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Supplementary Figure S2. Distribution of usable SNPs in 48 DH lines derived from CDC Stanley x CDC Landmark.  The SNP marker discovered between the two parents through WGS were 
genotyped in the DH lines with the original sequencing depth (mean of 48 DH lines is 0.88x) and simulated low coverage depth (0.1x, 0.05x and 0.01x) from the original sequencing.  Each DH line 
was processed separately to remove the SNP position with missing and heterozygosity.


