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Putative conserved domains have been detected,click on the image below for detailed results.
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Conserved domain analysis of the cDNA sequence and amino acid sequence of PutNaKR 3 gene

Predicted NLSs in query sequence
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A:NLS Mapper #ilil#% € 715 5 5 B:SignalP 4.1 43 #1 PutNaKR3 {55 ik; C: TMHMM 43 #r 8 B 1X . A:NLS Mapper predicts nu-
clear localization signal; B:SignalP 4.1 analyzes PutNaKR3 signal peptide; C: TMHMM analyzes transmembrane region.
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Fig.2 Protein sequence analysis of Puccinellia tenuiflora PutNaKR3
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tions,only above 60% was showed. ZmNaKR1:XP_008674049.1,Zea mays ;

BdNaKR1:XP_003565192.1, Brachypodium distachyon ;

BdNaKR2: XP_010235110.1, Brachypodium distachyon ;

BdNaKR2

"he number represent the percentage of 1 000 bootstrap replica-

ZmNaKR2: XP_008656812.1,Zea mays;
Bd-

NaKR3:XP_003563696.1,Brachypodium distachyon ; AtHPP02(NaKR1_NPCC6) : AT5G02600, Arabidopsis thaliana ;
AtHPP03(NaKR2) : AT2G37390,Arabidopsis thaliana ; AtHPP04(NaKR3) : AT3G53530, Arabidopsis thaliana.
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Fig.4 Abundance of PutNaKR3 gene expression

in various tissues of Puccinellia tenuifora
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Phylogenetic tree of amino acid sequence of PutNaKR3 protein and other plant NaKR proteins based on NJ method
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BRAAERKIRN ., A: Growth status of over-expressing strain of PutNaKR3 gene under abiotic stress of saline-alkali; B:

Growth status of over-expressing strain of PutNaKR3 gene under other abiotic stress.
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Fig.5 Resistance analysis of transgenic PutNaKR3 gene yeast strain under abiotic stress
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Cloning a PutNaKR 3 gene in Puccinellia tenuiflora

and analyzing its stress tolerance
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Abstract A PutNaKR3 gene was screened and identified from the ¢cDNA library of Puccinellia
tenuiflora under NaCl treatment. Bioinformatics, tissue-specific expression and abiotic stress response
expression of the PutNaKR3 gene and its encoded amino acid sequence were performed. The results
showed that PutNaKR3 gene in Puccinellia tenuiflora had a tissue expression specificity, and its ex-
pression in roots and leaves was significantly higher than that in other tissues. Over-expression of Put-
NaKR3 gene enhanced the viability of yeast strain under salt, alkali, oxidation and osmotic stress, and
improved the adaptability of yeast under partial metal stress. It is indicated that the PutNaKR3 gene
plays a certain role in plant stress response, especially in enhancing plant salt tolerance.

Keywords Puccinellia tenuiflora; heavy metal-associated plant proteins; sodium potassium root
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