SUPPLEMENTARY MATERIAL
Supplementary Table 1: Complete raw and Bonferroni-adjusted p-values of 𝛼- diversity measure using Shannon.
Supplementary Figure 1: Observed ASV richness for 𝛼-diversity relative to the salinity groups at 50 mM NaCl (A) and 75 mM NaCl (B) in each generation.
Supplementary Table 2: Statistical data relative to the salinity group at 50 mM NaCl (A) and 75 mM NaCl (B). An ANOVA-like permutation test with 999 permutations was applied via anova.cca. Data was analyzed using permutational analysis considering size effect and significance exerted by both Generation and Time of growth. 
Supplementary Figure 2: Heatmap of genus abundance by Generation and Time under 50mM of NaCl throughout the enrichment procedure. Percentage of abundance shown is relative only to analyzed strains and is not an absolute value. The average percentage of abundance is across all replicates in the group.
Supplementary Figure 3: Heatmap of genus abundance by Generation and Time under 75mM of NaCl throughout the enrichment procedure. Percentage of abundance shown is relative only to analyzed strains and is not an absolute value. The average percentage of abundance is across all replicates in the group.
Supplementary Table 3: PGP phenotypes tested in vitro on the 8 strains used in this study. Each test was performed under increasing percentages of salinity (0, 3 and 5 % of NaCl). Obtained phenotypes derive from 3 biological and technical replicates.
Supplementary Table 4: PGP phenotypes mining in silico.
Supplementary Table 5: Complete raw and Bonferroni-adjusted p-values of 𝛼- diversity measure using Shannon.
Supplementary Figure 4: Observed ASV richness for 𝛼-diversity relative to the salinity groups at 0 mM NaCl (A) and 50 mM NaCl (B) with the different consortia applied.
Supplementary Table 6: Statistical data relative to treated plants under no stress conditions (A) and with 50 mM NaCl added to soil (B). An ANOVA-like permutation test with 999 permutations was applied via anova.cca. Data was analyzed using permutational analysis considering size effect and significance exerted by both Consortia and Time of growth.
Supplementary Figure 5: Comparison of abundance of the 8 applied strains in different consortia at 6 weeks of growth in salt stressed conditions (50 mM NaCl applied to soil). BarCharts show the Log2 Transformed Mean Abundance of the strains based on consortia and compared to the untreated control.
Supplementary Figure 6: In planta colonization and recovery by 8 single strains inocula. Colonization was evaluated by CFU/g of root in rice plants at 14 dpi. Two biological replicates were performed in different times including 20 plants per inoculum. For rice plants inoculated with R. rosettiformans, R. marisflavi, P. hunanensis, and M. oleivorans, the assay was repeated a third time with endophytic recovery at 7 and 14 dpi handling 10 plants per inoculum each time.
Supplementary Figure 7: Roots weight measurements following inoculation with 8 single strains 2 wpi in Hoagland. BarCharts show variations of weight in mg of roots (* indicate degree of significance). Statistical analysis was performed using ordinary one-way ANOVA on Prism. 20 plants were weighted per treatment.
Supplementary Table 7: Complete statistics for the comparison of abundance of the applied strains in C1 and C5 at 7 dpi.  Statistical comparisons were performed using per-sample log2-transformed abundance values. For each species/strain, Control and inoculated groups were compared using two-sided Wilcoxon rank-sum tests, with Bonferroni correction across all plotted comparisons. No comparison remained significant after correction.

