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[image: F:\2-写作论文\17-RNA-seq of salt-stressed sweetpotato NAC7\1-sample_cluster.tif]Figure S1. The pearson correlations among different samples in sweetpotato transcriptome analysis. CR: Control fibrous roots, SR: Salt-treated fibrous roots.



[image: ]Figure S2. Volcano plots of DEGs among different samples under control and salt-treated conditions. Red and green dots represent the upregulated and downregulated DEGs, respectively, and black dots represent non-DEGs. CR: Control fibrous roots, SR: Salt-treated fibrous roots. 

[image: F:\2-写作论文\17-RNA-seq of salt-stressed sweetpotato NAC7\附件\All go and KEGG of Two.tif]Figure S3. GO classifications and KEGG pathways of DEGs in Xu22 compared with Xu32 under control and salt-treated conditions. A. GO classification of annotated DEGs. The left Y-axis indicates the percentage of DEGs identified, and the right Y-axis indicates the number of DEGs. The DEGs were categorized based on the annotations of GO, and the numbers are displayed according to the biological process, cellular component, and molecular function. B. Enriched KEGG pathways of the DEGs. X-axis and Y-axis represent the GeneRatio and the terms of pathways, respectively. Coloring correlates with the q-value. The lower the q-value, the more significant the enrichment. Point size correlates with the numbers of DEGs. CR: Control fibrous roots, SR: Salt-treated fibrous roots.


Figure S4. KEGG pathways of the upregulated (A) and downregulated (B) genes among the different set of transcriptome data of sweetpotato. X-axis and Y-axis represent the GeneRatio and the terms of pathways, respectively. Coloring correlates with the q-value. The lower the q-value, the more significant the enrichment. Point size correlates with the numbers of DEGs. CR: Control fibrous roots, SR: Salt-treated fibrous roots.
[image: F:\2-写作论文\17-RNA-seq of salt-stressed sweetpotato NAC7\附件\up and down PEGG.tif]
Figure S5. The pearson correlations among different samples in sweetpotato proteome analysis. CR: Control fibrous roots, SR: Salt-treated fibrous roots.
[image: ]
[image: ]Figure S6. Volcano plots of DEPs among different samples under control and salt-treated conditions. Red and green dots represent the upregulated and downregulated DEPs, respectively, and black dots represent non-DEPs. CR: Control fibrous roots, SR: Salt-treated fibrous roots.


[image: ]Figure S7. Venn diagrams in Xu22 and Xu32 suggesting that the DEPs were genotype-specific and salt-responsive. Overlapping regions indicate co-expressed DEPs among the different set of data, the numbers only in one circle represent DEPs that are only expressed in one library. CR: Control fibrous roots, SR: Salt-treated fibrous roots.


Figure S8. qRT-PCR analysis of the expression levels of IbNAC7 in different transgenic lines. The relative expression was normalized to AtEF1α, and the expression was further calibrated using the transgenic line with the lowest IbNAC7 expression. Data are the means ± SE of three independent biological experiments. Asterisks indicate statistical signiﬁcance (* P < 0.05) between the WT and transgenic plants.
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[bookmark: _GoBack][image: ]Figure S9. GO classifications (A) and KEGG pathways (B) of the DEGs in transgenic plants compared with WT plants under salt stress. X-axis and Y-axis represent the GeneRatio and the term descriptions, respectively. Coloring correlates with the padj. The lower the padj, the more significant the enrichment. Point size correlates with the numbers of DEGs.
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