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Supplementary Figure S1. Linkage disequilibrium (LD) decay distance.

Supplementary Figure S2. Comparison of GR, SL, RL under control (CK) and
treatment.

Supplementary Figure S3. Distribution of salt tolerance indexes in subpopulations.
Supplementary Figure S4. Genome-wide association study (GWAS) for RGR.
Supplementary Figure S5. Genome-wide association study (GWAS) for RSL.
Supplementary Figure S6. Genome-wide association study (GWAS) for RRL.

Supplementary Figure S7. Boxplots for haplotypes at the lead SNP in QTLs and
allele frequency differences among Oil, OF and Fiber subpopulations.
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Supplementary Figure S1. Linkage disequilibrium (LD) decay distance.
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Supplementary Figure S2. Comparison of GR, SL, RL under control (CK) and
treatment. (A—C) In environment 1 (E1); (D-F) In environment 2 (E2); (G-I) In
environment 3 (E3). The difference between subpopulations was analyzed by ¢ tests.
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Supplementary Figure S3. Distribution of salt tolerance indexes in subpopulations.
(A—C) In environment 1 (E1); (D—F) In environment 2 (E2); (G—I) In environment 3
(E3). The difference between subpopulations was analyzed by ¢ tests.
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Supplementary Figure S4. Genome-wide association study (GWAS) for RGR. (A—C)
Manhattan plots based on GLM; (D—F) Manhattan plots based on MLM; (A, D) RGR1;
(B, E) RGR2; (C, F) RGR3. The blue dotted line indicates the threshold, and the points
above the threshold are significant SNPs.
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Supplementary Figure S5. Genome-wide association study (GWAS) for RSL. (A—C)
Manhattan plots based on GLM; (D—F) Manhattan plots based on MLM; (A, D) RSL1.
(B, E) RSL2; (C, F) RSL3. The blue dotted line indicates the threshold, and the points
above the threshold are significant SNPs.
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Supplementary Figure S6. Genome-wide association study (GWAS) for RRL. (A—C)
Manhattan plots based on GLM; (D-F) Manhattan plots based on MLM; (A, D) RRL1.
(B, E) RRL2; (C, F) RRL3. The blue dotted line indicates the threshold, and the points
above the threshold are significant SNPs.
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Supplementary Figure S7. Boxplots for haplotypes at the lead SNP in QTLs and allele
frequency differences among Oil, OF and Fiber subpopulations. (A—C) Boxplots for
haplotypes at the lead SNP in QTLs; (A) gRGR4.3; (B) gRGR10.2; (C) gRGRI15.5; (D-
F) The distribution of allele frequencies of strong SNPs are located in QTLs were
distributed in Oil, OF and Fiber subpopulations; (D) gRGR4.3. The AA and GG alleles
are shown in blue and pink, respectively; (E) gRGRI0.2. The TT and AA alleles are
shown in blue and pink, respectively; (F) gRGR15.5. The AA and GG alleles are shown
in blue and pink, respectively. The difference between haplotypes was analyzed by ¢

tests.
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