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Trait correlations & additional interval mapping results. 
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Scatterplots, density plots and correlation calculations for each pair of 
traits recorded on the MCD population. The “Field subset” of genotypes 
(blue) was evaluated in 2016 only. Strong correlations in AUDPC were 
observed between those in the “Pot subset” (red) between years (~0.5 
2016 v 2017/2019 & 0.9 2017 v 2019. Development is also negatively 
correlated with AUDPC in 2017 and 2019. 
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Scatterplot, density plots and correlation calculations for each pair of 
traits recorded on the PAM population. The colours reflect the male parent
in the subpopulation. AUDPC scores were well correlated between years 
and no one subpopulation appeared to be either resistant or susceptible. 
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QTL mapping for blight resistance loci using square root transformed 
AUDPC data. The same loci were identified as with the untransformed 
phenotypic data.  

QTL mapping for Maturity and Development traits using the MCD ALL 
map.
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Interval mapping results using the MCD ALL map and each years AUDPC 
data for a) all linkage groups  & b) linkage groups corresponding to 
chromosomes 5, 6 and 10. Loci ón chr05 and chr06 exceeded the genome
wide LOD threshold (dashed lines) in 2019 and 2016, respectively (a). The
locus on chr05 exceeded the linkage group specific LOD threshold (dotted
lines) each year (b). An inconsistent result was obtained for a locus on 
chr10 in 2016 only. 

QTL mapping for blight resistance loci using square root transformed 
AUDPC data and the MCD MALE map. The same loci were identified as 
with the untransformed phenotypic data.  
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QTL mapping for Development and Maturity traits using the MCD MALE 
map. 
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QTL mapping for blight resistance using all 46 linkage groups on the PAM 
map. 
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QTL mapping for blight resistance using all 46 linkage groups on the PAM 
map and square root transformed AUDPC data. The same loci were 
identified as with the untransformed phenotypic data.  
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