
Appendix B
Supplementary figures

Figure S1. Plot of the classical and robust MSDi
µ =

1000∑
l=1

(µ̂il − µil)
2

1000
for each of the 698 genotypes

for the null scenario (1st stage)

Figure S2. Boxplots of the 1000 classical and robust estimated block (σ2r:b), replicate (σ2r ) and
residual variances (σ2e) for the null scenario (1st stage)
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Figure S3: Histograms of the classical and robust Standard and Smith’s weights for the null scenario
(1st stage)
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Figure S4. Plots of classical and robust MSDi
µ =

1000∑
l=1

(µ̂il − µil)
2

1000
for each of the 698 genotypes for

the random contamination scenarios (1st stage)
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Figure S5. Plots of classical and robust MSDi
µ =

1000∑
l=1

(µ̂il − µil)
2

1000
for each of the 698 genotypes for

the block contamination scenarios (1st stage)
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Figure S9. Histograms of the classical and robust Standard’s weights for the random contamination
scenarios (1st stage)
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Figure S10. Histograms of the classical and robust Smith’s weights for the random contamination
scenarios (1st stage)
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Figure S11. Histograms of the classical and robust Standard’s weights for the block contamination
scenarios (1st stage)
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Figure S12. Histograms of the classical and robust Smith’s weights for the block contamination
scenarios (1st stage)
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Figure S13. Plot of the classical and robust MSDi
g =

1000∑
j=1

(ĝij − gij)
2

1000
for each of the 698 genotypes

for the null scenario (2nd stage)

Figure S14. Boxplots of the 1000 classical and robust estimated marker-effect (σ2s) variances for
the null scenario (2nd stage)
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Figure S16. Plots of the classical and robust MSDi
g =

1000∑
l=1

(ĝil − gil)
2

1000
for each of the 698 genotypes

for the random contamination scenarios (2nd stage)
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Figure S17. Plots of the classical and robust MSDi
g =

1000∑
l=1

(ĝil − gil)
2

1000
for each of the 698 genotypes

for the block contamination scenarios (2nd stage)
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