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Gene Analysis,Protein Prediction of NHX of Haloxylon ammodendron of Qaidam Basin

MA Yu-hua, YE Gui-sheng, LONG Xiao-chen, MA Juan, YE Gui-lian

(Institute of Agriculture and Animal Husbandry ,Qinghai University ,» Xining ,Qinghai 810016 ,China)

Abstract: NHX gene of Haloxylon ammodendron in Qaidam Basin was amplified by PCR and its protein

structure was predict by biology software. The results showed that the length of the NHX gene and NHX

protein were 1 677 bp and 559 aa respectively. NHX protein located in vacuole membrane,o-helix and ran-

dom coil were the main secondary structure. It had 4 N-glycosylation sites,1 cAMP,cGMP- dependent pro-

tein kinase phosphorylation site, 8 protein kinase C-phosphorylation sites, 8 casein kinase [[ phosphoryla-

tion sites,9 N-nutmeg acylation sites and 1 Leucine zipper model. NHX protein had a weaker hydrophilici-

ty.and it had 12 transmembrane structures. The tertiary structure prediction showed the main tertiary

structure of NHX protein included a-helix and random coil,and a small amount of g fold. The results would lay a

foundation for the further research of expression characteristics and functions of NHX gene of H. ammodendron.
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Table 1 Nucleotide sequence analysis of NHX gene

Bk 7D A G T C A+T C+G
TR/ % 24,57 21,47 32.74 21.23 57. 30 42.70
il L 412 360 549 356 961 716
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Table 2 Amino acid sequence analysis of NHX
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Fig. 6 Hydrophilicity plot of NHX protein
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Fig. 7 Transmembrane structure of NHX
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