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[bookmark: _GoBack]Figure S1. Haplotype analysis of OsSST1 associated with salt tolerance. (A) Partial Manhattan plot (top) and LD heatmap (bottom) surrounding the peak region on chromosome 8. The red dot indicates the position of a missense variant in OsSST1. (B) Gene structure and polymorphism sites in OsSST1. (C–D) Violin plots showing ASIS values at T2W and T4W for different OsSST1 haplotypes (*p < 0.05, **p < 0.01). (E) Frequency distribution of haplotypes across different subpopulations.
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Figure S2. Haplotype analysis of OsPPR1 associated with salt tolerance. (A) Partial Manhattan plot (top) and LD heatmap (bottom) surrounding the peak region on chromosome 8. The red dot indicates the position of a missense variant in OsPPR1. (B) Gene structure and polymorphism sites in OsPPR1. (C–D) Violin plots showing ASIS values at T2W and T4W for different OsPPR1 haplotypes (*p < 0.05, **p < 0.01). (E) Frequency distribution of haplotypes across different subpopulations.
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