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Figure 1- Potential functions of 113 differentially expressed target genes of miR172 under salt stress in the Ghazvini
genotype. (A) Graphical results of biological processes, (B) Graphical results of molecular functions, & (C) Graphical results of

cellular components. Graphical results were prepared through AgriGO web-based tool.
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Figure 2- Potential functions of 123 differentially expressed target genes of miR172 under salt stress in the Sarakhs

genotype. (A) Graphical results of biological processes, (B) Graphical results of molecular functions, & (C) Graphical results of

cellular components. Graphical results were prepared through AgriGO web-based tool.
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Figure 4- Potential functions of 77 differentially expressed target genes of miR399 under salt stress in Sarakhs genotype.

(a) Graphical results of biological processes, (b) Graphical results of molecular functions & (c) Graphical results of cellular

components. Graphical results were prepared through AgriGO web-based tool.



