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Supplementary Figure S1. Effect of priming on radicle protrusion at 34°C. Primed and non-primed 

Col-0 seeds were imbibed at 22°C or 34°C without CDT and the rates of radicle emergence from the seed 

coat were scored. Values presented are means ±SD of three replicates. 

 

 

 



 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 

Supplementary Figure S2. Relationship between longevity of non-primed and primed seeds. Survival 

rates of non-primed and primed seeds after CDT were compared for 230 natural variations. 

 

 

 
 
 

 
 
 

 



 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
Supplementary Figure S3. Genetic effect of detected QTL markers on reduction rates of seed longevity 

after priming. The left panel presents phenotype means for each group defined by genotypes at each QTL 

markers. The error bars are plotted at +/- 1 standard error (SE). The right panel plots whole phenotypes for 

each group. Black and red circles refer the observed phenotypes and the imputed missing phenotypes, 

respectively. The blue and red indicators designate the same values to the left panel. 

 

 

 

 
 
 

 
 



 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
 

 
 
Supplementary Figure S4. Longevity of wild type Col-0, Est-1 cyp85a1/a2 and det2 seeds before 

priming. Survival rates of non-primed wild type Col-0 (Col-0), Est-1 cyp85a cyp85a2 (cyp85a1/a2) and 

det2 seeds after 0, 10, or 15 days of CDT are means ±SD of three replicates. Different letters indicate 

significant differences (P < 0.05, Tukey-Kramer tests). 

 
 


