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Figure S1.  Genomic prediction of inbred and hybrid performance using Umeå 2021 as training population and 

Helgegården 2022 as breeding population. r: prediction ability 

 



 
 

Figure S2. Genomic prediction of inbred and hybrid performance using Umeå 2021 as training population and 

Umeå 2022 as breeding population. r: prediction ability 

  



 
 

Figure S3. Distribution of correlations for prediction problem described in Table 2. 2022: Queen Anne × Colleen, 

2023: Queen Anne × Melody, 2096: Colleen S1, 2097: Melody S1, 2098 Queen Anne S1, 2099: Rudolph S1. This plot 

provides a graphical statistical visualization summary of the distribution of the dataset. The BOX represents the 

range between the first quartile (Q1) and the third quartile (Q3), i.e., the interquartile range (IQR). The box is 

divided into two parts by a horizontal line, where the lower part corresponds to Q1 and the upper part to Q3. The 

WHISKERs extend from the BOX to indicate the data range outside IQR, and often 1.5 times the IQR. Individual 

data points beyond the WHISKERs are OUTLIERS, which are plotted individually.  A vertical line inside the BOX 

represents the MEDIAN (Q2) of the dataset. 
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Figure S4. Distribution of correlations for prediction problem described in Table 3.  

2022: Queen Anne × Colleen, 2023: Queen Anne × Melody, 2096: Colleen S1, 2097: Melody S1, 2098 Queen Anne 

S1, 2099: Rudolph S1. This plot provides a graphical statistical visualization summary of the distribution of the 

dataset. The BOX represents the range between the first quartile (Q1) and the third quartile (Q3), i.e., the 

interquartile range (IQR). The box is divided into two parts by a horizontal line, where the lower part corresponds 

to Q1 and the upper part to Q3. The WHISKERs extend from the BOX to indicate the data range outside IQR, and 

often 1.5 times the IQR. Individual data points beyond the WHISKERs are OUTLIERS, which are plotted 

individually.  A vertical line inside the BOX represents the MEDIAN (Q2) of the dataset. 
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