %T Tc cx;c GVCC GTC 480
481 AAC IC'rc [Accchc GGG GGANAAC TCG, A% GIC GT G‘l‘& CGSG T(g; cc\c G?G %T I‘Igc c(oc GGG 540
541 ;[cc AGC GCC ACT (;1'(:I crc, GGC\GCQ/ GTC ACG GCT GTG ccg TAC AéC CIC AGC 616 fC GG 600
601 616 (GGT(GGCICTC[ATCVGTC’ CCG, TCC, GAG GTC GCG GCC T(C GAC AGC CGC C0G GOC 660
661 GGT GGC GTC AAC ATC, ACC, CAC GTC' CTC' GCG GAC GCG CG6 666 TTC AjC GIT GCT ch TCC 720
721 ATG TG GAG GCA TCG, GGG GTC GOG GAG GAG T ACG Gclg« GAC GAG CGC GeC c:cc ch ATC 780
781 ACC 6TC T1C GT6, CCC, ACG GAC GAG GC(; TT% GCL GAC CTC CCC GCC ACC GAC CUC CTC CAG 840
841 30c cre cec, GCAUGATRCGC MG 6CC A C6C TIC CAC GTG CTG CAC T0G ch TAT 900
901 006 CTC GGC,TCC, CTC GAG TCC AT 6T¢ AAG CCG GTG CAG CCC AG CTC ﬁgc CC GAG CGC 960
91 ITC GAG A(;cc GGC CAG TTC, ACG, CTANMC ATG A ccTé GTC AAT GGC TCC GTC %c ATC GAC 1020
1021 ACC GGC ATC &;m AG GCT TCG ATC, A ACG, 6T TTC GAC CAA AAT c<’*vc GIT GEG GTG 1080
1081 ITT AGCC\G’I‘CSTCG MG GTT/ C'rq crg) ca& MG GAA ATG TT(C GGT CGG GGC GGT GCT GAT AGC 1140
1141 cAcchcqnccccccc}ccc C0G GAG, 6CG ATG GOG CCA GAT GCT GCC GAG AAC GIG CGG ACG 1200
1201 G0G 00G. ACG AGA CTG_TCG, T , CCA GCA CTG CGG GGT GGC GGT GAT AGT GAG T0G TCA 1260
1jz‘m ;rCA GCA, TG TCA, ACG, GCA, AGG, GCT, GTC AT TGG TG?‘ A‘&A GT6 CTC CTA AAT 1320
321 €16 ?Arlcrc[m]cml CTA, ccrl CTG, GTA (TGA GAT CCG GAT GTT ACC CAT TCC € CIT CAT 1380
1381 1,1;'1;(;(;'1‘;;/\/\'1;11'1 TGTTCTTCTGTTACTATTTTCCCCATTTTAGAATGTGTACTACGGGA 1440
1441 ATGTGATCOGTAGACAATTTTATAGGGGCAAMGCAGTAGCAATITGTCTAGETTCTTTIA 1500
201 LACTITTRACORARTAATATCATCTCTRGACACACCTATCARACCTACTIGTICCAAA. 1560
1561 CGAACAGCAGCATG 1574
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5085 ¢cDNA . 1%  45.6%(  3). .
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50 60
— e
1 s rlo I3 G Oryze sative
1 D G A R Triticum sestivum
1 N ss SN v G1I A Arabidopsis thaliana
-XGADLADVLRYHVLLEYLSPSDLRRLPASGEK Hajority
70 80 90 100 110 120
61 7 Oryza sative
59 A Triticum aestivum
56 s [] s S Arabidopsis thaliena
LYTTLFQTTGRAXXDLG { SXXVVRSPAPFPGSNATVLGXVTXVPYNLSVLAYV Hajority
130 140 150 160 170 180
120 Oryza sativa
118 Triticum aestivua
116 Arabidopsis thaliana
DGLIVPSGXDXAASE - - ----SRPPAGVNITXVLAXARGFNVAASNLEASGYAXE Mejority
190 200
180 ‘" a A= Oryza sativa
178 -- ---- Triticum sestivus
174 LTPPPTSTSL Arabidopsis thaliana

RLOSLPADRKAXVLRFHVLHSYYPLGSLESTI N HMajority
g

GITVFVPTDDAFADLYP
250 260 270 2680 290 300
Oryza sativa

Triticus sestivua
Arebidopsis thaliana

PYOQPTLATE - XX GXFTLNITRVNGSV-AIDTGVVOQAXITRTVFDQNPVAVFAVSKYVLL Nejority
310 320 330 340 350 360

Oryze sativa
Triticum sestivum
Arebidopsis thalians

SSPPALRGGAXSXXAVX Najority

(X XXV - XXAPPPXAXXSHXPE?

420

347 Oryza sativa
146 Triticus sestivus
353 L K Arabidopsis thaliana

Hajority

398 Oryza sativa
06 P Triticum sestivua
401 R L Arabidopsis thalians
Decoration 'Decoration #1 Shade (with s0 k) residues that match the Consensus exactly.
3 OS5 SOSS
I Triticum aestivum
-L = Oryza sativa

381 Arabidopsis thaliana i
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Nucleotide Substitutions (x100)

4 3 SOS5

. S0s5 s

. SOS . S0S . .
sosl SOS1 Na / KYoXe] . ,
H' . Na~ SOS .
7, S0S3  S0S2 ,
SOS 1 , K . Na
, ¥ S0s4 SOS1 . ( 20 )
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