Supplementary Figures
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Figure S1. GO enrichment of all target genes of DEmiRNAs.
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Figure S2. GO enrichment of target genes of candidate salt tolerance-related DEmiRNA-DEmRNA pairs. CC: cell component; MF: molecular function; BP: biological process.
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[bookmark: _Hlk100602460]Figure S3. Construction and validation of T. dicoccoides (ST genotype) cDNA library. (a) Total RNA was isolated from the whole T. dicoccoides plants. (b) The results of spectrophotometer measurement of RNA. (c) Detection of ds cDNA quality by agarose gel electrophoresis. M: Maker; 1: ds cDNA was amplified by P1-F/P4-R; 2: ds cDNA was amplified by P2-F/P4-R; 3: ds cDNA was amplified by P3-F/P4-R. (d) Homogenization and purification of ds RNA detected by agarose gel electrophoresis. (e) Detection of 24 randomly selected clones by agarose gel electrophoresis.
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[bookmark: _GoBack]Figure S4. qRT-PCR analysis of salt tolerance-related DEmiRNA-DEmRNA pairs. CT: control without NaCl treatment; NaCl: 150 mM NaCl treatment; ST: salt-tolerance genotype; SS: salt-sensitive genotype. Significance between CT and NaCl samples were analyzed using student’ s t-test (*P < 0.05, ***P < 0.001, N.S: not significant). The bars display the means of miRNA or mRNA expression in the CT or NaCl samples. The error bars represent standard error of mean (SEM) of the three separate technical replicates of qRT-PCR experiments.
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