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Supplementary Table S1 Theoretical segregation ratios for the F1 and S1 progeny of 

autohexaploid species. 

 

Supplementary Table S2 Number of ddRAD-Seq reads and their mapping rates for the 

S1 mapping progenies. 

 

Supplementary Table S3 Genetic map based on the Xushu18 S1 population. 

 

Supplementary Table S4 Number of sequence variations for each sequence ontology. 

 

Supplementary Table S5 Number of SNPs mapped onto I. trifida scaffolds (ITR_r1.0). 
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Supplementary Figure S1 Grouping of SNPs with different LOD values using the 

OneMap program. 

 


