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Figure S1. Nucleotide and amino acid sequences of selected three PtNHXs (-1, -6, 

and -8) from three major groups cloned from P. trichocarpa.  

The three cloned PtNHXs (-1, -6, and -8) showed 99.45%, 99.57%, and 99.54% identities with their 

corresponding CDS sequences from the P. trichocarpa genome database, respectively. 

 

  



3 
 

Figure S1 continue 
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Figure S1 continue 
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Figure S2. Arabidopsis NHX map position and duplication analysis. 

(A) Schematic representation of Arabidopsis chromosomes showing the location of AtNHX genes. 

(B) The duplicated AtNHX genes (red labelled) on Arabidopsis chromosomes. 
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Figure S3. Sliding window analysis of duplicated PtNHXs. 

The window size 60 and 90 bp were used for Ka/Ks analysis. The sequence identities and TM 

regions were shown in bottom of each figure. 
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Figure S4. Details of motifs in AtNHXs and PtNHXs identified by MEME. 
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Figure S5. Multiple sequence alignment and transmembrane region of PtNHXs. 
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Figure S6. Details of secondary structure of PtNHX proteins. 
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Figure S7. Expression patterns of Arabidopsis NHX genes across different tissues. 

The data was obtained from AtGenExpress Visualization Tool (http://weigelworld.org/resources).  
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Figure S8. Expression patterns of Arabidopsis NHX genes under various abiotic 

stresses. 

The microarray data was obtained from AtGenExpress Visualization Tool. Red means highly 

expression and green indicates low expression. 
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Figure S9. GO enrichment analysis of genes co-expressed with PtNHXs. 
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Figure S9 continue 
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Figure S10. Co-expression network of Arabidopsis NHX genes. 
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Figure S11. GO enrichment analysis of PtNHX PPI network. 
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Figure S11 continue 
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Figure S12. Details of SNPs located in PtNHXs. 
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Supplementary Tables: 

Table S1. List of NHX genes and their coding amino acid sequences identified from 

P. trichocarpa, E. grandis, V. vinifera, A. thaliana, M. truncatula, G. max, O. sativa, 

S. bicolor, B. distachyon, Z. mays, and P. patens. 

Table S2. The sequences of qRT-PCR primers. 

Table S3. GO enrichment analysis of genes co-expressed with AtNHXs. 
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Figure S9. GO enrichment analysis of genes co-expressed with PtNHXs  

Figure S10. Co-expression network of Arabidopsis NHX genes. 

Figure S11. GO enrichment analysis of PtNHX PPI network. 

Figure S12. Details of SNPs located in PtNHXs. 
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