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Fig. 1 Agarose gel electrophoresis of RT-PCR products
1 :M,DNA marker;1,SKOR %:[H i Bt RT-PCR ;=4 ,
Note;: M, DNA marker; 1, RT-PCR product of SKOR gene

fragment.
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Fig.2 PCR identification of positive clones
A :M,DNA marker;1,2,3,4, fH1E 7R,
Note: M,DNA marker;1,2,3,4, positive clones.
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241 GTGCACCTGTTCAAAGGATGCTCAGAGGACTTCCTGAGCCAGATTGTTGTGAAATTACAC
88 VHLFEKGCSEDTFLSQTIVVKTLH

301 GAAGAATTCTTCCTCCCCGGAGAAGTTATTTTGGAGCAAGGCACTGTGGTGGATCAGATA
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P,
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B3 /MEew3F PISKOR BEBRFIIRENNESERF S
Fig.3 Nucleotide and deduced amino acid sequence of PtSKOR fragment from Puccinellia tenuiflora
L AER RS PP, JBA], RN X,
Note: Nucleotides in frame indicate primers P; and P, sequence, respectively. Amino acids in shading indicate the transmembrane

domain.
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Fig.4 Amino acid sequence alignment of PtSKOR with those from other plants

2 WECR F DNAMAN )7 #F17 ., ShE 0 K 3l 38 (SKOR) %0 5L 82 )7 5] (19 St U5 F0 3k B )22 2% 5 5 43 0l 2 7K R OsSKOR
(ADF28 806. 1) , % >k ZmZKOR(AM746 987. 1) .l #§ 7+ AtSKOR (NP_186 934. 1) . F§j4j VvSOR(CAD35 400. 1) . E ik ReS-
KOR(XP_002 533 451. 1) .1 PeORK(ABY86 890.1), HHEFR REMHEX
Note: The multiple alignments were generated using DNAMAN program. The sources and GenBank accession numbers of
SKOR are as follows: OsSKOR ( ADF28 806. 1), ZmZKOR ( AM746 987. 1), AtSKOR (NP _186 934. 1), VvSOR (CAD35
400. 1) ,ReSKOR(XP_002 533 451. 1) ,PeORK(ABY86 890. 1). The transmembrane domain was framed with gray lines.
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Fig. 5 Phylogenetic tree of PtSKOR and outward

[ 33%

rectifier K channel from other plants

R %W 2 B & Al DNAMAN # 47, B # OsAKT1
(AY065 970) FAFKAEN H K ' 3daf » A 2% S0 48 5 [ [
4,
Note: The multiple alignments were generated using DNA-
MAN program. OsAKT1(AY065 970) shows an inward rec-
tifier K™ channel in Oryza sativa , and other abbreviations
are the same as Fig. 4.
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Cloning and sequence analysis of outward-rectifying potassium channel

SKOR gene fragment from halophyte Puccinellia tenui flora

WANG Qian, WANG Pei, WANG Suo-min
(College of Pastoral Agriculture Science and Technology, Lanzhou University;

State Key Laboratory of Grassland Farming Systems, Lanzhou 730020, China)

Abstract: To investigate molecular mechanism of K™ /Na™ slective transport in Pucciinellia tenui flora s de-
generate primers were designed based on the conserved sequences of the outward-rectifying potassium
channel from other plants. Total RNA was extracted from the roots of P. tenuiflora. SKOR gene frag-
ment was obtained by reverse transcription polymerase chain reaction (RT-PCR), which could provide
basis for cloning full-length SKOR gene, expression regulation and RNAi. The sequencing result showed
that the SKOR gene {ragment from P. tenuiflora contained about 555 bp, encoding 185 amino acids.
Homology comparison with SKOR gene sequences of other higher plants showed that it shared over 66 %
nucleotide sequence homology and 55% amino acid sequence homology.

Key words: Puccinellia tenui flora; SKOR gene; K" /Na' selective transportp; sequence characterisctics;

salt
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